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1
PROSTATE CANCER DETECTION KIT OR
DEVICE, AND DETECTION METHOD

TECHNICAL FIELD

The present invention relates to a kit or a device for the
detection of prostate cancer, comprising a nucleic acid
capable of specifically binding to a particular miRNA,
which is used for examining the presence or absence of
prostate cancer in a subject, and a method for detecting
prostate cancer, comprising measuring an expression level
of the miRNA using the nucleic acid.

BACKGROUND ART

The prostate is an organ that produces a component of the
semen in males, and is positioned underneath the urinary
bladder and in front of the rectum. Prostate cancer is a
disease caused by the disorganized and repeated prolifera-
tion of cells of this prostate. According to the 2011 statistics
of cancer type specific mortality in Japan disclosed by the
Center for Cancer Control and Information Services,
National Cancer Center, the number of individuals affected
by prostate cancer was 51,534 people. Namely, it is esti-
mated that one out of 14 Japanese males will experience
prostate cancer. The number of incidences of this cancer in
males takes the 4th place by cancer type. Also, the number
of prostate cancer deaths climbed to 10,823 people and takes
the 6th place by cancer type in males. It is estimated that one
out of 7 American males will experience prostate cancer.
Prostate cancer is particularly common in elderly people,
and 6 out of 10 men aged 65 or older are diagnosed with
prostate cancer (Non-Patent Literature 1). The estimated
number of American individuals affected by prostate cancer
climbed to 233,000 people in 2014, among which approxi-
mately 29,480 people reportedly died (Non-Patent Literature
D).

The progression stages of prostate cancer are specified in
Non-Patent Literature 2 and classified into stage I (T1 to
T2a/NO/MO), stage II (T2b to T2¢/NO/MO), stage IIT (T3/
NO/MO), and stage IV (T4/NO/MO and N1 and ¢M1) accord-
ing to tumor spread (T1ato Tlc, T2ato T2c, T3a to T3b, and
T4), lymph node metastasis (NO and N1), distant metastasis
(MO and M1a to Mlc), etc.

Since prostate cancer progresses relatively slowly in most
cases, its S-year relative survival rate is almost 100%,
indicating one of cancers having the best prognosis (Non-
Patent Literature 1). Some of prostate cancer cases, how-
ever, progress relatively fast and cause various disorders or
symptoms. Prostate cancer found to have distant metastasis
at stage 4 exhibits a 5-year relative survival rate as signifi-
cantly low as 28% (Non-Patent Literature 1).

The treatment of prostate cancer in regular protocols
includes surgical treatment, radiotherapy, endocrine therapy
(hormone therapy), and palliative treatment which continues
follow-up while monitoring a tumor marker PSA without
special treatment. Particularly, the treatment of early pros-
tate cancer has some options such as external beam radio-
therapy, internal radiotherapy (brachytherapy), radical pros-
tatectomy, and cryosurgery, in addition to palliative
treatment (Non-Patent Literature 1).

As described in Non-Patent Literature 1, a test of PSA, a
tumor marker in blood, is widely used as a primary test for
prostate cancer. Rectal examination or transrectal ultra-
sonography of the prostate is carried out when the PSA
measurement value is high. Biopsy is further carried out as
definite diagnosis when a subject is suspected of having
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prostate cancer. An imaging test such as CT scan, MRI scan,
or bone scintigraphy is also conducted when a subject is
suspected of having distant metastasis.

The prostate-specific antigen (PSA) is produced by the
prostate and contained in the semen, but is also present in
blood, albeit slightly. The PSA concentration in blood of
ordinary males is usually 4 ng/ml. or lower, and a subject is
suspected of having prostate cancer when the measurement
value exceeds this reference value (Non-Patent Literature 1).
The PSA concentration in blood is reportedly useful and
widely implemented, for example, because this concentra-
tion elevates even in asymptomatic early prostate cancer and
correlates with the stages of cancer progression. The Ameri-
can Cancer Society promotes the early detection of prostate
cancer and recommends that subjects who desire screening
of prostate cancer should undergo the PSA test (Non-Patent
Literature 1).

As shown in Patent Literatures 1 to 3, there are reports,
albeit at a research stage, on the detection of prostate cancer
using the expression levels of microRNAs (miRNAs) or
combinations of the expression levels of miRNAs and the
expression levels of additional markers in biological
samples including blood.

Patent Literature 1 discloses a method for detecting
prostate cancer as well as Wilms tumor and COPD using
hsa-miR-760, hsa-miR-920, hsa-miR-887-3p, hsa-miR-486-
3p, hsa-miR-663b, hsa-miR-187-5p, hsa-miR-1231, hsa-
miR-371a-5p, hsa-miR-575, hsa-miR-615-5p, hsa-miR-711,
hsa-miR-939-5p, hsa-miR-1203, hsa-miR-1225-3p, hsa-
miR-1225-5p, hsa-miR-1915-5p and the like in blood.

Patent Literature 2 discloses a method for detecting
prostate cancer, etc., comprising isolating a vesicle from
blood using EpCam and using a miRNA such as hsa-miR-
92b-5p contained in the vesicle, for the detection.

Patent Literature 3 has reported that prostate cancer is
determined by combining the expression level of PCA3 gene
with the expression level of miR-141.

CITATION LIST
Patent Literature

Patent Literature 1: European Patent Application Publication
No. 2341145

Patent Literature 2: International Publication No. WO 2013/
022995

Patent Literature 3: International Publication No. WO 2010/
062706

Non-Patent Literature

Non-Patent Literature 1: American Cancer Society “Prostate
Cancer”, 2013, p. 5, 14 to 26, 32 to 54, and 68 to 70
Non-Patent Literature 2: Sobin, L. et al., “TNM Classifica-
tion of Malignant Tumours, the 7th edition”, 2010, p. 230
to 234

Non-Patent Literature 3: Wolf, A M. et al., 2010, A Cancer
Journal for Clinicians, Vol. 60 (2), p. 70-98

Non-Patent Literature 4: Mitchell P S. et al., 2008, Proceed-
ings of the National Academy of Sciences of the United
States of America, Vol. 105 (30), p. 10513-10518

SUMMARY OF INVENTION
Technical Problem

An object of the present invention is to find a novel tumor
marker for prostate cancer and to provide a method that can
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effectively detect prostate cancer using a nucleic acid
capable of specifically binding to the marker. The PSA test
is widely used as a tumor marker test for prostate cancer. The
PSA test is, however, known that 15% of males having a
PSA concentration in blood corresponding to the reference
value 4 ng/mL or lower are confirmed to be prostate cancer-
positive as a result of biopsy. On the other hand, it is also
known that the PSA concentration in blood elevates in males
having benign prostatic hyperplasia or prostatitis and in
ordinary elderly men, leading to a high probability of false
positives even in the absence of cancer (Non-Patent Litera-
ture 1). Furthermore, the false detection of a cancer other
than prostate cancer also leads to false positives. Such a high
probability of false positives in the PSA test leads to
overdiagnosis and overtreatment, and various aftereffects
ascribable to the unnecessary treatment of prostate cancer
has been viewed as problems in recent years (Non-Patent
Literature 3). According to the large-scale research using
5000 or more recruited subjects (Non-Patent Literature 3),
the specific performance of the PSA test showed the sensi-
tivity as low as 20.5% for the overall prostate cancer cases
and the sensitivity of merely 51% even limited for highly
malignant prostate cancer cases, suggesting that the tumor
marker measurement is less significant as a preoperative test.

As described below, there are reports, albeit at a research
stage, on the determination of prostate cancer using the
expression levels of microRNAs (miRNAs) in biological
samples including blood, none of which, however, have yet
been brought into practical use.

Patent Literature 1 discloses a method for detecting
prostate cancer as well as Wilms tumor and COPD using
hsa-miR-760, hsa-miR-920, hsa-miR-887-3p, hsa-miR-486-
3p, hsa-miR-663b, hsa-miR-187-5p, hsa-miR-1231, hsa-
miR-371a-5p, hsa-miR-575, hsa-miR-615-5p, hsa-miR-711,
hsa-miR-939-5p, hsa-miR-1203, hsa-miR-1225-3p, hsa-
miR-1225-5p, hsa-miR-1915-5p and the like in blood. Pat-
ent Literature 1 describes many miRNAs, whereas this
literature lacks a direct statement showing that these miRNA
markers are markers for prostate cancer, and includes insuf-
ficient evidence for the usefulness of the miRNA markers as
prostate cancer markers.

Patent Literature 2 discloses a method for detecting
prostate cancer, etc., comprising isolating a vesicle from
blood using EpCam and using a miRNA such as hsa-miR-
92b-5p contained in the vesicle, for the detection. This
literature, however, is less reliable because the miRNA
marker was not reproducibly validated in an independent
sample group and the literature has no mention about a
threshold for detecting prostate cancer.

Patent Literature 3 specifically states that prostate cancer
can be determined with 100% sensitivity and specificity by
combining the expression levels of miR-141 and PCA3. This
literature, however, does not state that prostate cancer can be
determined conveniently and highly accurately using a
single marker. In fact, Non-Patent Literature 4 is cited in
Patent Literature 3. Non-Patent Literature 4 has reported the
determination of prostate cancer using miR-141 in serum
and states that the accuracy of the determination is 60%
sensitivity when the specificity is 100%. In addition, a
sample that is subjected to the PCA3 test currently used
generally is urine, particularly, urine after digital rectal
examination. On the other hand, the sample that is subjected
to the determination of prostate cancer using miR-141 is
blood (serum) as mentioned above. Thus, for obtaining

10

15

20

25

30

35

40

45

50

55

60

4

highly sensitive and specific results by combining them, it is
necessary to collect two samples.

Solution to Problem

The present inventors have conducted diligent studies to
attain the object and consequently completed the present
invention by finding several genes usable as markers for the
detection of prostate cancer from blood, which can be
collected with limited invasiveness, and finding that prostate
cancer can be significantly detected by using nucleic acids
capable of specifically binding to any of these markers.

SUMMARY OF INVENTION

Specifically, the present invention has the following fea-
tures:

(1) A kit for the detection of prostate cancer, comprising
a nucleic acid capable of specifically binding to at least one
or more polynucleotide(s) selected from the group consist-
ing of prostate cancer markers miR-4443, miR-1908-5p,
miR-4257, miR-3197, miR-3188, miR-4649-5p, miR-1343-
3p, miR-6861-5p, miR-1343-5p, miR-642b-3p, miR-6741-
5p, miR-4745-5p, miR-6826-5p, miR-3663-3p, miR-3131,
miR-92a-2-5p, miR-4258, miR-4448, miR-6125, miR-
6880-5p, miR-6132, miR-4467, miR-6749-5p, miR-2392,
miR-1273g-3p, miR-4746-3p, miR-1914-3p, miR-7845-5p,
miR-6726-5p, miR-128-2-5p, miR-4651, miR-6765-3p,
miR-3185, miR-4792, miR-6887-5p, miR-5572, miR-3619-
3p, miR-6780b-5p, miR-4707-5p, miR-8063, miR-4454,
miR-4525, miR-7975, miR-744-5p, miR-3135b, miR-4648,
miR-6816-5p, miR-4741, miR-7150, miR-6791-5p, miR-
1247-3p, miR-7977, miR-4497, miR-6090, miR-6781-5p,
miR-6870-5p, miR-6729-5p, miR-4530, miR-7847-3p,
miR-6825-5p, miR-4674, miR-3917, miR-4707-3p, miR-
6885-5p, miR-6722-3p, miR-4516, miR-6757-5p, miR-
6840-3p, miR-5195-3p, miR-6756-5p, miR-6800-5p, miR-
6727-5p, miR-6126, miR-6872-3p, miR-4446-3p, miR-
1268a, miR-1908-3p, miR-3679-5p, miR-4534, miR-4675,
miR-7108-5p, miR-6799-5p, miR-4695-5p, miR-3178,
miR-5090, miR-3180, miR-1237-5p, miR-4758-5p, miR-
3184-5p, miR-4286, miR-6784-5p, miR-6768-5p, miR-
6785-5p, miR-4706, miR-711, miR-1260a, miR-6746-5p,
miR-6089, miR-6821-5p, miR-4667-5p, miR-8069, miR-
4726-5p, miR-6124, miR-4532, miR-4486. miR-4728-5p,
miR-4508, miR-128-1-5p, miR-4513, miR-6795-5p, miR-
4689, miR-6763-5p, miR-8072, miR-6765-5p, miR-4419b,
miR-7641, miR-3928-3p, miR-1227-5p, miR-4492, miR-
296-3p, miR-6769a-5p, miR-6889-5p, miR-4632-5p, miR-
4505, miR-3154, miR-3648, miR-4442, miR-3141, miR-
7113-3p, miR-6819-5p, miR-3195, miR-1199-5p, miR-
6738-5p, miR-4656, miR-6820-5p, miR-204-3p, miR-642a-
3p, miR-762, miR-1202, miR-3162-5p, miR-3196, miR-
3622a-5p, miR-3665, miR-3940-5p, miR-4294, miR-4466,
miR-4476, miR-4723-5p, miR-4725-3p, miR-4730, miR-
4739, miR-4787-5p, miR-5787, miR-6085, miR-6717-5p,
miR-6724-5p, miR-6777-5p, miR-6778-5p. miR-6787-5p,
miR-6789-5p, miR-6845-5p and miR-6893-5p.

(2) The kit according to (1), wherein miR-4443 is hsa-
miR-4443; miR-1908-5p is hsa-miR-1908-5p, miR-4257 is
hsa-miR-4257, miR-3197 is hsa-miR-3197, miR-3188 is
hsa-miR-3188, miR-4649-5p is hsa-miR-4649-5p, miR-
1343-3p is hsa-miR-1343-3p, miR-6861-5p is hsa-miR-
6861-5p, miR-1343-5p is hsa-miR-1343-5p, miR-642b-3p is
hsa-miR-642b-3p. miR-6741-5p is hsa-miR-6741-5p, miR-
4745-5p is hsa-miR-4745-5p, miR-6826-5p is hsa-miR-
6826-5p, miR-3663-3p is hsa-miR-3663-3p, miR-3131 is
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hsa-miR-3131, miR-92a-2-5p is hsa-miR-92a-2-5p, miR-
4258 is hsa-miR-4258, miR-4448 is hsa-miR-4448, miR-
6125 is hsa-miR-6125, miR-6880-5p is hsa-miR-6880-5p,
miR-6132 is hsa-miR-6132, miR-4467 is hsa-miR-4467,
miR-6749-5p is hsa-miR-6749-5p, miR-2392 is hsa-miR-
2392, miR-1273g-3p is hsa-miR-1273g-3p, miR-4746-3p is
hsa-miR-4746-3p, miR-1914-3p is hsa-miR-1914-3p, miR-
7845-5p is hsa-miR-7845-5p, miR-6726-5p is hsa-miR-
6726-5p, miR-128-2-5p is hsa-miR-128-2-5p, miR-4651 is
hsa-miR-4651, miR-6765-3p is hsa-miR-6765-3p, miR-
3185 is hsa-miR-3185, miR-4792 is hsa-miR-4792, miR-
6887-5p is hsa-miR-6887-5p, miR-5572 is hsa-miR-5572,
miR-3619-3p is hsa-miR-3619-3p, miR-6780b-5p is hsa-
miR-6780b-5p, miR-4707-5p is hsa-miR-4707-5p, miR-
8063 is hsa-miR-8063, miR-4454 is hsa-miR-4454, miR-
4525 is hsa-miR-4525, miR-7975 is hsa-miR-7975, miR-
744-5p is hsa-miR-744-5p, miR-3135b is hsa-miR-3135b,
miR-4648 is hsa-miR-4648, miR-6816-5p is hsa-miR-6816-
5p, miR-4741 is hsa-miR-4741, miR-7150 is hsa-miR-7150,
miR-6791-5p is hsa-miR-6791-5p, miR-1247-3p is hsa-
miR-1247-3p, miR-7977 is hsa-miR-7977, miR-4497 is
hsa-miR-4497, miR-6090 is hsa-miR-6090, miR-6781-5p is
hsa-miR-6781-5p, miR-6870-5p is hsa-miR-6870-5p, miR-
6729-5p is hsa-miR-6729-5p, miR-4530 is hsa-miR-4530,
miR-7847-3p is hsa-miR-7847-3p, miR-6825-5p is hsa-
miR-6825-5p, miR-4674 is hsa-miR-4674, miR-3917 is
hsa-miR-3917, miR-4707-3p is hsa-miR-4707-3p, miR-
6885-5p is hsa-miR-6885-5p, miR-6722-3p is hsa-miR-
6722-3p, miR-4516 is hsa-miR-4516, miR-6757-5p is hsa-
miR-6757-5p, miR-6840-3p is hsa-miR-6840-3p, miR-
5195-3p is hsa-miR-5195-3p, miR-6756-5p is hsa-miR-
6756-5p, miR-6800-5p is hsa-miR-6800-5p, miR-6727-5p is
hsa-miR-6727-5p, miR-6126 is hsa-miR-6126, miR-6872-
3p is hsa-miR-6872-3p, miR-4446-3p is hsa-miR-4446-3p,
miR-1268a is hsa-miR-1268a, miR-1908-3p is hsa-miR-
1908-3p, miR-3679-5p is hsa-miR-3679-5p, miR-4534 is
hsa-miR-4534, miR-4675 is hsa-miR-4675, miR-7108-5p is
hsa-miR-7108-5p, miR-6799-5p is hsa-miR-6799-5p, miR-
4695-5p 1s hsa-miR-4695-5p, miR-3178 is hsa-miR-3178,
miR-5090 is hsa-miR-5090, miR-3180 is hsa-miR-3180,
miR-1237-5p is hsa-miR-1237-5p, miR-4758-5p is hsa-
miR-4758-5p, miR-3184-5p is hsa-miR-3184-5p, miR-4286
is hsa-miR-4286, miR-6784-5p is hsa-miR-6784-5p, miR-
6768-5p is hsa-miR-6768-5p, miR-6785-5p is hsa-miR-
6785-5p, miR-4706 is hsa-miR-4706, miR-711 is hsa-miR-
711, miR-1260a is hsa-miR-1260a, miR-6746-5p is hsa-
miR-6746-5p, miR-6089 is hsa-miR-6089, miR-6821-5p is
hsa-miR-6821-5p, miR-4667-5p is hsa-miR-4667-5p, miR-
8069 is hsa-miR-8069, miR-4726-5p is hsa-miR-4726-5p,
miR-6124 is hsa-miR-6124, miR-4532 is hsa-miR-4532,
miR-4486 is hsa-miR-4486, miR-4728-5p is hsa-miR-4728-
5p, miR-4508 is hsa-miR-4508, miR-128-1-5p is hsa-miR-
128-1-5p, miR-4513 is hsa-miR-4513, miR-6795-5p is hsa-
miR-6795-5p, miR-4689 is hsa-miR-4689, miR-6763-5p is
hsa-miR-6763-5p, miR-8072 is hsa-miR-8072, miR-6765-
5p is hsa-miR-6765-5p, miR-4419b is hsa-miR-4419b, miR-
7641 is hsa-miR-7641, miR-3928-3p is hsa-miR-3928-3p,
miR-1227-5p is hsa-miR-1227-5p, miR-4492 is hsa-miR-
4492, miR-296-3p is hsa-miR-296-3p, miR-6769a-5p is
hsa-miR-6769a-5p, miR-6889-5p is hsa-miR-6889-5p, miR-
4632-5p 1s hsa-miR-4632-5p, miR-4505 is hsa-miR-4505,
miR-3154 is hsa-miR-3154, miR-3648 is hsa-miR-3648,
miR-4442 is hsa-miR-4442, miR-3141 is hsa-miR-3141,
miR-7113-3p is hsa-miR-7113-3p, miR-6819-5p is hsa-
miR-6819-5p, miR-3195 is hsa-miR-3195, miR-1199-5p is
hsa-miR-1199-5p, miR-6738-5p is hsa-miR-6738-5p, miR-
4656 is hsa-miR-4656, miR-6820-5p is hsa-miR-6820-5p,
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miR-204-3p is hsa-miR-204-3p, miR-642a-3p is hsa-miR-
642a-3p, miR-762 is hsa-miR-762, miR-1202 is hsa-miR-
1202, miR-3162-5p is hsa-miR-3162-5p, miR-3196 is hsa-
miR-3196, miR-3622a-5p is hsa-miR-3622a-5p, miR-3665
is hsa-miR-3665, miR-3940-5p is hsa-miR-3940-5p, miR-
4294 is hsa-miR-4294, miR-4466 is hsa-miR-4466, miR-
4476 is hsa-miR-4476, miR-4723-5p is hsa-miR-4723-5p,
miR-4725-3p is hsa-miR-4725-3p, miR-4730 is hsa-miR-
4730, miR-4739 is hsa-miR-4739, miR-4787-5p is hsa-miR-
4787-5p, miR-5787 is hsa-miR-5787, miR-6085 is hsa-miR-
6085, miR-6717-5p is hsa-miR-6717-5p, miR-6724-5p is
hsa-miR-6724-5p. miR-6777-5p is hsa-miR-6777-5p, miR-
6778-5p is hsa-miR-6778-5p, miR-6787-5p is hsa-miR-
6787-5p, miR-6789-5p is hsa-miR-6789-5p, miR-6845-5p is
hsa-miR-6845-5p, and miR-6893-5p is hsa-miR-6893-5p.

(3) The kit according to (1) or (2), wherein the nucleic
acid is a polynucleotide selected from the group consisting
of the following polynucleotides (a) to (e):

(a) a polynucleotide consisting of a nucleotide sequence
represented by any of SEQ ID NOs: 1 to 135 and 580 to 606
or a nucleotide sequence derived from the nucleotide
sequence by the replacement of u with t, a variant thereof,
a derivative thereof, or a fragment thereof comprising 15 or
more consecutive nucleotides,

(b) a polynucleotide comprising a nucleotide sequence rep-
resented by any of SEQ ID NOs: 1 to 135 and 580 to 606,
(¢) a polynucleotide consisting of a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 1 to 135 and 580 to 606 or a nucleotide
sequence derived from the nucleotide sequence by the
replacement of u with t, a variant thereof, a derivative
thereof, or a fragment thereof comprising 15 or more con-
secutive nucleotides,

(d) a polynucleotide comprising a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 1 to 135 and 580 to 606 or a nucleotide
sequence derived from the nucleotide sequence by the
replacement of u with t, and

(e) a polynucleotide hybridizing under stringent conditions
to any of the polynucleotides (a) to (d).

(4) The kit according to any of (1) to (3), wherein the kit
further comprises a nucleic acid capable of specifically
binding to at least one or more polynucleotide(s) selected
from the group consisting of other prostate cancer markers
miR-615-5p, miR-486-3p, miR-1225-3p, miR-760, miR-
187-5p, miR-1203, miR-7110-5p, miR-371a-5p, miR-939-
5p, miR-575, miR-92b-5p, miR-887-3p, miR-920, miR-
1915-5p, miR-1231, miR-663b, miR-1225-5p, miR-16-5p,
miR-423-5p, miR-451a, miR-564 and miR-671-5p.

(5) The kit according to (4), wherein miR-615-5p is
hsa-miR-615-5p, miR-486-3p is hsa-miR-486-3p, miR-
1225-3p is hsa-miR-1225-3p, miR-760 is hsa-miR-760,
miR-187-5p is hsa-miR-187-5p, miR-1203 is hsa-miR-
1203, miR-7110-5p is hsa-miR-7110-5p, miR-371a-5p is
hsa-miR-371a-5p, miR-939-5p is hsa-miR-939-5p, miR-575
is hsa-miR-575, miR-92b-5p is hsa-miR-92b-5p, miR-887-
3p is hsa-miR-887-3p, miR-920 is hsa-miR-920, miR-1915-
5p is hsa-miR-1915-5p, miR-1231 is hsa-miR-1231, miR-
663b is hsa-miR-663b, miR-1225-5p is hsa-miR-1225-5p,
miR-16-5p is hsa-miR-16-5p, miR-423-5p is hsa-miR-423-
5p, miR-451a is hsa-miR-451a, miR-564 is hsa-miR-564,
and miR-671-5p is hsa-miR-671-5p.

(6) The kit according to (4) or (5), wherein the nucleic
acid is a polynucleotide selected from the group consisting
of the following polynucleotides (f) to (j):

(D a polynucleotide consisting of a nucleotide sequence
represented by any of SEQ ID NOs: 136 to 152 and 607 to
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611 or a nucleotide sequence derived from the nucleotide
sequence by the replacement of u with t, any variant thereof,
any derivative thereof, or any fragment thereof comprising
15 or more consecutive nucleotides,

(g) a polynucleotide comprising a nucleotide sequence rep-
resented by any of SEQ ID NOs: 136 to 152 and 607 to 611,
(h) a polynucleotide consisting of a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 136 to 152 and 607 to 611 or a nucleotide
sequence derived from the nucleotide sequence by the
replacement of u with t, a variant thereof, a derivative
thereof, or a fragment thereof comprising 15 or more con-
secutive nucleotides,

(1) a polynucleotide comprising a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 136 to 152 and 607 to 611 or a nucleotide
sequence derived from the nucleotide sequence by the
replacement of u with t, and

(3) a polynucleotide hybridizing under stringent conditions
to any of the polynucleotides (f) to (i).

(7) The kit according to any of (1) to (6), wherein the kit
further comprises a nucleic acid capable of specifically
binding to at least one or more polynucleotide(s) selected
from the group consisting of other prostate cancer markers
miR-4763-3p, miR-3656, miR-4488, miR-125a-3p, miR-
1469, miR-1228-5p, miR-6798-5p, miR-1268b, miR-6732-
5p, miR-1915-3p, miR-4433b-3p, miR-1207-5p, miR-4433-
3p, miR-6879-5p, miR-4417, miR-30c-1-3p, miR-4638-5p,
miR-6088, miR-4270, miR-6782-5p, miR-665, miR-486-5p,
miR-4655-5p, miR-1275, miR-6806-5p, miR-614, miR-
3937, miR-6752-5p, miR-6771-5p, miR-4450, miR-211-3p,
miR-663a, miR-6842-5p, miR-7114-5p and miR-6779-5p.

(8) The kit according to (7), wherein miR-4763-3p is
hsa-miR-4763-3p, miR-3656 is hsa-miR-3656, miR-4488 is
hsa-miR-4488, miR-125a-3p is hsa-miR-125a-3p, miR-
1469 is hsa-miR-1469, miR-1228-5p is hsa-miR-1228-5p,
miR-6798-5p is hsa-miR-6798-5p, miR-1268b is hsa-miR-
1268b, miR-6732-5p is hsa-miR-6732-5p, miR-1915-3p is
hsa-miR-1915-3p, miR-4433b-3p is hsa-miR-4433b-3p,
miR-1207-5p is hsa-miR-1207-5p, miR-4433-3p is hsa-
miR-4433-3p, miR-6879-5p is hsa-miR-6879-5p, miR-4417
is hsa-miR-4417, miR-30c-1-3p is hsa-miR-30c-1-3p, miR-
4638-5p 1s hsa-miR-4638-5p, miR-6088 is hsa-miR-6088,
miR-4270 is hsa-miR-4270, miR-6782-5p is hsa-miR-6782-
5p, miR-665 is hsa-miR-665, miR-486-5p is hsa-miR-486-
5p, miR-4655-5p is hsa-miR-4655-5p, miR-1275 is hsa-
miR-1275, miR-6806-5p is hsa-miR-6806-5p, miR-614 is
hsa-miR-614, miR-3937 is hsa-miR-3937, miR-6752-5p is
hsa-miR-6752-5p, miR-6771-5p is hsa-miR-6771-5p, miR-
4450 is hsa-miR-4450, miR-211-3p is hsa-miR-211-3p,
miR-663a is hsa-miR-663a, miR-6842-5p is hsa-miR-6842-
5p, miR-7114-5p is hsa-miR-7114-5p, and miR-6779-5p is
hsa-miR-6779-5p.

(9) The kit according to (7) or (8), wherein the nucleic
acid is a polynucleotide selected from the group consisting
of the following polynucleotides (k) to (0):

(k) a polynucleotide consisting of a nucleotide sequence
represented by any of SEQ ID NOs: 153 to 187 or a
nucleotide sequence derived from the nucleotide sequence
by the replacement of u with t, a variant thereof, a derivative
thereof, or a fragment thereof comprising 15 or more con-
secutive nucleotides,

(1) a polynucleotide comprising a nucleotide sequence rep-
resented by any of SEQ ID NOs: 153 to 187,

(m) a polynucleotide consisting of a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 153 to 187 or a nucleotide sequence derived
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from the nucleotide sequence by the replacement of u with
t, a variant thereof, a derivative thereof, or a fragment
thereof comprising 15 or more consecutive nucleotides,
(n) a polynucleotide comprising a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 153 to 187 or a nucleotide sequence derived
from the nucleotide sequence by the replacement of u with
t, and

(o) a polynucleotide hybridizing under stringent conditions
to any of the polynucleotides (k) to (n).

(10) The kit according to any of (1) to (9), wherein the kit
comprises at least two or more nucleic acids capable of
specifically binding to at least two or more polynucleotides,
respectively, selected from all of the prostate cancer markers
according to (1) or (2).

(11) A device for the detection of prostate cancer, com-
prising a nucleic acid capable of specifically binding to at
least one or more polynucleotide(s) selected from the group
consisting of prostate cancer markers miR-4443, miR-1908-
5p, miR-4257, miR-3197, miR-3188, miR-4649-5p, miR-
1343-3p, miR-6861-5p, miR-1343-5p, miR-642b-3p, miR-
6741-5p, miR-4745-5p, miR-6826-5p, miR-3663-3p, miR-
3131, miR-92a-2-5p, miR-4258, miR-4448, miR-6125,
miR-6880-5p, miR-6132, miR-4467, miR-6749-5p, miR-
2392, miR-1273g-3p, miR-4746-3p, miR-1914-3p, miR-
7845-5p, miR-6726-5p, miR-128-2-5p, miR-4651, miR-
6765-3p, miR-3185, miR-4792, miR-6887-5p, miR-5572,
miR-3619-3p, miR-6780b-5p, miR-4707-5p, miR-8063,
miR-4454, miR-4525, miR-7975, miR-744-5p, miR-3135b,
miR-4648, miR-6816-5p, miR-4741, miR-7150, miR-6791-
5p, miR-1247-3p, miR-7977, miR-4497, miR-6090, miR-
6781-5p, miR-6870-5p, miR-6729-5p, miR-4530, miR-
7847-3p, miR-6825-5p, miR-4674, miR-3917, miR-4707-
3p, miR-6885-5p, miR-6722-3p, miR-4516, miR-6757-5p,
miR-6840-3p, miR-5195-3p, miR-6756-5p. miR-6800-5p,
miR-6727-5p, miR-6126, miR-6872-3p, miR-4446-3p,
miR-1268a, miR-1908-3p, miR-3679-5p, miR-4534, miR-
4675, miR-7108-5p, miR-6799-5p, miR-4695-5p, miR-
3178, miR-5090, miR-3180, miR-1237-5p, miR-4758-5p,
miR-3184-5p, miR-4286, miR-6784-5p, miR-6768-5p,
miR-6785-5p, miR-4706, miR-711, miR-1260a, miR-6746-
5p, miR-6089, miR-6821-5p, miR-4667-5p, miR-8069,
miR-4726-5p, miR-6124, miR-4532, miR-4486, miR-4728-
5p, miR-4508, miR-128-1-5p, miR-4513, miR-6795-5p,
miR-4689, miR-6763-5p, miR-8072, miR-6765-5p, miR-
4419b, miR-7641, miR-3928-3p, miR-1227-5p, miR-4492,
miR-296-3p, miR-6769a-5p, miR-6889-5p, miR-4632-5p,
miR-4505, miR-3154, miR-3648, miR-4442, miR-3141,
miR-7113-3p, miR-6819-5p, miR-3195, miR-1199-5p, miR-
6738-5p, miR-4656, miR-6820-5p, miR-204-3p, miR-642a-
3p, miR-762, miR-1202, miR-3162-5p, miR-3196, miR-
3622a-5p, miR-3665, miR-3940-5p, miR-4294, miR-4466,
miR-4476, miR-4723-5p, miR-4725-3p, miR-4730, miR-
4739, miR-4787-5p, miR-5787, miR-6085, miR-6717-5p,
miR-6724-5p, miR-6777-5p, miR-6778-5p. miR-6787-5p,
miR-6789-5p, miR-6845-5p and miR-6893-5p.

(12) The device according to (11), wherein miR-4443 is
hsa-miR-4443, miR-1908-5p is hsa-miR-1908-5p, miR-
4257 is hsa-miR-4257, miR-3197 is hsa-miR-3197, miR-
3188 is hsa-miR-3188, miR-4649-5p is hsa-miR-4649-5p,
miR-1343-3p is hsa-miR-1343-3p, miR-6861-5p is hsa-
miR-6861-5p, miR-1343-5p is hsa-miR-1343-5p, miR-
642b-3p is hsa-miR-642b-3p, miR-6741-5p is hsa-miR-
6741-5p, miR-4745-5p is hsa-miR-4745-5p, miR-6826-5p is
hsa-miR-6826-5p. miR-3663-3p is hsa-miR-3663-3p, miR-
3131 is hsa-miR-3131, miR-92a-2-5p is hsa-miR-92a-2-5p,
miR-4258 is hsa-miR-4258, miR-4448 is hsa-miR-4448,
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miR-6125 is hsa-miR-6125, miR-6880-5p is hsa-miR-6880-
5p, miR-6132 is hsa-miR-6132, miR-4467 is hsa-miR-4467,
miR-6749-5p is hsa-miR-6749-5p, miR-2392 is hsa-miR-
2392, miR-1273g-3p is hsa-miR-1273g-3p, miR-4746-3p is
hsa-miR-4746-3p, miR-1914-3p is hsa-miR-1914-3p, miR-
7845-5p is hsa-miR-7845-5p, miR-6726-5p is hsa-miR-
6726-5p, miR-128-2-5p is hsa-miR-128-2-5p, miR-4651 is
hsa-miR-4651, miR-6765-3p is hsa-miR-6765-3p, miR-
3185 is hsa-miR-3185, miR-4792 is hsa-miR-4792, miR-
6887-5p is hsa-miR-6887-5p, miR-5572 is hsa-miR-5572,
miR-3619-3p is hsa-miR-3619-3p, miR-6780b-5p is hsa-
miR-6780b-5p, miR-4707-5p is hsa-miR-4707-5p, miR-
8063 is hsa-miR-8063, miR-4454 is hsa-miR-4454, miR-
4525 is hsa-miR-4525, miR-7975 is hsa-miR-7975, miR-
744-5p is hsa-miR-744-5p, miR-3135b is hsa-miR-3135b,
miR-4648 is hsa-miR-4648, miR-6816-5p is hsa-miR-6816-
5p, miR-4741 is hsa-miR-4741, miR-7150 is hsa-miR-7150,
miR-6791-5p is hsa-miR-6791-5p, miR-1247-3p is hsa-
miR-1247-3p, miR-7977 is hsa-miR-7977, miR-4497 is
hsa-miR-4497, miR-6090 is hsa-miR-6090, miR-6781-5p is
hsa-miR-6781-5p, miR-6870-5p is hsa-miR-6870-5p, miR-
6729-5p is hsa-miR-6729-5p, miR-4530 is hsa-miR-4530,
miR-7847-3p is hsa-miR-7847-3p, miR-6825-5p is hsa-
miR-6825-5p, miR-4674 is hsa-miR-4674, miR-3917 is
hsa-miR-3917, miR-4707-3p is hsa-miR-4707-3p, miR-
6885-5p is hsa-miR-6885-5p, miR-6722-3p is hsa-miR-
6722-3p, miR-4516 is hsa-miR-4516, miR-6757-5p is hsa-
miR-6757-5p, miR-6840-3p is hsa-miR-6840-3p, miR-
5195-3p is hsa-miR-5195-3p, miR-6756-5p is hsa-miR-
6756-5p, miR-6800-5p is hsa-miR-6800-5p, miR-6727-5p is
hsa-miR-6727-5p, miR-6126 is hsa-miR-6126, miR-6872-
3p is hsa-miR-6872-3p, miR-4446-3p is hsa-miR-4446-3p,
miR-1268a is hsa-miR-1268a, miR-1908-3p is hsa-miR-
1908-3p, miR-3679-5p is hsa-miR-3679-5p, miR-4534 is
hsa-miR-4534, miR-4675 is hsa-miR-4675, miR-7108-5p is
hsa-miR-7108-5p, miR-6799-5p is hsa-miR-6799-5p, miR-
4695-5p is hsa-miR-4695-5p, miR-3178 is hsa-miR-3178,
miR-5090 is hsa-miR-5090, miR-3180 is hsa-miR-3180,
miR-1237-5p is hsa-miR-1237-5p, miR-4758-5p is hsa-
miR-4758-5p, miR-3184-5p is hsa-miR-3184-5p, miR-4286
is hsa-miR-4286, miR-6784-5p is hsa-miR-6784-5p, miR-
6768-5p is hsa-miR-6768-5p, miR-6785-5p is hsa-miR-
6785-5p, miR-4706 is hsa-miR-4706, miR-711 is hsa-miR-
711, miR-1260a is hsa-miR-1260a, miR-6746-5p is hsa-
miR-6746-5p, miR-6089 is hsa-miR-6089, miR-6821-5p is
hsa-miR-6821-5p, miR-4667-5p is hsa-miR-4667-5p, miR-
8069 is hsa-miR-8069, miR-4726-5p is hsa-miR-4726-5p,
miR-6124 is hsa-miR-6124, miR-4532 is hsa-miR-4532,
miR-4486 is hsa-miR-4486, miR-4728-5p is hsa-miR-4728-
5p, miR-4508 is hsa-miR-4508, miR-128-1-5p is hsa-miR-
128-1-5p, miR-4513 is hsa-miR-4513, miR-6795-5p is hsa-
miR-6795-5p, miR-4689 is hsa-miR-4689, miR-6763-5p is
hsa-miR-6763-5p, miR-8072 is hsa-miR-8072, miR-6765-
5p is hsa-miR-6765-5p, miR-4419b is hsa-miR-4419b, miR-
7641 is hsa-miR-7641, miR-3928-3p is hsa-miR-3928-3p,
miR-1227-5p is hsa-miR-1227-5p, miR-4492 is hsa-miR-
4492, miR-296-3p is hsa-miR-296-3p, miR-6769a-5p is
hsa-miR-6769a-5p, miR-6889-5p is hsa-miR-6889-5p, miR-
4632-5p 1s hsa-miR-4632-5p, miR-4505 is hsa-miR-4505,
miR-3154 is hsa-miR-3154, miR-3648 is hsa-miR-3648,
miR-4442 is hsa-miR-4442, miR-3141 is hsa-miR-3141,
miR-7113-3p is hsa-miR-7113-3p, miR-6819-5p is hsa-
miR-6819-5p, miR-3195 is hsa-miR-3195, miR-1199-5p is
hsa-miR-1199-5p, miR-6738-5p is hsa-miR-6738-5p, miR-
4656 is hsa-miR-4656, miR-6820-5p is hsa-miR-6820-5p,
miR-204-3p is hsa-miR-204-3p, miR-642a-3p is hsa-miR-
642a-3p, miR-762 is hsa-miR-762, miR-1202 is hsa-miR-
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1202, miR-3162-5p is hsa-miR-3162-5p, miR-3196 is hsa-
miR-3196, miR-3622a-5p is hsa-miR-3622a-5p, miR-3665
is hsa-miR-3665, miR-3940-5p is hsa-miR-3940-5p, miR-
4294 is hsa-miR-4294, miR-4466 is hsa-miR-4466, miR-
4476 is hsa-miR-4476, miR-4723-5p is hsa-miR-4723-5p,
miR-4725-3p is hsa-miR-4725-3p, miR-4730 is hsa-miR-
4730, miR-4739 is hsa-miR-4739, miR-4787-5p is hsa-miR-
4787-5p, miR-5787 is hsa-miR-5787, miR-6085 is hsa-miR-
6085, miR-6717-5p is hsa-miR-6717-5p, miR-6724-5p is
hsa-miR-6724-5p. miR-6777-5p is hsa-miR-6777-5p, miR-
6778-5p is hsa-miR-6778-5p, miR-6787-5p is hsa-miR-
6787-5p, miR-6789-5p is hsa-miR-6789-5p, miR-6845-5p is
hsa-miR-6845-5p. and miR-6893-5p is hsa-miR-6893-5p.

(13) The device according to (11) or (12), wherein the
nucleic acid is a polynucleotide selected from the group
consisting of the following polynucleotides (a) to (e):

(a) a polynucleotide consisting of a nucleotide sequence
represented by any of SEQ ID NOs: 1 to 135 and 580 to 606
or a nucleotide sequence derived from the nucleotide
sequence by the replacement of u with t, a variant thereof,
a derivative thereof, or a fragment thereof comprising 15 or
more consecutive nucleotides,

(b) a polynucleotide comprising a nucleotide sequence rep-
resented by any of SEQ ID NOs: 1 to 135 and 580 to 606,
(¢) a polynucleotide consisting of a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 1 to 135 and 580 to 606 or a nucleotide
sequence derived from the nucleotide sequence by the
replacement of u with t, a variant thereof, a derivative
thereof, or a fragment thereof comprising 15 or more con-
secutive nucleotides,

(d) a polynucleotide comprising a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 1 to 135 and 580 to 606 or a nucleotide
sequence derived from the nucleotide sequence by the
replacement of u with t, and

(e) a polynucleotide hybridizing under stringent conditions
to any of the polynucleotides (a) to (d).

(14) The device according to any of (11) to (13), wherein
the device further comprises a nucleic acid capable of
specifically binding to at least one or more polynucleotide(s)
selected from the group consisting of other prostate cancer
markers miR-615-5p, miR-486-3p, miR-1225-3p, miR-760,
miR-187-5p, miR-1203, miR-7110-5p, miR-371a-5p, miR-
939-5p, miR-575, miR-92b-5p, miR-887-3p, miR-920,
miR-1915-5p, miR-1231, miR-663b, miR-1225-5p, miR-
16-5p, miR-423-5p, miR-451a, miR-564, and miR-671-5p.

(15) The device according to (14), wherein miR-615-5p is
hsa-miR-615-5p, miR-486-3p is hsa-miR-486-3p, miR-
1225-3p is hsa-miR-1225-3p, miR-760 is hsa-miR-760,
miR-187-5p is hsa-miR-187-5p, miR-1203 is hsa-miR-
1203, miR-7110-5p is hsa-miR-7110-5p, miR-371a-5p is
hsa-miR-371a-5p, miR-939-5p is hsa-miR-939-5p, miR-575
is hsa-miR-575, miR-92b-5p is hsa-miR-92b-5p, miR-887-
3p is hsa-miR-887-3p, miR-920 is hsa-miR-920, miR-1915-
5p is hsa-miR-1915-5p, miR-1231 is hsa-miR-1231, miR-
663b is hsa-miR-663b, miR-1225-5p is hsa-miR-1225-5p,
miR-16-5p is hsa-miR-16-5p, miR-423-5p is hsa-miR-423-
5p, miR-451a is hsa-miR-451a, miR-564 is hsa-miR-564,
and miR-671-5p is hsa-miR-671-5p.

(16) The device according to (14) or (15), wherein the
nucleic acid is a polynucleotide selected from the group
consisting of the following polynucleotides (f) to (j):

(D a polynucleotide consisting of a nucleotide sequence
represented by any of SEQ ID NOs: 136 to 152 and 607 to
611 or a nucleotide sequence derived from the nucleotide
sequence by the replacement of u with t, a variant thereof,
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a derivative thereof, or a fragment thereof comprising 15 or
more consecutive nucleotides,
(g) a polynucleotide comprising a nucleotide sequence rep-
resented by any of SEQ ID NOs: 136 to 152 and 607 to 611,
(h) a polynucleotide consisting of a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 136 to 152 and 607 to 611 or a nucleotide
sequence derived from the nucleotide sequence by the
replacement of u with t, a variant thereof, a derivative
thereof, or a fragment thereof comprising 15 or more con-
secutive nucleotides,
(1) a polynucleotide comprising a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 136 to 152 and 607 to 611 or a nucleotide
sequence derived from the nucleotide sequence by the
replacement of u with t, and
(3) a polynucleotide hybridizing under stringent conditions
to any of the polynucleotides (f) to (i).

(17) The device according to any of (11) to (16), wherein
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the device further comprises a nucleic acid capable of 20

specifically binding to at least one or more polynucleotide(s)
selected from the group consisting of other prostate cancer
markers miR-4763-3p, miR-3656, miR-4488, miR-125a-3p,
miR-1469, miR-1228-5p, miR-6798-5p, miR-1268b, miR-
6732-5p, miR-1915-3p, miR-4433b-3p, miR-1207-5p, miR-
4433-3p, miR-6879-5p, miR-4417, miR-30c-1-3p, miR-
4638-5p, miR-6088, miR-4270, miR-6782-5p, miR-665,
miR-486-5p, miR-4655-5p, miR-1275, miR-6806-5p, miR-
614, miR-3937, miR-6752-5p, miR-6771-5p, miR-4450,
miR-211-3p, miR-663a, miR-6842-5p, miR-7114-5p and
miR-6779-5p.

(18) The device according to (17), wherein miR-4763-3p
is hsa-miR-4763-3p, miR-3656 is hsa-miR-3656, miR-4488
is hsa-miR-4488, miR-125a-3p is hsa-miR-125a-3p, miR-
1469 is hsa-miR-1469, miR-1228-5p is hsa-miR-1228-5p,
miR-6798-5p is hsa-miR-6798-5p, miR-1268b is hsa-miR-
1268b, miR-6732-5p is hsa-miR-6732-5p, miR-1915-3p is
hsa-miR-1915-3p, miR-4433b-3p is hsa-miR-4433b-3p,
miR-1207-5p is hsa-miR-1207-5p, miR-4433-3p is hsa-
miR-4433-3p, miR-6879-5p is hsa-miR-6879-5p, miR-4417
is hsa-miR-4417, miR-30c-1-3p is hsa-miR-30c-1-3p, miR-
4638-5p is hsa-miR-4638-5p, miR-6088 is hsa-miR-6088,
miR-4270 is hsa-miR-4270, miR-6782-5p is hsa-miR-6782-
5p, miR-665 is hsa-miR-665, miR-486-5p is hsa-miR-486-
5p, miR-4655-5p is hsa-miR-4655-5p, miR-1275 is hsa-
miR-1275, miR-6806-5p is hsa-miR-6806-5p, miR-614 is
hsa-miR-614, miR-3937 is hsa-miR-3937, miR-6752-5p is
hsa-miR-6752-5p, miR-6771-5p is hsa-miR-6771-5p, miR-
4450 is hsa-miR-4450, miR-211-3p is hsa-miR-211-3p,
miR-663a is hsa-miR-663a, miR-6842-5p is hsa-miR-6842-
5p, miR-7114-5p is hsa-miR-7114-5p, and miR-6779-5p is
hsa-miR-6779-5p.

(19) The device according to (17) or (18), wherein the
nucleic acid is a polynucleotide selected from the group
consisting of the following polynucleotides (k) to (o):

(k) a polynucleotide consisting of a nucleotide sequence
represented by any of SEQ ID NOs: 153 to 187 or a
nucleotide sequence derived from the nucleotide sequence
by the replacement of u with t, a variant thereof, a derivative
thereof, or a fragment thereof comprising 15 or more con-
secutive nucleotides,

(1) a polynucleotide comprising a nucleotide sequence rep-
resented by any of SEQ ID NOs: 153 to 187,

(m) a polynucleotide consisting of a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 153 to 187 or a nucleotide sequence derived
from the nucleotide sequence by the replacement of u with
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t, a variant thereof, a derivative thereof, or a fragment
thereof comprising 15 or more consecutive nucleotides,
(n) a polynucleotide comprising a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 153 to 187 or a nucleotide sequence derived
from the nucleotide sequence by the replacement of u with
t, and

(0) a polynucleotide hybridizing under stringent conditions
to any of the polynucleotides (k) to (n).

(20) The device according to any one of (11) to (19),
wherein the device is a device for measurement by a
hybridization technique.

(21) The device according to (20), wherein the hybrid-
ization technique is a nucleic acid array technique.

(22) The device according to any one of (11) to (21),
wherein the device comprises at least two or more nucleic
acids capable of specifically binding to at least two or more
polynucleotides, respectively, selected from all of the pros-
tate cancer markers according to (11) or (12).

(23) A method for detecting prostate cancer, comprising
measuring an expression level of a target nucleic acid in a
sample from a subject using a kit according to any one of (1)
to (10) or a device according to any one of (11) to (22), and
evaluating in vitro whether or not the subject has prostate
cancer using the measured expression level and a control
expression level in a sample from a healthy subject mea-
sured in the same way as above.

(24) The method according to (23), wherein the subject is
a human.

(25) The method according to (23) or (24). wherein the
sample is blood, serum, or plasma.

Definition of Term

The terms used in the present specification are defined as
follows.

Abbreviations or terms such as nucleotide, polynucle-
otide, DNA, and RNA abide by “Guidelines for the prepa-
ration of specification which contain nucleotide and/or
amino acid sequences” (edited by Japan Patent Office) and
common use in the art.

In the present specification, the term “polynucleotide” is
used for a nucleic acid including all of RNA, DNA, and
RNA/DNA (chimera). The DNA includes all of cDNA,
genomic DNA, and synthetic DNA. The RNA includes all of
total RNA, mRNA, rRNA, miRNA, siRNA, snoRNA,
snRNA, non-coding RNA and synthetic RNA. In the present
specification, the “synthetic DNA” and the “synthetic RNA”
refer to a DNA and an RNA artificially prepared using, for
example, an automatic nucleic acid synthesizer, on the basis
of predetermined nucleotide sequences (which may be any
of natural and non-natural sequences). In the present speci-
fication, the “non-natural sequence” is intended to be used in
a broad sense and includes, for example, a sequence con-
taining substitution, deletion, insertion, and/or addition of
one or more nucleotide(s) (i.e., a variant sequence) and a
sequence containing one or more modified nucleotide(s)
(i.e., a modified sequence), which are different from the
natural sequence. In the present specification, the polynucle-
otide is used interchangeably with a nucleic acid.

In the present specification, the term “fragment” is a
polynucleotide having a nucleotide sequence having a con-
secutive portion of a polynucleotide and desirably has a
length of 15 or more nucleotides, preferably 17 or more
nucleotides, more preferably 19 or more nucleotides.

In the present specification, the term “gene” is intended to
include not only RNA and double-stranded DNA but also
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each single-stranded DNA such as a plus strand (or a sense
strand) or a complementary strand (or an antisense strand)
constituting the duplex. The gene is not particularly limited
by its length.

Thus, in the present specification, the “gene” includes all
of double-stranded DNA including human genomic DNA,
single-stranded DNA (plus strand), single-stranded DNA
having a sequence complementary to the plus strand
(complementary strand) including cDNA, microRNA
(miRNA), and their fragments, and their transcripts, unless
otherwise specified. The “gene” includes not only a “gene”
represented by a particular nucleotide sequence (or SEQ 1D
NO) but “nucleic acids” encoding RNAs having biological
functions equivalent to an RNA encoded by the gene, for
example, a congener (i.e., a homolog or an ortholog), a
variant (e.g., a genetic polymorph), and a derivative. Spe-
cific examples of such a “nucleic acid” encoding a congener,
a variant, or a derivative can include a “nucleic acid” having
a nucleotide sequence hybridizing under stringent condi-
tions described later to a complementary sequence of a
nucleotide sequence represented by any of SEQ ID NOs: 1
to 684 or a nucleotide sequence derived from the nucleotide
sequence by the replacement of u with t. The “gene” is not
particularly limited by its functional region and can contain,
for example, an expression control region, a coding region,
an exon, or an intron. The “gene” may be contained in a cell
or may exist alone after being released into the outside of a
cell. Alternatively, the “gene” may be in a state enclosed in
a vesicle called exosome.

In the present specification, the term “exosome” is a
vesicle that is capsulated with a lipid bilayer and secreted
from a cell. The exosome is derived from a multivesicular
endosome and may incorporate a biomaterial such as a
“gene” (e.g., RNA or DNA) or a protein when released into
an extracellular environment. The exosome is known to be
contained in a body fluid such as blood, serum, plasma, or
lymph.

In the present specification, the term “transcript” refers to
an RNA synthesized with the DNA sequence of a gene as a
template. RNA polymerase binds to a site called promoter
located upstream of the gene and adds ribonucleotides
complementary to the nucleotide sequence of the DNA to
the 3' end to synthesize an RNA. This RNA contains not only
the gene itself but also the whole sequence from a transcrip-
tion initiation site to the end of a poly A sequence, including
an expression regulatory region, a coding region, an exon, or
an intron.

In the present specification, the term “microRNA
(miRNA)” is intended to mean a 15- to 25-nucleotide
non-coding RNA that is transcribed as an RNA precursor
having a hairpin-like structure, cleaved by a dsSRNA-cleav-
ing enzyme which has RNase III cleavage activity, inte-
grated into a protein complex called RISC, and involved in
the suppression of translation of mRNA, unless otherwise
specified. The term “miRNA” used in the present specifi-
cation includes not only a “miRNA” represented by a
particular nucleotide sequence (or SEQ ID NO) but a
precursor of the “miRNA” (pre-miRNA or pri-miRNA), and
miRNAs having biological functions equivalent thereto, for
example, a congener (i.e., a homolog or an ortholog), a
variant (e.g., a genetic polymorph), and a derivative. Such a
precursor, a congener, a variant, or a derivative can be
specifically identified using miRBase Release 20 (http:/
www.mirbase.org/), and examples thereof can include a
“miRNA” having a nucleotide sequence hybridizing under
stringent conditions described later to a complementary
sequence of any particular nucleotide sequence represented
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by any of SEQ ID NOs: 1 to 684. The term “miRNA” used
in the present specification may be a gene product of a miR
gene. Such a gene product includes a mature miRNA (e.g.,
a 15- to 25-nucleotide or 19- to 25-nucleotide non-coding
RNA involved in the suppression of translation of mRNA as
described above) or a miRNA precursor (e.g., pre-miRNA or
pri-miRNA as described above).

In the present specification, the term “probe” includes a
polynucleotide that is used for specifically detecting an RNA
resulting from the expression of a gene or a polynucleotide
derived from the RNA, and/or a polynucleotide complemen-
tary thereto.

In the present specification, the term “primer” includes a
polynucleotide that specifically recognizes and amplifies an
RNA resulting from the expression of a gene or a polynucle-
otide derived from the RNA, and/or a polynucleotide
complementary thereto.

In this context, the complementary polynucleotide
(complementary strand or reverse strand) means a poly-
nucleotide in a complementary base relationship based on
A:T (U) and G:C base pairs with the full-length sequence of
a polynucleotide consisting of a nucleotide sequence defined
by any of SEQ ID NOs: 1 to 684 or a nucleotide sequence
derived from the nucleotide sequence by the replacement of
u with t, or a partial sequence thereof (here, this full-length
or partial sequence is referred to as a plus strand for the sake
of convenience). However, such a complementary strand is
not limited to a sequence completely complementary to the
nucleotide sequence of the target plus strand and may have
a complementary relationship to an extent that permits
hybridization under stringent conditions to the target plus
strand.

In the present specification, the term “stringent condi-
tions” refers to conditions under which a nucleic acid probe
hybridizes to its target sequence to a larger extent (e.g., a
measurement value equal to or larger than a mean of
background measurement values+a standard deviation of the
background measurement valuesx2) than that for other
sequences. The stringent conditions are dependent on a
sequence and differ depending on an environment where
hybridization is performed. A target sequence complemen-
tary 100% to the nucleic acid probe can be identified by
controlling the stringency of hybridization and/or washing
conditions. Specific examples of the “stringent conditions”
will be mentioned later.

In the present specification, the term “Tm value” means a
temperature at which the double-stranded moiety of a poly-
nucleotide is denatured into single strands so that the double
strands and the single strands exist at a ratio of 1:1.

In the present specification, the term “variant” means, in
the case of a nucleic acid, a natural variant attributed to
polymorphism, mutation, or the like; a variant containing the
deletion, substitution, addition, or insertion of 1, 2, or 3 or
more nucleotides in a nucleotide sequence represented by
any of SEQ ID NOs: 1 to 684 or a nucleotide sequence
derived from the nucleotide sequence by the replacement of
u with t, or a partial sequence thereof; a variant containing
the deletion, substitution, addition, or insertion of 1 or 2 or
more nucleotides in a nucleotide sequence of a premature
miRNA of a sequence represented by any of SEQ ID NOs:
1 to 684 or a nucleotide sequence derived from the nucleo-
tide sequence by the replacement of u with t, or a partial
sequence thereof; a variant that exhibits % identity of
approximately 90% or higher, approximately 95% or higher,
approximately 97% or higher, approximately 98% or higher,
approximately 99% or higher to each of these nucleotide
sequences or the partial sequences thereof; or a nucleic acid
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hybridizing under the stringent conditions defined above to
a polynucleotide or an oligonucleotide comprising each of
these nucleotide sequences or the partial sequences thereof.

In the present specification, the term “several” means an
integer of approximately 10, 9, 8, 7, 6, 5, 4, 3, or 2.

In the present specification, the variant can be prepared by
use of a well-known technique such as site-directed muta-
genesis or PCR-based mutagenesis.

In the present specification, the term “percent (%) iden-
tity” can be determined with or without an introduced gap,
using a protein or gene search system based on BLAST or
FASTA described above (Zheng Zhang et al., 2000, I.
Comput. Biol., Vol. 7, p. 203-214; Altschul, S. F. et al., 1990,
Journal of Molecular Biology, Vol. 215, p. 403-410; and
Pearson, W. R. et al., 1988, Proc. Natl. Acad. Sci. U.S.A,
Vol. 85, p. 2444-2448).

In the present specification, the term “derivative” is meant
to include a modified nucleic acid, for example, a derivative
labeled with a fluorophore or the like, a derivative contain-
ing a modified nucleotide (e.g.. a nucleotide containing a
group such as halogen, alkyl such as methyl, alkoxy such as
methoxy, thio, or carboxymethyl, and a nucleotide that has
undergone base rearrangement, double bond saturation,
deamination, replacement of an oxygen molecule with a
sulfur atom, etc.), PNA (peptide nucleic acid; Nielsen, P. E.
et al., 1991, Science, Vol. 254, p. 1497-500), and LNA
(locked nucleic acid; Obika, S. et al., 1998, Tetrahedron
Lett., Vol. 39, p. 5401-5404) without any limitation.

In the present specification, the “nucleic acid” capable of
specifically binding to a polynucleotide selected from the
prostate cancer marker miRNAs described above is a syn-
thesized or prepared nucleic acid and specifically includes a
“nucleic acid probe” or a “primer”. The “nucleic acid” is
utilized directly or indirectly for detecting the presence or
absence of prostate cancer in a subject, for diagnosing the
severity, the degree of amelioration, or the therapeutic
sensitivity of prostate cancer, or for screening for a candidate
substance useful in the prevention, amelioration, or treat-
ment of prostate cancer. The “nucleic acid” includes a
nucleotide, an oligonucleotide, and a polynucleotide capable
of specifically recognizing and binding to a transcript rep-
resented by any of SEQ ID NOs: 1 to 684, or a synthetic
c¢DNA nucleic acid thereof in vivo, particularly, in a sample
such as a body fluid (e.g., blood or urine), in relation to the
development of prostate cancer. The nucleotide, the oligo-
nucleotide, and the polynucleotide can be effectively used as
probes for detecting the aforementioned gene expressed in
vivo, in tissues, in cells, or the like on the basis of the
properties described above, or as primers for amplifying the
aforementioned gene expressed in vivo.

The term “detection” used in the present specification is
interchangeable with the term “examination”, “measure-
ment”, or “detection or decision support”. In the present
specification, the term “evaluation” is meant to include
diagnosis or evaluation support on the basis of examination
results or measurement results.

The term “subject” used in the present specification
means a mammal such as a primate including a human and
a chimpanzee, a pet animal including a dog and a cat, a
livestock animal including cattle, a horse, sheep, and a goat,
and a rodent including a mouse and a rat. The term “healthy
subject” also means such a mammal without the cancer to be
detected.

The term “P” or “P value” used in the present specifica-
tion refers to a probability at which a more extreme statistic
than that actually calculated from data under a null hypoth-
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esis is observed in a statistical test. Thus, smaller “P” or “P
value” means more significant difference between subjects
to be compared.

In the present specification, the term “sensitivity” means
a value of (the number of true positives)/(the number of true
positives+the number of false negatives). High sensitivity
allows prostate cancer to be detected early, leading to the
complete resection of cancer sites and reduction in the rate
of recurrence.

In the present specification, the term “specificity” means
a value of (the number of true negatives)/(the number of true
negatives+the number of false positives). High specificity
prevents needless extra examination for healthy subjects
misjudged as being prostate cancer patients, leading to
reduction in burden on patients and reduction in medical
expense.

In the present specification, the term “accuracy” means a
value of (the number of true positives+the number of true
negatives)/(the total number of cases). The accuracy indi-
cates the ratio of samples that were correctly identified to all
samples and serves as a primary index to evaluate detection
performance.

In the present specification, the “sample” that is subjected
to determination, detection, or diagnosis refers to a tissue
and a biological material in which the expression of the gene
of the present invention varies as prostate cancer develops,
prostate cancer progresses, and therapeutic effects on pros-
tate cancer are exerted. Specifically, the “sample” refers to
a prostatic tissue, a periprostatic vascular channel, lymph
node, and organ, an organ suspected of having metastasis,
the skin, a body fluid such as blood, urine, saliva, sweat, or
tissue exudates, serum or plasma prepared from blood, feces,
hair, and the like. The “sample” further refers to a biological
sample extracted therefrom, specifically, a gene such as
RNA or miRNA.

The term “hsa-miR-4443 gene” or “hsa-miR-4443” used
in the present specification includes the hsa-miR-4443 gene
(miRBase Accession No. MIMAT0018961) described in
SEQ ID NO: 1, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4443 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, el18-e127. Also, “hsa-mir-4443” (miRBase
Accession No. MI0016786, SEQ ID NO: 188) having a
hairpin-like structure is known as a precursor of “hsa-miR-
44437,

The term “hsa-miR-1908-5p gene” or “hsa-miR-1908-5p”
used in the present specification includes the hsa-miR-1908-
5p gene (miRBase Accession No. MIMAT0007881)
described in SEQ 1D NO: 2, a homolog or an ortholog of a
different organism species, and the like. The hsa-miR-1908-
5p gene can be obtained by a method described in Bar M et
al., 2008, Stem Cells, Vol. 26, p. 2496-2505. Also, “hsa-
mir-1908” (miRBase Accession No. MI0008329, SEQ 1D
NO: 189) having a hairpin-like structure is known as a
precursor of “hsa-miR-1908-5p”.

The term “hsa-miR-4257 gene” or “hsa-miR-4257” used
in the present specification includes the hsa-miR-4257 gene
(miRBase Accession No. MIMAT0016878) described in
SEQ ID NO: 3, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4257 gene can
be obtained by a method described in Goff L A et al., 2009,
PLoS One, Vol. 4, €7192. Also, “hsa-mir-4257” (miRBase
Accession No. MI0015856, SEQ ID NO: 190) having a
hairpin-like structure is known as a precursor of “hsa-miR-
42577,

The term “hsa-miR-3197 gene” or “hsa-miR-3197” used
in the present specification includes the hsa-miR-3197 gene
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(miRBase Accession No. MIMAT0015082) described in
SEQ ID NO: 4, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-3197 gene can
be obtained by a method described in Stark M S et al., 2010,
PLoS One, Vol. 5, e9685. Also, “hsa-mir-3197” (miRBase
Accession No. M10014245, SEQ ID NO: 191) having a
hairpin-like structure is known as a precursor of “hsa-miR-
31977

The term “hsa-miR-3188 gene” or “hsa-miR-3188” used
in the present specification includes the hsa-miR-3188 gene
(miRBase Accession No. MIMAT0015070) described in
SEQ ID NO: 5, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-3188 gene can
be obtained by a method described in Stark M S et al., 2010,
PLoS One, Vol. 5, ¢9685. Also, “hsa-mir-3188” (miRBase
Accession No. MI0014232, SEQ ID NO: 192) having a
hairpin-like structure is known as a precursor of “hsa-miR-
3188~

The term “hsa-miR-4649-5p gene” or “hsa-miR-4649-5p”
used in the present specification includes the hsa-miR-4649-
5p gene (miRBase Accession No. MIMAT0019711)
described in SEQ ID NO: 6, a homolog or an ortholog of a
different organism species, and the like. The hsa-miR-4649-
5p gene can be obtained by a method described in Persson
H et al.,, 2011, Cancer Res, Vol. 71, p. 78-86. Also, “hsa-
mir-4649” (miRBase Accession No. MI0017276, SEQ 1D
NO: 193) having a hairpin-like structure is known as a
precursor of “hsa-miR-4649-5p”.

The term “hsa-miR-1343-3p gene” or “hsa-miR-1343-3p”
used in the present specification includes the hsa-miR-1343-
3p gene (miRBase Accession No. MIMAT0019776)
described in SEQ ID NO: 7, a homolog or an ortholog of a
different organism species, and the like. The hsa-miR-1343-
3p gene can be obtained by a method described in Persson
H et al.,, 2011, Cancer Res, Vol. 71, p. 78-86. Also, “hsa-
mir-1343” (miRBase Accession No. MI0017320, SEQ 1D
NO: 194) having a hairpin-like structure is known as a
precursor of “hsa-miR-1343-3p”.

The term “hsa-miR-6861-5p gene” or “hsa-miR-6861-5p”
used in the present specification includes the hsa-miR-6861-
5p gene (miRBase Accession No. MIMAT0027623)
described in SEQ 1D NO: 8, a homolog or an ortholog of a
different organism species, and the like. The hsa-miR-6861-
5p gene can be obtained by a method described in Ladewig
E et al., 2012, Genome Res, Vol. 22, p. 1634-1645. Also,
“hsa-mir-6861” (miRBase Accession No. M10022708, SEQ
ID NO: 195) having a hairpin-like structure is known as a
precursor of “hsa-miR-6861-5p”.

The term “hsa-miR-1343-5p gene” or “hsa-miR-1343-5p”
used in the present specification includes the hsa-miR-1343-
5p gene (miRBase Accession No. MIMAT0027038)
described in SEQ ID NO: 9, a homolog or an ortholog of a
different organism species, and the like. The hsa-miR-1343-
5p gene can be obtained by a method described in Persson
H et al.,, 2011, Cancer Res, Vol. 71, p. 78-86. Also, “hsa-
mir-1343” (miRBase Accession No. MI0017320, SEQ 1D
NO: 194) having a hairpin-like structure is known as a
precursor of “hsa-miR-1343-5p”.

The term “hsa-miR-642b-3p gene” or “hsa-miR-642b-3p”
used in the present specification includes the hsa-miR-642b-
3p gene (miRBase Accession No. MIMAT0018444)
described in SEQ ID NO: 10, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
642b-3p gene can be obtained by a method described in
Witten D et al., 2010, BMC Biol, Vol. 8, p. 58. Also,
“hsa-mir-642b” (miRBase Accession No. MI0016685, SEQ
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ID NO: 196) having a hairpin-like structure is known as a
precursor of “hsa-miR-642b-3p”.

The term “hsa-miR-6741-5p gene” or “hsa-miR-6741-5p”
used in the present specification includes the hsa-miR-6741-
5p gene (miRBase Accession No. MIMAT0027383)
described in SEQ ID NO: 11, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6741-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6741” (miRBase Accession No. M10022586,
SEQ ID NO: 197) having a hairpin-like structure is known
as a precursor of “hsa-miR-6741-5p”.

The term “hsa-miR-4745-5p gene” or “hsa-miR-4745-5p”
used in the present specification includes the hsa-miR-4745-
5p gene (miRBase Accession No. MIMAT0019878)
described in SEQ ID NO: 12, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
4745-5p gene can be obtained by a method described in
Persson H et al., 2011, Cancer Res, Vol. 71, p. 78-86. Also,
“hsa-mir-4745” (miRBase Accession No. MI0017384, SEQ
ID NO: 198) having a hairpin-like structure is known as a
precursor of “hsa-miR-4745-5p”.

The term “hsa-miR-6826-5p gene” or “hsa-miR-6826-5p”
used in the present specification includes the hsa-miR-6826-
5p gene (miRBase Accession No. MIMAT0027552)
described in SEQ ID NO: 13, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6826-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6826” (miRBase Accession No. M10022671,
SEQ ID NO: 199) having a hairpin-like structure is known
as a precursor of “hsa-miR-6826-5p”.

The term “hsa-miR-3663-3p gene” or “hsa-miR-3663-3p”
used in the present specification includes the hsa-miR-3663-
3p gene (miRBase Accession No. MIMAT0018085)
described in SEQ ID NO: 14, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
3663-3p gene can be obtained by a method described in Liao
JY etal., 2010, PLoS One, Vol. 5, e10563. Also, “hsa-mir-
3663” (miRBase Accession No. M10016064, SEQ 1D NO:
200) having a hairpin-like structure is known as a precursor
of “hsa-miR-3663-3p”.

The term “hsa-miR-3131 gene” or “hsa-miR-3131” used
in the present specification includes the hsa-miR-3131 gene
(miRBase Accession No. MIMAT0014996) described in
SEQ ID NO: 15, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-3131 gene can
be obtained by a method described in Stark M S et al., 2010,
PLoS One, Vol. 5, €9685. Also, “hsa-mir-3131” (miRBase
Accession No. MI0014151, SEQ ID NO: 201) having a
hairpin-like structure is known as a precursor of “hsa-miR-
3131”7

The term “hsa-miR-92a-2-5p gene” or “hsa-miR-92a-2-
5p” used in the present specification includes the hsa-miR-
92a-2-5p gene (miRBase Accession No. MIMAT0004508)
described in SEQ ID NO: 16, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-92a-
2-5p gene can be obtained by a method described in Moure-
latos Z et al., 2002, Genes Dev, Vol. 16, p. 720-728. Also,
“hsa-mir-92a-2” (miRBase Accession No. MI0000094, SEQ
ID NO: 202) having a hairpin-like structure is known as a
precursor of “hsa-miR-92a-2-5p”.

The term “hsa-miR-4258 gene” or “hsa-miR-4258” used
in the present specification includes the hsa-miR-4258 gene
(miRBase Accession No. MIMAT0016879) described in
SEQ ID NO: 17, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4258 gene can
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be obtained by a method described in Goff L A et al., 2009,
PLoS One, Vol. 4, ¢7192. Also, “hsa-mir-4258” (miRBase
Accession No. MI0015857, SEQ ID NO: 203) having a
hairpin-like structure is known as a precursor of “hsa-miR-
4258”.

The term “hsa-miR-4448 gene” or “hsa-miR-4448” used
in the present specification includes the hsa-miR-4448 gene
(miRBase Accession No. MIMAT0018967) described in
SEQ ID NO: 18, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4448 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, e118-e127. Also, “hsa-mir-4448” (miRBase
Accession No. MI0016791, SEQ ID NO: 204) having a
hairpin-like structure is known as a precursor of “hsa-miR-
4448”.

The term “hsa-miR-6125 gene” or “hsa-miR-6125” used
in the present specification includes the hsa-miR-6125 gene
(miRBase Accession No. MIMAT0024598) described in
SEQ ID NO: 19, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-6125 gene can
be obtained by a method described in Smith J L et al., 2012,
J Virol, Vol. 86, p. 5278-5287. Also, “hsa-mir-6125” (miR-
Base Accession No. MI0021259, SEQ ID NO: 205) having
a hairpin-like structure is known as a precursor of “hsa-
miR-6125”.

The term “hsa-miR-6880-5p gene” or “hsa-miR-6880-5p”
used in the present specification includes the hsa-miR-6880-
5p gene (miRBase Accession No. MIMAT0027660)
described in SEQ ID NO: 20, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6880-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6880” (miRBase Accession No. M10022727,
SEQ ID NO: 206) having a hairpin-like structure is known
as a precursor of “hsa-miR-6880-5p”.

The term “hsa-miR-6132 gene” or “hsa-miR-6132” used
in the present specification includes the hsa-miR-6132 gene
(miRBase Accession No. MIMAT0024616) described in
SEQ ID NO: 21, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-6132 gene can
be obtained by a method described in Dannemann M et al.,
2012, Genome Biol Evol, Vol. 4, p. 552-564. Also, “hsa-
mir-6132” (miRBase Accession No. MI0021277, SEQ 1D
NO: 207) having a hairpin-like structure is known as a
precursor of “hsa-miR-6132”.

The term “hsa-miR-4467 gene” or “hsa-miR-4467” used
in the present specification includes the hsa-miR-4467 gene
(miRBase Accession No. MIMAT0018994) described in
SEQ ID NO: 22, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4467 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, e118-e127. Also, “hsa-mir-4467” (miRBase
Accession No. MI0016818, SEQ ID NO: 208) having a
hairpin-like structure is known as a precursor of “hsa-miR-
44677

The term “hsa-miR-6749-5p gene” or “hsa-miR-6749-5p”
used in the present specification includes the hsa-miR-6749-
5p gene (miRBase Accession No. MIMAT0027398)
described in SEQ ID NO: 23, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6749-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6749” (miRBase Accession No. M10022594,
SEQ ID NO: 209) having a hairpin-like structure is known
as a precursor of “hsa-miR-6749-5p”.

The term “hsa-miR-2392 gene” or “hsa-miR-2392” used
in the present specification includes the hsa-miR-2392 gene
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(miRBase Accession No. MIMAT0019043) described in
SEQ 1D NO: 24, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-2392 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, e118-e127. Also, “hsa-mir-2392” (miRBase
Accession No. MI0016870, SEQ ID NO: 210) having a
hairpin-like structure is known as a precursor of “hsa-miR-
2392~

The term “hsa-miR-1273g-3p gene” or “hsa-miR-1273g-
3p” used in the present specification includes the hsa-miR-
1273g-3p gene (miRBase Accession No. MIMAT0022742)
described in SEQ ID NO: 25, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
1273g-3p gene can be obtained by a method described in
Reshmi G et al., 2011, Genomics, Vol. 97, p. 333-340. Also,
“hsa-mir-1273g” (miRBase Accession No. MI0018003,
SEQ ID NO: 211) having a hairpin-like structure is known
as a precursor of “hsa-miR-1273g-3p”.

The term “hsa-miR-4746-3p gene” or “hsa-miR-4746-3p”
used in the present specification includes the hsa-miR-4746-
3p gene (miRBase Accession No. MIMAT0019881)
described in SEQ ID NO: 26, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
4746-3p gene can be obtained by a method described in
Persson H et al., 2011, Cancer Res, Vol. 71, p. 78-86. Also,
“hsa-mir-4746” (miRBase Accession No. MI0017385, SEQ
ID NO: 212) having a hairpin-like structure is known as a
precursor of “hsa-miR-4746-3p”.

The term “hsa-miR-1914-3p gene” or “hsa-miR-1914-3p”
used in the present specification includes the hsa-miR-1914-
3p gene (miRBase Accession No. MIMAT0007890)
described in SEQ ID NO: 27, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
1914-3p gene can be obtained by a method described in Bar
M et al,, 2008, Stem Cells, Vol. 26, p. 2496-2505. Also,
“hsa-mir-1914” (miRBase Accession No. MI0008335, SEQ
ID NO: 213) having a hairpin-like structure is known as a
precursor of “hsa-miR-1914-3p”.

The term “hsa-miR-7845-5p gene” or “hsa-miR-7845-5p”
used in the present specification includes the hsa-miR-7845-
5p gene (miRBase Accession No. MIMAT0030420)
described in SEQ ID NO: 28, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
7845-5p gene can be obtained by a method described in Ple
H et al., 2012, PLoS One, Vol. 7, €50746. Also, “hsa-mir-
7845” (miRBase Accession No. MI10025515, SEQ 1D NO:
214) having a hairpin-like structure is known as a precursor
of “hsa-miR-7845-5p”.

The term “hsa-miR-6726-5p gene” or “hsa-miR-6726-5p”
used in the present specification includes the hsa-miR-6726-
5p gene (miRBase Accession No. MIMAT0027353)
described in SEQ ID NO: 29, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6726-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6726” (miRBase Accession No. M10022571,
SEQ ID NO: 215) having a hairpin-like structure is known
as a precursor of “hsa-miR-6726-5p”.

The term “hsa-miR-128-2-5p gene” or “hsa-miR-128-2-
5p” used in the present specification includes the hsa-miR-
128-2-5p gene (miRBase Accession No. MIMAT0031095)
described in SEQ ID NO: 30, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-128-
2-5p gene can be obtained by a method described in Lagos-
Quintana M et al., 2002, Curr Biol, Vol. 12, p. 735-739.
Also, “hsa-mir-128-2” (miRBase  Accession No.
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MI0000727, SEQ ID NO: 216) having a hairpin-like struc-
ture is known as a precursor of “hsa-miR-128-2-5p”.

The term “hsa-miR-4651 gene” or “hsa-miR-4651" used
in the present specification includes the hsa-miR-4651 gene
(miRBase Accession No. MIMAT0019715) described in
SEQ ID NO: 31, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4651 gene can
be obtained by a method described in Persson H et al., 2011,
Cancer Res, Vol. 71, p. 78-86. Also, “hsa-mir-4651” (miR-
Base Accession No. MI0017279, SEQ ID NO: 217) having
a hairpin-like structure is known as a precursor of “hsa-
miR-4651".

The term “hsa-miR-6765-3p gene” or “hsa-miR-6765-3p”
used in the present specification includes the hsa-miR-6765-
3p gene (miRBase Accession No. MIMAT0027431)
described in SEQ ID NO: 32, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6765-3p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6765” (miRBase Accession No. M10022610,
SEQ ID NO: 218) having a hairpin-like structure is known
as a precursor of “hsa-miR-6765-3p”.

The term “hsa-miR-3185 gene” or “hsa-miR-3185” used
in the present specification includes the hsa-miR-3185 gene
(miRBase Accession No. MIMAT0015065) described in
SEQ ID NO: 33, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-3185 gene can
be obtained by a method described in Stark M S et al., 2010,
PLoS One, Vol. 5, €9685. Also, “hsa-mir-3185” (miRBase
Accession No. MI0014227, SEQ ID NO: 219) having a
hairpin-like structure is known as a precursor of “hsa-miR-
3185™.

The term “hsa-miR-4792 gene” or “hsa-miR-4792” used
in the present specification includes the hsa-miR-4792 gene
(miRBase Accession No. MIMAT0019964) described in
SEQ ID NO: 34, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4792 gene can
be obtained by a method described in Persson H et al., 2011,
Cancer Res, Vol. 71, p. 78-86. Also, “hsa-mir-4792” (miR-
Base Accession No. MI0017439, SEQ ID NO: 220) having
a hairpin-like structure is known as a precursor of “hsa-
miR-4792”.

The term “hsa-miR-6887-5p gene” or “hsa-miR-6887-5p”
used in the present specification includes the hsa-miR-6887-
5p gene (miRBase Accession No. MIMAT0027674)
described in SEQ ID NO: 35, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6887-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6887” (miRBase Accession No. M10022734,
SEQ ID NO: 221) having a hairpin-like structure is known
as a precursor of “hsa-miR-6887-5p”.

The term “hsa-miR-5572 gene” or “hsa-miR-5572” used
in the present specification includes the hsa-miR-5572 gene
(miRBase Accession No. MIMAT0022260) described in
SEQ ID NO: 36, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-5572 gene can
be obtained by a method described in Tandon M et al., 2012,
Oral Dis, Vol. 18, p. 127-131. Also, “hsa-mir-5572” (miR-
Base Accession No. MI0019117, SEQ ID NO: 222) having
a hairpin-like structure is known as a precursor of “hsa-
miR-5572”.

The term “hsa-miR-3619-3p gene” or “hsa-miR-3619-3p”
used in the present specification includes the hsa-miR-3619-
3p gene (miRBase Accession No. MIMAT0019219)
described in SEQ ID NO: 37, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
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3619-3p gene can be obtained by a method described in
Witten D et al., 2010, BMC Biol, Vol. 8, p. 58. Also,
“hsa-mir-3619” (miRBase Accession No. MI0016009, SEQ
ID NO: 223) having a hairpin-like structure is known as a
precursor of “hsa-miR-3619-3p”.

The term “hsa-miR-6780b-5p gene” or “hsa-miR-6780b-
5p” used in the present specification includes the hsa-miR-
6780b-5p gene (miRBase Accession No. MIMAT0027572)
described in SEQ ID NO: 38, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6780b-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6780b” (miRBase Accession No.
MI0022681, SEQ ID NO: 224) having a hairpin-like struc-
ture is known as a precursor of “hsa-miR-6780b-5p”.

The term “hsa-miR-4707-5p gene” or “hsa-miR-4707-5p”
used in the present specification includes the hsa-miR-4707-
5p gene (miRBase Accession No. MIMAT0019807)
described in SEQ ID NO: 39, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
4707-5p gene can be obtained by a method described in
Persson H et al., 2011, Cancer Res, Vol. 71, p. 78-86. Also,
“hsa-mir-4707” (miRBase Accession No. MI0017340, SEQ
ID NO: 225) having a hairpin-like structure is known as a
precursor of “hsa-miR-4707-5p”.

The term “hsa-miR-8063 gene” or “hsa-miR-8063” used
in the present specification includes the hsa-miR-8063 gene
(miRBase Accession No. MIMAT0030990) described in
SEQ ID NO: 40, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-8063 gene can
be obtained by a method described in Wang H J et al., 2013,
Shock, Vol. 39, p. 480-487. Also, “hsa-mir-8063” (miRBase
Accession No. MI0025899, SEQ ID NO: 226) having a
hairpin-like structure is known as a precursor of “hsa-miR-
8063”.

The term “hsa-miR-4454 gene” or “hsa-miR-4454” used
in the present specification includes the hsa-miR-4454 gene
(miRBase Accession No. MIMAT0018976) described in
SEQ ID NO: 41, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4454 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, el18-e127. Also, “hsa-mir-4454” (miRBase
Accession No. MI0016800, SEQ ID NO: 227) having a
hairpin-like structure is known as a precursor of “hsa-miR-
4454”,

The term “hsa-miR-4525 gene” or “hsa-miR-4525” used
in the present specification includes the hsa-miR-4525 gene
(miRBase Accession No. MIMAT0019064) described in
SEQ ID NO: 42, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4525 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, el18-e127. Also, “hsa-mir-4525” (miRBase
Accession No. MI0016892, SEQ ID NO: 228) having a
hairpin-like structure is known as a precursor of “hsa-miR-
4525”.

The term “hsa-miR-7975 gene” or “hsa-miR-7975” used
in the present specification includes the hsa-miR-7975 gene
(miRBase Accession No. MIMAT0031178) described in
SEQ ID NO: 43, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-7975 gene can
be obtained by a method described in Velthut-Meikas A et
al., 2013, Mol Endocrinol, online. Also, “hsa-mir-7975”
(miRBase Accession No. MI0025751, SEQ ID NO: 229)
having a hairpin-like structure is known as a precursor of
“hsa-miR-7975".

The term “hsa-miR-744-5p gene” or “hsa-miR-744-5p”
used in the present specification includes the hsa-miR-744-
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5p gene (miRBase Accession No. MIMAT0004945)
described in SEQ ID NO: 44, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-744-
5p gene can be obtained by a method described in Berezikov
E et al., 2006, Genome Res, Vol. 16, p. 1289-1298. Also,
“hsa-mir-744” (miRBase Accession No. MI10005559, SEQ
1D NO: 230) having a hairpin-like structure is known as a
precursor of “hsa-miR-744-5p”.

The term “hsa-miR-3135b gene” or “hsa-miR-3135b”
used in the present specification includes the hsa-miR-3135b
gene (miRBase Accession No. MIMAT0018985) described
in SEQ ID NO: 45, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-3135b gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, el118-e127. Also, “hsa-mir-3135b” (miR-
Base Accession No. MI0016809, SEQ ID NO: 231) having
a hairpin-like structure is known as a precursor of “hsa-
miR-3135b”,

The term “hsa-miR-4648 gene” or “hsa-miR-4648” used
in the present specification includes the hsa-miR-4648 gene
(miRBase Accession No. MIMAT0019710) described in
SEQ ID NO: 46, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4648 gene can
be obtained by a method described in Persson H et al., 2011,
Cancer Res, Vol. 71, p. 78-86. Also, “hsa-mir-4648” (miR-
Base Accession No. MI0017275, SEQ ID NO: 232) having
a hairpin-like structure is known as a precursor of “hsa-
miR-4648”.

The term “hsa-miR-6816-5p gene” or “hsa-miR-6816-5p”
used in the present specification includes the hsa-miR-6816-
5p gene (miRBase Accession No. MIMAT0027532)
described in SEQ ID NO: 47, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6816-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6816” (miRBase Accession No. M10022661,
SEQ ID NO: 233) having a hairpin-like structure is known
as a precursor of “hsa-miR-6816-5p”.

The term “hsa-miR-4741 gene” or “hsa-miR-4741” used
in the present specification includes the hsa-miR-4741 gene
(miRBase Accession No. MIMAT0019871) described in
SEQ ID NO: 48, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4741 gene can
be obtained by a method described in Persson H et al., 2011,
Cancer Res, Vol. 71, p. 78-86. Also, “hsa-mir-4741” (miR-
Base Accession No. MI0017379, SEQ ID NO: 234) having
a hairpin-like structure is known as a precursor of “hsa-
miR-4741".

The term “hsa-miR-7150 gene” or “hsa-miR-7150” used
in the present specification includes the hsa-miR-7150 gene
(miRBase Accession No. MIMAT0028211) described in
SEQ ID NO: 49, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-7150 gene can
be obtained by a method described in Oulas A et al., 2009,
Nucleic Acids Res, Vol. 37, p. 3276-3287. Also, “hsa-mir-
7150” (miRBase Accession No. M10023610, SEQ ID NO:
235) having a hairpin-like structure is known as a precursor
of “hsa-miR-7150".

The term “hsa-miR-6791-5p gene” or “hsa-miR-6791-5p”
used in the present specification includes the hsa-miR-6791-
5p gene (miRBase Accession No. MIMAT0027482)
described in SEQ ID NO: 50, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6791-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6791” (miRBase Accession No. M10022636,
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SEQ ID NO: 236) having a hairpin-like structure is known
as a precursor of “hsa-miR-6791-5p”.

The term “hsa-miR-1247-3p gene” or “hsa-miR-1247-3p”
used in the present specification includes the hsa-miR-1247-
3p gene (miRBase Accession No. MIMAT0022721)
described in SEQ ID NO: 51, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
1247-3p gene can be obtained by a method described in
Morin R D et al., 2008, Genome Res, Vol. 18, p. 610-621.
Also, “hsa-mir-1247” (miRBase Accession No. MI0006382,
SEQ ID NO: 237) having a hairpin-like structure is known
as a precursor of “hsa-miR-1247-3p”.

The term “hsa-miR-7977 gene” or “hsa-miR-7977” used
in the present specification includes the hsa-miR-7977 gene
(miRBase Accession No. MIMAT(0031180) described in
SEQ ID NO: 52, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-7977 gene can
be obtained by a method described in Velthut-Meikas A et
al., 2013, Mol Endocrinol, online. Also, “hsa-mir-7977”
(miRBase Accession No. MI0025753, SEQ ID NO: 238)
having a hairpin-like structure is known as a precursor of
“hsa-miR-7977".

The term “hsa-miR-4497 gene” or “hsa-miR-4497” used
in the present specification includes the hsa-miR-4497 gene
(miRBase Accession No. MIMAT0019032) described in
SEQ ID NO: 53, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4497 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, el 18-e127. Also, “hsa-mir-4497” (miRBase
Accession No. MI0016859, SEQ ID NO: 239) having a
hairpin-like structure is known as a precursor of “hsa-miR-
4497,

The term “hsa-miR-6090 gene” or “hsa-miR-6090” used
in the present specification includes the hsa-miR-6090 gene
(miRBase Accession No. MIMAT0023715) described in
SEQ ID NO: 54, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-6090 gene can
be obtained by a method described in Yoo J K et al., 2012,
Stem Cells Dev, Vol. 21, p. 2049-2057. Also, “hsa-mir-
6090” (miRBase Accession No. MI0020367, SEQ ID NO:
240) having a hairpin-like structure is known as a precursor
of “hsa-miR-6090”.

The term “hsa-miR-6781-5p gene” or “hsa-miR-6781-5p”
used in the present specification includes the hsa-miR-6781-
5p gene (miRBase Accession No. MIMAT0027462)
described in SEQ ID NO: 55, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6781-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6781” (miRBase Accession No. M10022626,
SEQ ID NO: 241) having a hairpin-like structure is known
as a precursor of “hsa-miR-6781-5p”.

The term “hsa-miR-6870-5p gene” or “hsa-miR-6870-5p”
used in the present specification includes the hsa-miR-6870-
5p gene (miRBase Accession No. MIMAT0027640)
described in SEQ ID NO: 56, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6870-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6870” (miRBase Accession No. M10022717,
SEQ ID NO: 242) having a hairpin-like structure is known
as a precursor of “hsa-miR-6870-5p”.

The term “hsa-miR-6729-5p gene” or “hsa-miR-6729-5p”
used in the present specification includes the hsa-miR-6729-
5p gene (miRBase Accession No. MIMAT0027359)
described in SEQ ID NO: 57, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
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6729-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6729” (miRBase Accession No. M10022574,
SEQ ID NO: 243) having a hairpin-like structure is known
as a precursor of “hsa-miR-6729-5p”.

The term “hsa-miR-4530 gene” or “hsa-miR-4530” used
in the present specification includes the hsa-miR-4530 gene
(miRBase Accession No. MIMAT0019069) described in
SEQ ID NO: 58, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4530 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, e118-e127. Also, “hsa-mir-4530” (miRBase
Accession No. MI0016897, SEQ ID NO: 244) having a
hairpin-like structure is known as a precursor of “hsa-miR-
4530”.

The term “hsa-miR-7847-3p gene” or “hsa-miR-7847-3p”
used in the present specification includes the hsa-miR-7847-
3p gene (miRBase Accession No. MIMAT0030422)
described in SEQ ID NO: 59, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
7847-3p gene can be obtained by a method described in Ple
H et al., 2012, PLoS One, Vol. 7, €50746. Also, “hsa-mit-
78477 (miRBase Accession No. M10025517, SEQ ID NO:
245) having a hairpin-like structure is known as a precursor
of “hsa-miR-7847-3p”.

The term “hsa-miR-6825-5p gene” or “hsa-miR-6825-5p”
used in the present specification includes the hsa-miR-6825-
5p gene (miRBase Accession No. MIMAT0027550)
described in SEQ ID NO: 60, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6825-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6825” (miRBase Accession No. M10022670,
SEQ ID NO: 246) having a hairpin-like structure is known
as a precursor of “hsa-miR-6825-5p”.

The term “hsa-miR-4674 gene” or “hsa-miR-4674” used
in the present specification includes the hsa-miR-4674 gene
(miRBase Accession No. MIMAT0019756) described in
SEQ ID NO: 61, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4674 gene can
be obtained by a method described in Persson H et al., 2011,
Cancer Res, Vol. 71, p. 78-86. Also, “hsa-mir-4674” (miR-
Base Accession No. MI0017305, SEQ ID NO: 247) having
a hairpin-like structure is known as a precursor of “hsa-
miR-4674”.

The term “hsa-miR-3917 gene” or “hsa-miR-3917” used
in the present specification includes the hsa-miR-3917 gene
(miRBase Accession No. MIMAT0018191) described in
SEQ ID NO: 62, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-3917 gene can
be obtained by a method described in Creighton C I et al.,
2010, PLoS One, Vol. 5, €9637. Also, “hsa-mir-3917” (miR-
Base Accession No. MI0016423, SEQ ID NO: 248) having
a hairpin-like structure is known as a precursor of “hsa-
miR-3917”.

The term “hsa-miR-4707-3p gene” or “hsa-miR-4707-3p”
used in the present specification includes the hsa-miR-4707-
3p gene (miRBase Accession No. MIMAT0019808)
described in SEQ ID NO: 63, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
4707-3p gene can be obtained by a method described in
Persson H et al., 2011, Cancer Res, Vol. 71, p. 78-86. Also,
“hsa-mir-4707” (miRBase Accession No. M10017340, SEQ
ID NO: 225) having a hairpin-like structure is known as a
precursor of “hsa-miR-4707-3p”.

The term “hsa-miR-6885-5p gene” or “hsa-miR-6885-5p”
used in the present specification includes the hsa-miR-6885-
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5p gene (miRBase Accession No. MIMAT0027670)
described in SEQ ID NO: 64, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6885-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6885” (miRBase Accession No. M10022732,
SEQ ID NO: 249) having a hairpin-like structure is known
as a precursor of “hsa-miR-6885-5p”.

The term “hsa-miR-6722-3p gene” or “hsa-miR-6722-3p”
used in the present specification includes the hsa-miR-6722-
3p gene (miRBase Accession No. MIMAT0025854)
described in SEQ ID NO: 65, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6722-3p gene can be obtained by a method described in Li
Y et al., 2012, Gene, Vol. 497, p. 330-335. Also, “hsa-mir-
6722” (miRBase Accession No. MI0022557, SEQ ID NO:
250) having a hairpin-like structure is known as a precursor
of “hsa-miR-6722-3p”.

The term “hsa-miR-4516 gene” or “hsa-miR-4516” used
in the present specification includes the hsa-miR-4516 gene
(miRBase Accession No. MIMAT0019053) described in
SEQ ID NO: 66, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4516 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, e118-e127. Also, “hsa-mir-4516” (miRBase
Accession No. MI0016882, SEQ ID NO: 251) having a
hairpin-like structure is known as a precursor of “hsa-miR-
4516”.

The term “hsa-miR-6757-5p gene” or “hsa-miR-6757-5p”
used in the present specification includes the hsa-miR-6757-
5p gene (miRBase Accession No. MIMAT0027414)
described in SEQ ID NO: 67, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6757-5p gene can be obtained by a method described in
Ladewig E etal., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6757” (miRBase Accession No. M10022602,
SEQ ID NO: 252) having a hairpin-like structure is known
as a precursor of “hsa-miR-6757-5p”.

The term “hsa-miR-6840-3p gene” or “hsa-miR-6840-3p”
used in the present specification includes the hsa-miR-6840-
3p gene (miRBase Accession No. MIMAT0027583)
described in SEQ ID NO: 68, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6840-3p gene can be obtained by a method described in
Ladewig E etal., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6840” (miRBase Accession No. M10022686,
SEQ ID NO: 253) having a hairpin-like structure is known
as a precursor of “hsa-miR-6840-3p”.

The term “hsa-miR-5195-3p gene” or “hsa-miR-5195-3p”
used in the present specification includes the hsa-miR-5195-
3p gene (miRBase Accession No. MIMAT0021127)
described in SEQ ID NO: 69, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
5195-3p gene can be obtained by a method described in
Schotte D et al., 2011, Leukemia, Vol. 25, p. 1389-1399.
Also, “hsa-mir-5195” (miRBase Accession No. MI10018174,
SEQ ID NO: 254) having a hairpin-like structure is known
as a precursor of “hsa-miR-5195-3p”.

The term “hsa-miR-6756-5p gene” or “hsa-miR-6756-5p”
used in the present specification includes the hsa-miR-6756-
5p gene (miRBase Accession No. MIMAT0027412)
described in SEQ ID NO: 70, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6756-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6756” (miRBase Accession No. M10022601,
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SEQ ID NO: 255) having a hairpin-like structure is known
as a precursor of “hsa-miR-6756-5p”.

The term “hsa-miR-6800-5p gene” or “hsa-miR-6800-5p”
used in the present specification includes the hsa-miR-6800-
5p gene (miRBase Accession No. MIMAT0027500)
described in SEQ ID NO: 71, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6800-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6800” (miRBase Accession No. M10022645,
SEQ ID NO: 256) having a hairpin-like structure is known
as a precursor of “hsa-miR-6800-5p”.

The term “hsa-miR-6727-5p gene” or “hsa-miR-6727-5p”
used in the present specification includes the hsa-miR-6727-
5p gene (miRBase Accession No. MIMAT0027355)
described in SEQ ID NO: 72, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6727-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6727” (miRBase Accession No. M10022572,
SEQ ID NO: 257) having a hairpin-like structure is known
as a precursor of “hsa-miR-6727-5p”.

The term “hsa-miR-6126 gene” or “hsa-miR-6126 used
in the present specification includes the hsa-miR-6126 gene
(miRBase Accession No. MIMAT0024599) described in
SEQ ID NO: 73, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-6126 gene can
be obtained by a method described in Smith J L et al., 2012,
I Virol, Vol. 86, p. 5278-5287. Also, “hsa-mir-6126” (miR-
Base Accession No. MI0021260, SEQ ID NO: 258) having
a hairpin-like structure is known as a precursor of “hsa-
miR-6126".

The term “hsa-miR-6872-3p gene” or “hsa-miR-6872-3p”
used in the present specification includes the hsa-miR-6872-
3p gene (miRBase Accession No. MIMAT0027645)
described in SEQ ID NO: 74, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6872-3p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6872” (miRBase Accession No. M10022719,
SEQ ID NO: 259) having a hairpin-like structure is known
as a precursor of “hsa-miR-6872-3p”.

The term “hsa-miR-4446-3p gene” or “hsa-miR-4446-3p”
used in the present specification includes the hsa-miR-4446-
3p gene (miRBase Accession No. MIMAT0018965)
described in SEQ ID NO: 75, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
4446-3p gene can be obtained by a method described in Jima
D D et al,, 2010, Blood, Vol. 116, €118-e127. Also, “hsa-
mir-4446” (miRBase Accession No. MI0016789, SEQ 1D
NO: 260) having a hairpin-like structure is known as a
precursor of “hsa-miR-4446-3p”.

The term “hsa-miR-1268a gene” or “hsa-miR-1268a”
used in the present specification includes the hsa-miR-1268a
gene (miRBase Accession No. MIMAT0005922) described
in SEQ ID NO: 76, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-1268a gene can
be obtained by a method described in Morin R D et al., 2008,
Genome Res, Vol. 18, p. 610-621. Also, “hsa-mir-1268a”
(miRBase Accession No. MI0006405, SEQ ID NO: 261)
having a hairpin-like structure is known as a precursor of
“hsa-miR-1268a”.

The term “hsa-miR-1908-3p gene” or “hsa-miR-1908-3p”
used in the present specification includes the hsa-miR-1908-
3p gene (miRBase Accession No. MIMAT0026916)
described in SEQ ID NO: 77, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
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1908-3p gene can be obtained by a method described in Bar
M et al,, 2008, Stem Cells, Vol. 26, p. 2496-2505. Also,
“hsa-mir-1908” (miRBase Accession No. MI0008329, SEQ
ID NO: 189) having a hairpin-like structure is known as a
precursor of “hsa-miR-1908-3p”.

The term “hsa-miR-3679-5p gene” or “hsa-miR-3679-5p”
used in the present specification includes the hsa-miR-3679-
5p gene (miRBase Accession No. MIMAT0018104)
described in SEQ ID NO: 78, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
3679-5p gene can be obtained by a method described in
Creighton C J et al., 2010, PLoS One, Vol. 5, e9637. Also,
“hsa-mir-3679” (miRBase Accession No. MI0016080, SEQ
ID NO: 262) having a hairpin-like structure is known as a
precursor of “hsa-miR-3679-5p”.

The term “hsa-miR-4534 gene” or “hsa-miR-4534” used
in the present specification includes the hsa-miR-4534 gene
(miRBase Accession No. MIMAT0019073) described in
SEQ ID NO: 79, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4534 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, e118-e127. Also, “hsa-mir-4534” (miRBase
Accession No. MI0016901, SEQ ID NO: 263) having a
hairpin-like structure is known as a precursor of “hsa-miR-
4534”,

The term “hsa-miR-4675 gene” or “hsa-miR-4675” used
in the present specification includes the hsa-miR-4675 gene
(miRBase Accession No. MIMAT0019757) described in
SEQ ID NO: 80, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4675 gene can
be obtained by a method described in Persson H et al., 2011,
Cancer Res, Vol. 71, p. 78-86. Also, “hsa-mir-4675” (miR-
Base Accession No. MI0017306, SEQ ID NO: 264) having
a hairpin-like structure is known as a precursor of “hsa-
miR-4675”.

The term “hsa-miR-7108-5p gene” or “hsa-miR-7108-5p”
used in the present specification includes the hsa-miR-7108-
5p gene (miRBase Accession No. MIMAT0028113)
described in SEQ ID NO: 81, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
7108-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-7108” (miRBase Accession No. M10022959,
SEQ ID NO: 265) having a hairpin-like structure is known
as a precursor of “hsa-miR-7108-5p”.

The term “hsa-miR-6799-5p gene” or “hsa-miR-6799-5p”
used in the present specification includes the hsa-miR-6799-
5p gene (miRBase Accession No. MIMAT0027498)
described in SEQ ID NO: 82, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6799-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6799” (miRBase Accession No. M10022644,
SEQ ID NO: 266) having a hairpin-like structure is known
as a precursor of “hsa-miR-6799-5p”.

The term “hsa-miR-4695-5p gene” or “hsa-miR-4695-5p”
used in the present specification includes the hsa-miR-4695-
5p gene (miRBase Accession No. MIMAT0019788)
described in SEQ ID NO: 83, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
4695-5p gene can be obtained by a method described in
Persson H et al., 2011, Cancer Res, Vol. 71, p. 78-86. Also,
“hsa-mir-4695” (miRBase Accession No. MI0017328, SEQ
ID NO: 267) having a hairpin-like structure is known as a
precursor of “hsa-miR-4695-5p”.

The term “hsa-miR-3178 gene” or “hsa-miR-3178” used
in the present specification includes the hsa-miR-3178 gene



US 10,619,213 B2

29

(miRBase Accession No. MIMAT0015055) described in
SEQ ID NO: 84, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-3178 gene can
be obtained by a method described in Stark M S et al., 2010,
PLoS One, Vol. 5, e9685. Also, “hsa-mir-3178” (miRBase
Accession No. MI0014212, SEQ ID NO: 268) having a
hairpin-like structure is known as a precursor of “hsa-miR-
3178”.

The term “hsa-miR-5090 gene” or “hsa-miR-5090” used
in the present specification includes the hsa-miR-5090 gene
(miRBase Accession No. MIMAT0021082) described in
SEQ ID NO: 85, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-5090 gene can
be obtained by a method described in Ding N et al., 2011, J
Radiat Res, Vol. 52, p. 425-432. Also, “hsa-mir-5090”
(miRBase Accession No. MI0017979, SEQ ID NO: 269)
having a hairpin-like structure is known as a precursor of
“hsa-miR-5090”,

The term “hsa-miR-3180 gene” or “hsa-miR-3180” used
in the present specification includes the hsa-miR-3180 gene
(miRBase Accession No. MIMAT0018178) described in
SEQ ID NO: 86, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-3180 gene can
be obtained by a method described in Creighton C J et al,,
2010, PLoS One, Vol. 5, €9637. Also, “hsa-mir-3180-4 and
hsa-mir-3180-5” (miRBase Accession Nos. MI0016408 and
MI0016409, SEQ ID NOs: 270 and 271) having a hairpin-
like structure is known as precursors of “hsa-miR-3180".

The term “hsa-miR-1237-5p gene” or “hsa-miR-1237-5p”
used in the present specification includes the hsa-miR-1237-
5p gene (miRBase Accession No. MIMAT0022946)
described in SEQ ID NO: 87, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
1237-5p gene can be obtained by a method described in
Berezikov E et al., 2007, Mol Cell, Vol. 28, p. 328-336. Also,
“hsa-mir-1237” (miRBase Accession No. MI0006327, SEQ
ID NO: 272) having a hairpin-like structure is known as a
precursor of “hsa-miR-1237-5p”.

The term “hsa-miR-4758-5p gene” or “hsa-miR-4758-5p”
used in the present specification includes the hsa-miR-4758-
5p gene (miRBase Accession No. MIMAT0019903)
described in SEQ ID NO: 88, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
4758-5p gene can be obtained by a method described in
Persson H et al., 2011, Cancer Res, Vol. 71, p. 78-86. Also,
“hsa-mir-4758” (miRBase Accession No. MI0017399, SEQ
ID NO: 273) having a hairpin-like structure is known as a
precursor of “hsa-miR-4758-5p”.

The term “hsa-miR-3184-5p gene” or “hsa-miR-3184-5p”
used in the present specification includes the hsa-miR-3184-
5p gene (miRBase Accession No. MIMAT0015064)
described in SEQ ID NO: 89, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
3184-5p gene can be obtained by a method described in
Stark M S et al,, 2010, PLoS One, Vol. 5, €9685. Also,
“hsa-mir-3184” (miRBase Accession No. M10014226, SEQ
1D NO: 274) having a hairpin-like structure is known as a
precursor of “hsa-miR-3184-5p”.

The term “hsa-miR-4286 gene” or “hsa-miR-4286” used
in the present specification includes the hsa-miR-4286 gene
(miRBase Accession No. MIMAT0016916) described in
SEQ ID NO: 90, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4286 gene can
be obtained by a method described in Goff L A et al., 2009,
PLoS One, Vol. 4, ¢7192. Also, “hsa-mir-4286” (miRBase
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Accession No. MI0015894, SEQ ID NO: 275) having a
hairpin-like structure is known as a precursor of “hsa-miR-
4286”.

The term “hsa-miR-6784-5p gene” or “hsa-miR-6784-5p”
used in the present specification includes the hsa-miR-6784-
5p gene (miRBase Accession No. MIMAT0027468)
described in SEQ ID NO: 91, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6784-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6784” (miRBase Accession No. M10022629,
SEQ ID NO: 276) having a hairpin-like structure is known
as a precursor of “hsa-miR-6784-5p”.

The term “hsa-miR-6768-5p gene” or “hsa-miR-6768-5p”
used in the present specification includes the hsa-miR-6768-
5p gene (miRBase Accession No. MIMAT0027436)
described in SEQ ID NO: 92, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6768-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6768” (miRBase Accession No. M10022613,
SEQ ID NO: 277) having a hairpin-like structure is known
as a precursor of “hsa-miR-6768-5p”.

The term “hsa-miR-6785-5p gene” or “hsa-miR-6785-5p”
used in the present specification includes the hsa-miR-6785-
5p gene (miRBase Accession No. MIMAT0027470)
described in SEQ ID NO: 93, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6785-5p gene can be obtained by a method described in
Ladewig E etal., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6785” (miRBase Accession No. M10022630,
SEQ ID NO: 278) having a hairpin-like structure is known
as a precursor of “hsa-miR-6785-5p”.

The term “hsa-miR-4706 gene” or “hsa-miR-4706” used
in the present specification includes the hsa-miR-4706 gene
(miRBase Accession No. MIMAT0019806) described in
SEQ ID NO: 94, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4706 gene can
be obtained by a method described in Persson H et al., 2011,
Cancer Res, Vol. 71, p. 78-86. Also, “hsa-mir-4706” (miR-
Base Accession No. MI0017339, SEQ ID NO: 279) having
a hairpin-like structure is known as a precursor of “hsa-
miR-4706".

The term “hsa-miR-711 gene” or “hsa-miR-711" used in
the present specification includes the hsa-miR-711 gene
(miRBase Accession No. MIMAT0012734) described in
SEQ ID NO: 95, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-711 gene can be
obtained by a method described in Artzi S et al., 2008, BMC
Bioinformatics, Vol. 9, p. 39. Also, “hsa-mir-711” (miRBase
Accession No. MI0012488, SEQ ID NO: 280) having a
hairpin-like structure is known as a precursor of “hsa-miR-
7117,

The term “hsa-miR-1260a gene” or “hsa-miR-1260a”
used in the present specification includes the hsa-miR-1260a
gene (miRBase Accession No. MIMAT0005911) described
in SEQ ID NO: 96, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-1260a gene can
be obtained by a method described in Morin R D et al., 2008,
Genome Res, Vol. 18, p. 610-621. Also, “hsa-mir-1260a”
(miRBase Accession No. MI0006394, SEQ ID NO: 281)
having a hairpin-like structure is known as a precursor of
“hsa-miR-1260a”.

The term “hsa-miR-6746-5p gene” or “hsa-miR-6746-5p”
used in the present specification includes the hsa-miR-6746-
5p gene (miRBase Accession No. MIMAT0027392)
described in SEQ ID NO: 97, a homolog or an ortholog of
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a different organism species, and the like. The hsa-miR-
6746-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6746” (miRBase Accession No. M10022591,
SEQ ID NO: 282) having a hairpin-like structure is known
as a precursor of “hsa-miR-6746-5p”.

The term “hsa-miR-6089 gene” or “hsa-miR-6089” used
in the present specification includes the hsa-miR-6089 gene
(miRBase Accession No. MIMAT0023714) described in
SEQ ID NO: 98, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-6089 gene can
be obtained by a method described in Yoo J K et al., 2012,
Stem Cells Dev, Vol. 21, p. 2049-2057. Also, “hsa-mir-
6089-1 and hsa-mir-6089-2” (miRBase Accession Nos.
MI0020366 and MI0023563, SEQ ID NOs: 283 and 284)
having a hairpin-like structure are known as precursors of
“hsa-miR-6089”.

The term “hsa-miR-6821-5p gene” or “hsa-miR-6821-5p”
used in the present specification includes the hsa-miR-6821-
5p gene (miRBase Accession No. MIMAT0027542)
described in SEQ ID NO: 99, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6821-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6821” (miRBase Accession No. MI0022666,
SEQ ID NO: 285) having a hairpin-like structure is known
as a precursor of “hsa-miR-6821-5p”.

The term “hsa-miR-4667-5p gene” or “hsa-miR-4667-5p”
used in the present specification includes the hsa-miR-4667-
5p gene (miRBase Accession No. MIMAT0019743)
described in SEQ ID NO: 100, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
4667-5p gene can be obtained by a method described in
Persson H et al., 2011, Cancer Res, Vol. 71, p. 78-86. Also,
“hsa-mir-4667” (miRBase Accession No. MI0017297, SEQ
ID NO: 286) having a hairpin-like structure is known as a
precursor of “hsa-miR-4667-5p”.

The term “hsa-miR-8069 gene” or “hsa-miR-8069” used
in the present specification includes the hsa-miR-8069 gene
(miRBase Accession No. MIMAT0030996) described in
SEQ ID NO: 101, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-8069 gene can
be obtained by a method described in Wang H J et al., 2013,
Shock, Vol. 39, p. 480-487. Also, “hsa-mir-8069” (miRBase
Accession No. MI0025905, SEQ ID NO: 287) having a
hairpin-like structure is known as a precursor of “hsa-miR-
8069”.

The term “hsa-miR-4726-5p gene” or “hsa-miR-4726-5p”
used in the present specification includes the hsa-miR-4726-
5p gene (miRBase Accession No. MIMAT0019845)
described in SEQ ID NO: 102, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
4726-5p gene can be obtained by a method described in
Persson H et al., 2011, Cancer Res, Vol. 71, p. 78-86. Also,
“hsa-mir-4726” (miRBase Accession No. MI0017363, SEQ
ID NO: 288) having a hairpin-like structure is known as a
precursor of “hsa-miR-4726-5p”.

The term “hsa-miR-6124 gene” or “hsa-miR-6124" used
in the present specification includes the hsa-miR-6124 gene
(miRBase Accession No. MIMAT0024597) described in
SEQ ID NO: 103, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-6124 gene can
be obtained by a method described in Smith J L et al., 2012,
J Virol, Vol. 86, p. 5278-5287. Also, “hsa-mir-6124” (miR-
Base Accession No. MI0021258, SEQ ID NO: 289) having
a hairpin-like structure is known as a precursor of “hsa-
miR-6124".
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The term “hsa-miR-4532 gene” or “hsa-miR-4532” used
in the present specification includes the hsa-miR-4532 gene
(miRBase Accession No. MIMAT0019071) described in
SEQ ID NO: 104, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4532 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, el 18-¢127. Also, “hsa-mir-4532” (miRBase
Accession No. MI0016899, SEQ ID NO: 290) having a
hairpin-like structure is known as a precursor of “hsa-miR-
45327,

The term “hsa-miR-4486 gene” or “hsa-miR-4486” used
in the present specification includes the hsa-miR-4486 gene
(miRBase Accession No. MIMAT0019020) described in
SEQ ID NO: 105, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4486 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, e118-e127. Also, “hsa-mir-4486” (miRBase
Accession No. MI0016847, SEQ ID NO: 291) having a
hairpin-like structure is known as a precursor of “hsa-miR-
4436”.

The term “hsa-miR-4728-5p gene” or “hsa-miR-4728-5p”
used in the present specification includes the hsa-miR-4728-
5p gene (miRBase Accession No. MIMAT0019849)
described in SEQ ID NO: 106, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
4728-5p gene can be obtained by a method described in
Persson H et al., 2011, Cancer Res, Vol. 71, p. 78-86. Also,
“hsa-mir-4728” (miRBase Accession No. MI0017365, SEQ
ID NO: 292) having a hairpin-like structure is known as a
precursor of “hsa-miR-4728-5p”.

The term “hsa-miR-4508 gene” or “hsa-miR-4508” used
in the present specification includes the hsa-miR-4508 gene
(miRBase Accession No. MIMAT0019045) described in
SEQ ID NO: 107, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4508 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, el 18-e127. Also, “hsa-mir-4508” (miRBase
Accession No. MI0016872, SEQ ID NO: 293) having a
hairpin-like structure is known as a precursor of “hsa-miR-
4508~

The term “hsa-miR-128-1-5p gene” or “hsa-miR-128-1-
5p” used in the present specification includes the hsa-miR-
128-1-5p gene (miRBase Accession No. MIMAT0026477)
described in SEQ ID NO: 108, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-128-
1-5p gene can be obtained by a method described in Lagos-
Quintana M et al., 2002, Curr Biol, Vol. 12, p. 735-739.
Also, “hsa-mir-128-17 (miRBase Accession No.
MI0000447, SEQ ID NO: 294) having a hairpin-like struc-
ture is known as a precursor of “hsa-miR-128-1-5p”.

The term “hsa-miR-4513 gene” or “hsa-miR-4513” used
in the present specification includes the hsa-miR-4513 gene
(miRBase Accession No. MIMAT0019050) described in
SEQ ID NO: 109, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4513 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, e118-¢127. Also, “hsa-mir-4513” (miRBase
Accession No. MI0016879, SEQ ID NO: 295) having a
hairpin-like structure is known as a precursor of “hsa-miR-
4513

The term “hsa-miR-6795-5p gene” or “hsa-miR-6795-5p”
used in the present specification includes the hsa-miR-6795-
5p gene (miRBase Accession No. MIMAT0027490)
described in SEQ ID NO: 110, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6795-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
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Also, “hsa-mir-6795” (miRBase Accession No. M10022640,
SEQ ID NO: 296) having a hairpin-like structure is known
as a precursor of “hsa-miR-6795-5p”.

The term “hsa-miR-4689 gene” or “hsa-miR-4689” used
in the present specification includes the hsa-miR-4689 gene
(miRBase Accession No. MIMAT0019778) described in
SEQ ID NO: 111, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4689 gene can
be obtained by a method described in Persson H et al., 2011,
Cancer Res, Vol. 71, p. 78-86. Also, “hsa-mir-4689” (miR-
Base Accession No. MI0017322, SEQ ID NO: 297) having
a hairpin-like structure is known as a precursor of “hsa-
miR-4689”.

The term “hsa-miR-6763-5p gene” or “hsa-miR-6763-5p”
used in the present specification includes the hsa-miR-6763-
5p gene (miRBase Accession No. MIMAT0027426)
described in SEQ ID NO: 112, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6763-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6763” (miRBase Accession No. MI0022608,
SEQ ID NO: 298) having a hairpin-like structure is known
as a precursor of “hsa-miR-6763-5p”.

The term “hsa-miR-8072 gene” or “hsa-miR-8072” used
in the present specification includes the hsa-miR-8072 gene
(miRBase Accession No. MIMAT0030999) described in
SEQ ID NO: 113, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-8072 gene can
be obtained by a method described in Wang H J et al., 2013,
Shock, Vol. 39, p. 480-487. Also, “hsa-mir-8072” (miRBase
Accession No. MI0025908, SEQ ID NO: 299) having a
hairpin-like structure is known as a precursor of “hsa-miR-
8072”.

The term “hsa-miR-6765-5p gene” or “hsa-miR-6765-5p”
used in the present specification includes the hsa-miR-6765-
5p gene (miRBase Accession No. MIMAT0027430)
described in SEQ ID NO: 114, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6765-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6765” (miRBase Accession No. M10022610,
SEQ ID NO: 218) having a hairpin-like structure is known
as a precursor of “hsa-miR-6765-5p”.

The term ‘“hsa-miR-4419b gene” or “hsa-miR-4419b”
used in the present specification includes the hsa-miR-4419b
gene (miRBase Accession No. MIMAT0019034) described
in SEQ ID NO: 115, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4419b gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, el18-e127. Also, “hsa-mir-4419b” (miR-
Base Accession No. MI0016861, SEQ ID NO: 300) having
a hairpin-like structure is known as a precursor of “hsa-
miR-4419b”.

The term “hsa-miR-7641 gene” or “hsa-miR-7641” used
in the present specification includes the hsa-miR-7641 gene
(miRBase Accession No. MIMAT0029782) described in
SEQ ID NO: 116, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-7641 gene can
be obtained by a method described in Yoo J K et al., 2013,
Arch Pharm Res, Vol. 36, p. 353-358. Also, “hsa-mir-7641-1
and hsa-mir-7641-2” (miRBase Accession Nos. M10024975
and MI0024976, SEQ ID NOs: 301 and 302) having a
hairpin-like structure are known as precursors of “hsa-miR-
76417

The term “hsa-miR-3928-3p gene” or “hsa-miR-3928-3p”
used in the present specification includes the hsa-miR-3928-
3p gene (miRBase Accession No. MIMAT0018205)
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described in SEQ ID NO: 117, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
3928-3p gene can be obtained by a method described in
Creighton C J et al., 2010, PLoS One, Vol. 5, €9637. Also,
“hsa-mir-3928” (miRBase Accession No. MI0016438, SEQ
ID NO: 303) having a hairpin-like structure is known as a
precursor of “hsa-miR-3928-3p”.

The term “hsa-miR-1227-5p gene” or “hsa-miR-1227-5p”
used in the present specification includes the hsa-miR-1227-
5p gene (miRBase Accession No. MIMAT0022941)
described in SEQ ID NO: 118, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
1227-5p gene can be obtained by a method described in
Berezikov E et al., 2007, Mol Cell, Vol. 28, p. 328-336. Also,
“hsa-mir-1227" (miRBase Accession No. MI0006316, SEQ
ID NO: 304) having a hairpin-like structure is known as a
precursor of “hsa-miR-1227-5p”

The term “hsa-miR-4492 gene” or “hsa-miR-4492” used
in the present specification includes the hsa-miR-4492 gene
(miRBase Accession No. MIMAT0019027) described in
SEQ ID NO: 119, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4492 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, e118-e127. Also, “hsa-mir-4492” (miRBase
Accession No. MI0016854, SEQ ID NO: 305) having a
hairpin-like structure is known as a precursor of “hsa-miR-
44927,

The term “hsa-miR-296-3p gene” or “hsa-miR-296-3p”
used in the present specification includes the hsa-miR-296-
3p gene (miRBase Accession No. MIMAT0004679)
described in SEQ ID NO: 120, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-296-
3p gene can be obtained by a method described in Houbaviy
H B et al,, 2003, Dev Cell, Vol. 5, p. 351-358. Also,
“hsa-mir-296” (miRBase Accession No. MI0000747, SEQ
ID NO: 306) having a hairpin-like structure is known as a
precursor of “hsa-miR-296-3p”.

The term “hsa-miR-6769a-5p gene” or “hsa-miR-6769a-
5p” used in the present specification includes the hsa-miR-
6769a-5p gene (miRBase Accession No. MIMAT(0027438)
described in SEQ ID NO: 121, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6769a-5p gene can be obtained by a method described in
Ladewig E etal., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6769a” (miRBase Accession No.
MI0022614, SEQ ID NO: 307) having a hairpin-like struc-
ture 1s known as a precursor of “hsa-miR-6769a-5p”.

The term “hsa-miR-6889-5p gene” or “hsa-miR-6889-5p”
used in the present specification includes the hsa-miR-6889-
5p gene (miRBase Accession No. MIMAT0027678)
described in SEQ ID NO: 122, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6889-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6889” (miRBase Accession No. M10022736,
SEQ ID NO: 308) having a hairpin-like structure is known
as a precursor of “hsa-miR-6889-5p”.

The term “hsa-miR-4632-5p gene” or “hsa-miR-4632-5p”
used in the present specification includes the hsa-miR-4632-
5p gene (miRBase Accession No. MIMAT0022977)
described in SEQ ID NO: 123, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
4632-5p gene can be obtained by a method described in
Persson H et al., 2011, Cancer Res, Vol. 71, p. 78-86. Also,
“hsa-mir-4632” (miRBase Accession No. MI0017259, SEQ
ID NO: 309) having a hairpin-like structure is known as a
precursor of “hsa-miR-4632-5p”.
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The term “hsa-miR-4505 gene” or “hsa-miR-4505" used
in the present specification includes the hsa-miR-4505 gene
(miRBase Accession No. MIMAT0019041) described in
SEQ ID NO: 124, a homolog ot an ortholog of a different
organism species, and the like. The hsa-miR-4505 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, el 18-e127. Also, “hsa-mir-4505” (miRBase
Accession No. MI0016868, SEQ ID NO: 310) having a
hairpin-like structure is known as a precursor of “hsa-miR-
4505”.

The term “hsa-miR-3154 gene” or “hsa-miR-3154" used
in the present specification includes the hsa-miR-3154 gene
(miRBase Accession No. MIMAT0015028) described in
SEQ ID NO: 125, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-3154 gene can
be obtained by a method described in Berezikov E et al.,
2006, Genome Res, Vol. 16, p. 1289-1298. Also, “hsa-mir-
3154” (miRBase Accession No. M10014182, SEQ ID NO:
311) having a hairpin-like structure is known as a precursor
of “hsa-miR-3154".

The term “hsa-miR-3648 gene” or “hsa-miR-3648” used
in the present specification includes the hsa-miR-3648 gene
(miRBase Accession No. MIMAT0018068) described in
SEQ ID NO: 126, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-3648 gene can
be obtained by a method described in Meiri E et al., 2010,
Nucleic Acids Res, Vol. 38, p. 6234-6246. Also, “hsa-mir-
3648 (miRBase Accession No. M10016048, SEQ ID NO:
312) having a hairpin-like structure is known as a precursor
of “hsa-miR-3648”.

The term “hsa-miR-4442 gene” or “hsa-miR-4442” used
in the present specification includes the hsa-miR-4442 gene
(miRBase Accession No. MIMAT0018960) described in
SEQ ID NO: 127, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4442 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, e118-e127. Also, “hsa-mir-4442” (miRBase
Accession No. MI0016785, SEQ ID NO: 313) having a
hairpin-like structure is known as a precursor of “hsa-miR-
4442”.

The term “hsa-miR-3141 gene” or “hsa-miR-3141” used
in the present specification includes the hsa-miR-3141 gene
(miRBase Accession No. MIMAT0015010) described in
SEQ ID NO: 128, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-3141 gene can
be obtained by a method described in Stark M S et al., 2010,
PLoS One, Vol. 5, ¢9685. Also, “hsa-mir-3141” (miRBase
Accession No. MI0014165, SEQ ID NO: 314) having a
hairpin-like structure is known as a precursor of “hsa-miR-
31417

The term “hsa-miR-7113-3p gene” or “hsa-miR-7113-3p”
used in the present specification includes the hsa-miR-7113-
3p gene (miRBase Accession No. MIMAT0028124)
described in SEQ ID NO: 129, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
7113-3p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-7113” (miRBase Accession No. M10022964,
SEQ ID NO: 315) having a hairpin-like structure is known
as a precursor of “hsa-miR-7113-3p”.

The term “hsa-miR-6819-5p gene” or “hsa-miR-6819-5p”
used in the present specification includes the hsa-miR-6819-
5p gene (miRBase Accession No. MIMAT0027538)
described in SEQ ID NO: 130, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6819-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
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Also, “hsa-mir-6819” (miRBase Accession No. M10022664,
SEQ ID NO: 316) having a hairpin-like structure is known
as a precursor of “hsa-miR-6819-5p”.

The term “hsa-miR-3195 gene” or “hsa-miR-3195” used
in the present specification includes the hsa-miR-3195 gene
(miRBase Accession No. MIMAT0015079) described in
SEQ ID NO: 131, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-3195 gene can
be obtained by a method described in Stark M S et al., 2010,
PLoS One, Vol. 5, e9685. Also, “hsa-mir-3195” (miRBase
Accession No. MI0014240, SEQ ID NO: 317) having a
hairpin-like structure is known as a precursor of “hsa-miR-
3195”.

The term “hsa-miR-1199-5p gene” or “hsa-miR-1199-5p”
used in the present specification includes the hsa-miR-1199-
5p gene (miRBase Accession No. MIMAT0031119)
described in SEQ ID NO: 132, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
1199-5p gene can be obtained by a method described in
Salvi A et al., 2013, Int J Oncol, Vol. 42, p. 391-402. Also,
“hsa-mir-1199” (miRBase Accession No. M10020340, SEQ
ID NO: 318) having a hairpin-like structure is known as a
precursor of “hsa-miR-1199-5p”.

The term “hsa-miR-6738-5p gene” or “hsa-miR-6738-5p”
used in the present specification includes the hsa-miR-6738-
5p gene (miRBase Accession No. MIMAT0027377)
described in SEQ ID NO: 133, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6738-5p gene can be obtained by a method described in
Ladewig E etal., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6738” (miRBase Accession No. M10022583,
SEQ ID NO: 319) having a hairpin-like structure is known
as a precursor of “hsa-miR-6738-5p”.

The term “hsa-miR-4656 gene” or “hsa-miR-4656” used
in the present specification includes the hsa-miR-4656 gene
(miRBase Accession No. MIMAT0019723) described in
SEQ ID NO: 134, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4656 gene can
be obtained by a method described in Persson H et al., 2011,
Cancer Res, Vol. 71, p. 78-86. Also, “hsa-mir-4656” (miR-
Base Accession No. MI0017284, SEQ ID NO: 320) having
a hairpin-like structure is known as a precursor of “hsa-
miR-4656".

The term “hsa-miR-6820-5p gene” or “hsa-miR-6820-5p”
used in the present specification includes the hsa-miR-6820-
5p gene (miRBase Accession No. MIMAT0027540)
described in SEQ ID NO: 135, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6820-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6820” (miRBase Accession No. M10022665,
SEQ ID NO: 321) having a hairpin-like structure is known
as a precursor of “hsa-miR-6820-5p”.

The term “hsa-miR-615-5p gene” or “hsa-miR-615-5p”
used in the present specification includes the hsa-miR-615-
5p gene (miRBase Accession No. MIMAT0004804)
described in SEQ ID NO: 136, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-615-
5p gene can be obtained by a method described in Cummins
J M et al., 2006, Proc Natl Acad Sci USA, Vol. 103, p.
3687-3692. Also, “hsa-mir-615” (miRBase Accession No.
MI0003628, SEQ ID NO: 322) having a hairpin-like struc-
ture is known as a precursor of “hsa-miR-615-5p”.

The term “hsa-miR-486-3p gene” or “hsa-miR-486-3p”
used in the present specification includes the hsa-miR-486-
3p gene (miRBase Accession No. MIMAT0004762)
described in SEQ ID NO: 137, a homolog or an ortholog of
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a different organism species, and the like. The hsa-miR-486-
3p gene can be obtained by a method described in Fu H et
al., 2005, FEBS Lett, Vol. 579, p. 3849-3854. Also, “hsa-
mir-486 and hsa-mir-486-2” (miRBase Accession Nos.
MI0002470 and MI0023622, SEQ ID NO: 323 and 324)
having a hairpin-like structure are known as precursors of
“hsa-miR-486-3p”.

The term “hsa-miR-1225-3p gene” or “hsa-miR-1225-3p”
used in the present specification includes the hsa-miR-1225-
3p gene (miRBase Accession No. MIMATO0005573)
described in SEQ ID NO: 138, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
1225-3p gene can be obtained by a method described in
Berezikov E et al., 2007, Mol Cell, Vol. 28, p. 328-336. Also,
“hsa-mir-1225” (miRBase Accession No. MI0006311, SEQ
ID NO: 325) having a hairpin-like structure is known as a
precursor of “hsa-miR-1225-3p”.

The term “hsa-miR-760 gene” or “hsa-miR-760” used in
the present specification includes the hsa-miR-760 gene
(miRBase Accession No. MIMAT0004957) described in
SEQ ID NO: 139, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-760 gene can
be obtained by a method described in Berezikov E et al.,
2006, Genome Res, Vol. 16, p. 1289-1298. Also, “hsa-mir-
760” (miRBase Accession No. MI0005567, SEQ ID NO:
326) having a hairpin-like structure is known as a precursor
of “hsa-miR-760".

The term “hsa-miR-187-5p gene” or “hsa-miR-187-5p”
used in the present specification includes the hsa-miR-187-
5p gene (miRBase Accession No. MIMAT0004561)
described in SEQ ID NO: 140, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-187-
5p gene can be obtained by a method described in Lim [ P
et al., 2003, Science, Vol. 299, p. 1540. Also, “hsa-mir-187”
(miRBase Accession No. MI0000274, SEQ ID NO: 327)
having a hairpin-like structure is known as a precursor of
“hsa-miR-187-5p”.

The term “hsa-miR-1203 gene” or “hsa-miR-1203” used
in the present specification includes the hsa-miR-1203 gene
(miRBase Accession No. MIMAT0005866) described in
SEQ ID NO: 141, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-1203 gene can
be obtained by a method described in Marton S et al., 2008,
Leukemia, Vol. 22, p. 330-338. Also, “hsa-mir-1203” (miR-
Base Accession No. MI0006335, SEQ ID NO: 328) having
a hairpin-like structure is known as a precursor of “hsa-
miR-1203".

The term “hsa-miR-7110-5p gene” or “hsa-miR-7110-5p”
used in the present specification includes the hsa-miR-7110-
5p gene (miRBase Accession No. MIMAT0028117)
described in SEQ ID NO: 142, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
7110-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-7110” (miRBase Accession No. M10022961,
SEQ ID NO: 329) having a hairpin-like structure is known
as a precursor of “hsa-miR-7110-5p”.

The term “hsa-miR-371a-5p gene” or “hsa-miR-371a-5p”
used in the present specification includes the hsa-miR-371a-
5p gene (miRBase Accession No. MIMAT0004687)
described in SEQ ID NO: 143, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
371a-5p gene can be obtained by a method described in Suh
M R et al, 2004, Dev Biol, Vol. 270, p. 488-498. Also,
“hsa-mir-371a” (miRBase Accession No. MI0000779, SEQ
ID NO: 330) having a hairpin-like structure is known as a
precursor of “hsa-miR-371a-5p”.
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The term “hsa-miR-939-5p gene” or “hsa-miR-939-5p”
used in the present specification includes the hsa-miR-939-
5p gene (miRBase Accession No. MIMAT0004982)
described in SEQ ID NO: 144, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-939-
5p gene can be obtained by a method described in Lui W O
et al., 2007, Cancer Res, Vol. 67, p. 6031-6043. Also,
“hsa-mir-939” (miRBase Accession No. MI0005761, SEQ
ID NO: 331) having a hairpin-like structure is known as a
precursor of “hsa-miR-939-5p”.

The term “hsa-miR-575 gene” or “hsa-miR-575" used in
the present specification includes the hsa-miR-575 gene
(miRBase Accession No. MIMAT0003240) described in
SEQ ID NO: 145, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-575 gene can
be obtained by a method described in Cummins ] M et al.,
2006, Proc Natl Acad Sci USA, Vol. 103, p. 3687-3692.
Also, “hsa-mir-575” (miRBase Accession No. MI0003582,
SEQ ID NO: 332) having a hairpin-like structure is known
as a precursor of “hsa-miR-575".

The term “hsa-miR-92b-5p gene” or “hsa-miR-92b-5p”
used in the present specification includes the hsa-miR-92b-
5p gene (miRBase Accession No. MIMAT0004792)
described in SEQ ID NO: 146, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-92b-
5p gene can be obtained by a method described in Cummins
I M et al., 2006, Proc Natl Acad Sci USA, Vol. 103, p.
3687-3692. Also, “hsa-mir-92b” (miRBase Accession No.
MI0003560, SEQ ID NO: 333) having a hairpin-like struc-
ture is known as a precursor of “hsa-miR-92b-5p”.

The term “hsa-miR-887-3p gene” or “hsa-miR-887-3p”
used in the present specification includes the hsa-miR-887-
3p gene (miRBase Accession No. MIMAT0004951)
described in SEQ ID NO: 147, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-887-
3p gene can be obtained by a method described in Berezikov
E et al., 2006, Genome Res, Vol. 16, p. 1289-1298. Also,
“hsa-mir-887” (miRBase Accession No. MI0005562, SEQ
ID NO: 334) having a hairpin-like structure is known as a
precursor of “hsa-miR-887-3p”.

The term “hsa-miR-920 gene” or “hsa-miR-920” used in
the present specification includes the hsa-miR-920 gene
(miRBase Accession No. MIMAT0004970) described in
SEQ ID NO: 148, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-920 gene can
be obtained by a method described in Novotny G W et al,,
2007, Int J Androl, Vol. 30, p. 316-326. Also, “hsa-mir-920”
(miRBase Accession No. MI0005712, SEQ ID NO: 335)
having a hairpin-like structure is known as a precursor of
“hsa-miR-920".

The term “hsa-miR-1915-5p gene” or “hsa-miR-1915-5p”
used in the present specification includes the hsa-miR-1915-
5p gene (miRBase Accession No. MIMAT0007891)
described in SEQ ID NO: 149, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
1915-5p gene can be obtained by a method described in Bar
M et al., 2008, Stem Cells, Vol. 26, p. 2496-2505. Also,
“hsa-mir-1915” (miRBase Accession No. MI0008336, SEQ
ID NO: 336) having a hairpin-like structure is known as a
precursor of “hsa-miR-1915-5p”.

The term “hsa-miR-1231 gene” or “hsa-miR-1231" used
in the present specification includes the hsa-miR-1231 gene
(miRBase Accession No. MIMAT0005586) described in
SEQ ID NO: 150, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-1231 gene can
be obtained by a method described in Berezikov E et al,,
2007, Mol Cell, Vol. 28, p. 328-336. Also, “hsa-mir-1231”
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(miRBase Accession No. MI0006321, SEQ ID NO: 337)
having a hairpin-like structure is known as a precursor of
“hsa-miR-1231".

The term “hsa-miR-663b gene” or “hsa-miR-663b” used
in the present specification includes the hsa-miR-663b gene
(miRBase Accession No. MIMAT0005867) described in
SEQ ID NO: 151, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-663b gene can
be obtained by a method described in Takada S et al., 2008,
Leukemia, Vol. 22, p. 1274-1278. Also, ‘“hsa-mir-663b”
(miRBase Accession No. MI0006336, SEQ ID NO: 338)
having a hairpin-like structure is known as a precursor of
“hsa-miR-663b”.

The term “hsa-miR-1225-5p gene” or “hsa-miR-1225-5p”
used in the present specification includes the hsa-miR-1225-
5p gene (miRBase Accession No. MIMAT0005572)
described in SEQ ID NO: 152, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
1225-5p gene can be obtained by a method described in
Berezikov E et al., 2007, Mol Cell, Vol. 28, p. 328-336. Also,
“hsa-mir-1225” (miRBase Accession No. MI0006311, SEQ
ID NO: 325) having a hairpin-like structure is known as a
precursor of “hsa-miR-1223-5p”.

The term “hsa-miR-4763-3p gene” or “hsa-miR-4763-3p”
used in the present specification includes the hsa-miR-4763-
3p gene (miRBase Accession No. MIMAT0019913)
described in SEQ ID NO: 153, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
4763-3p gene can be obtained by a method described in
Persson H et al., 2011, Cancer Res, Vol. 71, p. 78-86. Also,
“hsa-mir-4763” (miRBase Accession No. M10017404, SEQ
ID NO: 339) having a hairpin-like structure is known as a
precursor of “hsa-miR-4763-3p”.

The term “hsa-miR-3656 gene” or “hsa-miR-3656" used
in the present specification includes the hsa-miR-3656 gene
(miRBase Accession No. MIMAT0018076) described in
SEQ ID NO: 154, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-3656 gene can
be obtained by a method described in Meiri E et al., 2010,
Nucleic Acids Res, Vol. 38, p. 6234-6246. Also, “hsa-mir-
3656 (miRBase Accession No. M10016056, SEQ ID NO:
340) having a hairpin-like structure is known as a precursor
of “hsa-miR-3656".

The term “hsa-miR-4488 gene” or “hsa-miR-4488” used
in the present specification includes the hsa-miR-4488 gene
(miRBase Accession No. MIMAT0019022) described in
SEQ ID NO: 155, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4488 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, e118-e127. Also, “hsa-mir-4488” (miRBase
Accession No. MI0016849, SEQ ID NO: 341) having a
hairpin-like structure is known as a precursor of “hsa-miR-
4488”.

The term “hsa-miR-125a-3p gene” or “hsa-miR-125a-3p”
used in the present specification includes the hsa-miR-125a-
3p gene (miRBase Accession No. MIMAT0004602)
described in SEQ ID NO: 156, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
125a-3p gene can be obtained by a method described in
Lagos-Quintana M et al., 2002, Curr Biol, Vol. 12, p.
735-739. Also, “hsa-mir-125a” (miRBase Accession No.
MI0000469, SEQ ID NO: 342) having a hairpin-like struc-
ture is known as a precursor of “hsa-miR-125a-3p”.

The term “hsa-miR-1469 gene” or “hsa-miR-1469” used
in the present specification includes the hsa-miR-1469 gene
(miRBase Accession No. MIMAT0007347) described in
SEQ ID NO: 157, a homolog or an ortholog of a different
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organism species, and the like. The hsa-miR-1469 gene can
be obtained by a method described in Kawaji H et al., 2008,
BMC Genomics, Vol. 9, p. 157. Also, “hsa-mir-1469” (miR-
Base Accession No. MI0007074, SEQ ID NO: 343) having
a hairpin-like structure is known as a precursor of “hsa-
miR-1469".

The term “hsa-miR-1228-5p gene” or “hsa-miR-1228-5p”
used in the present specification includes the hsa-miR-1228-
5p gene (miRBase Accession No. MIMAT0005582)
described in SEQ ID NO: 158, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
1228-5p gene can be obtained by a method described in
Berezikov E et al., 2007, Mol Cell, Vol. 28, p. 328-336. Also,
“hsa-mir-1228” (miRBase Accession No. MI0006318, SEQ
ID NO: 344) having a hairpin-like structure is known as a
precursor of “hsa-miR-1228-5p”.

The term “hsa-miR-6798-5p gene” or “hsa-miR-6798-5p”
used in the present specification includes the hsa-miR-6798-
5p gene (miRBase Accession No. MIMAT0027496)
described in SEQ ID NO: 159, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6798-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6798” (miRBase Accession No. M10022643,
SEQ ID NO: 345) having a hairpin-like structure is known
as a precursor of “hsa-miR-6798-5p”.

The term “hsa-miR-1268b gene” or “hsa-miR-1268b”
used in the present specification includes the hsa-miR-1268b
gene (miRBase Accession No. MIMAT0018925) described
in SEQ ID NO: 160, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-1268b gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, el118-e127. Also, “hsa-mir-1268b” (miR-
Base Accession No. MI0016748, SEQ ID NO: 346) having
a hairpin-like structure is known as a precursor of “hsa-
miR-1268b”.

The term “hsa-miR-6732-5p gene” or “hsa-miR-6732-5p”
used in the present specification includes the hsa-miR-6732-
5p gene (miRBase Accession No. MIMAT0027365)
described in SEQ ID NO: 161, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6732-5p gene can be obtained by a method described in
Ladewig E etal., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6732” (miRBase Accession No. M10022577,
SEQ ID NO: 347) having a hairpin-like structure is known
as a precursor of “hsa-miR-6732-5p”.

The term “hsa-miR-1915-3p gene” or “hsa-miR-1915-3p”
used in the present specification includes the hsa-miR-1915-
3p gene (miRBase Accession No. MIMAT0007892)
described in SEQ ID NO: 162, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
1915-3p gene can be obtained by a method described in Bar
M et al,, 2008, Stem Cells, Vol. 26, p. 2496-2505. Also,
“hsa-mir-1915” (miRBase Accession No. MI0008336, SEQ
ID NO: 336) having a hairpin-like structure is known as a
precursor of “hsa-miR-1915-3p”.

The term “hsa-miR-4433b-3p gene” or “hsa-miR-4433b-
3p” used in the present specification includes the hsa-miR-
4433b-3p gene (miRBase Accession No. MIMAT0030414)
described in SEQ ID NO: 163, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
4433b-3p gene can be obtained by a method described in Ple
H et al., 2012, PLoS One, Vol. 7, €50746. Also, “hsa-mir-
4433b” (miRBase Accession No. MI0025511, SEQ ID NO:
348) having a hairpin-like structure is known as a precursor
of “hsa-miR-4433b-3p”.



US 10,619,213 B2

41

The term “hsa-miR-1207-5p gene” or “hsa-miR-1207-5p”
used in the present specification includes the hsa-miR-1207-
5p gene (miRBase Accession No. MIMAT0005871)
described in SEQ ID NO: 164, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
1207-5p gene can be obtained by a method described in
Huppi K et al., 2008, Mol Cancer Res, Vol. 6, p. 212-221.
Also, “hsa-mir-1207” (miRBase Accession No. MI0006340,
SEQ ID NO: 349) having a hairpin-like structure is known
as a precursor of “hsa-miR-1207-5p”.

The term “hsa-miR-4433-3p gene” or “hsa-miR-4433-3p”
used in the present specification includes the hsa-miR-4433-
3p gene (miRBase Accession No. MIMAT0018949)
described in SEQ ID NO: 165, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
4433-3p gene can be obtained by a method described in Jima
D D et al,, 2010, Blood, Vol. 116, e€118-e127. Also, “hsa-
mir-4433” (miRBase Accession No. MI0016773, SEQ 1D
NO: 350) having a hairpin-like structure is known as a
precursor of “hsa-miR-4433-3p”.

The term “hsa-miR-6879-5p gene” or “hsa-miR-6879-5p”
used in the present specification includes the hsa-miR-6879-
5p gene (miRBase Accession No. MIMAT0027658)
described in SEQ ID NO: 166, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6879-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6879” (miRBase Accession No. M10022726,
SEQ ID NO: 351) having a hairpin-like structure is known
as a precursor of “hsa-miR-6879-5p”.

The term “hsa-miR-4417 gene” or “hsa-miR-4417” used
in the present specification includes the hsa-miR-4417 gene
(miRBase Accession No. MIMAT0018929) described in
SEQ ID NO: 167, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4417 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, e118-e127. Also, “hsa-mir-4417” (miRBase
Accession No. MI0016753, SEQ ID NO: 352) having a
hairpin-like structure is known as a precursor of “hsa-miR-
44177

The term “hsa-miR-30c-1-3p gene” or “hsa-miR-30c¢-1-
3p” used in the present specification includes the hsa-miR-
30c-1-3p gene (miRBase Accession No. MIMAT0004674)
described in SEQ ID NO: 168, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-30c-
1-3p gene can be obtained by a method described in Lagos-
Quintana M et al., 2002, Curr Biol, Vol. 12, p. 735-739.
Also, “hsa-mir-30c-1”  (miRBase Accession No.
MI0000736, SEQ ID NO: 353) having a hairpin-like struc-
ture is known as a precursor of “hsa-miR-30c-1-3p”.

The term “hsa-miR-4638-5p gene” or “hsa-miR-4638-5p”
used in the present specification includes the hsa-miR-4638-
5p gene (miRBase Accession No. MIMAT0019695)
described in SEQ ID NO: 169, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
4638-5p gene can be obtained by a method described in
Persson H et al., 2011, Cancer Res, Vol. 71, p. 78-86. Also,
“hsa-mir-4638” (miRBase Accession No. MI0017265, SEQ
ID NO: 354) having a hairpin-like structure is known as a
precursor of “hsa-miR-4638-5p”.

The term “hsa-miR-6088 gene” or “hsa-miR-6088” used
in the present specification includes the hsa-miR-6088 gene
(miRBase Accession No. MIMAT0023713) described in
SEQ ID NO: 170, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-6088 gene can
be obtained by a method described in Yoo J K et al., 2012,
Stem Cells Dev, Vol. 21, p. 2049-2057. Also, “hsa-mir-
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6088 (miRBase Accession No. MI0020365, SEQ ID NO:
355) having a hairpin-like structure is known as a precursor
of “hsa-miR-6088”.

The term “hsa-miR-4270 gene” or “hsa-miR-4270” used
in the present specification includes the hsa-miR-4270 gene
(miRBase Accession No. MIMAT0016900) described in
SEQ ID NO: 171, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4270 gene can
be obtained by a method described in Goff' L A et al., 2009,
PLoS One, Vol. 4, €7192. Also, “hsa-mir-4270” (miRBase
Accession No. MI0015878, SEQ ID NO: 356) having a
hairpin-like structure is known as a precursor of “hsa-miR-
4270”.

The term “hsa-miR-6782-5p gene” or “hsa-miR-6782-5p”
used in the present specification includes the hsa-miR-6782-
5p gene (miRBase Accession No. MIMAT0027464)
described in SEQ ID NO: 172, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6782-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6782” (miRBase Accession No. M10022627,
SEQ ID NO: 357) having a hairpin-like structure is known
as a precursor of “hsa-miR-6782-5p”.

The term “hsa-miR-665 gene” or “hsa-miR-665" used in
the present specification includes the hsa-miR-665 gene
(miRBase Accession No. MIMAT0004952) described in
SEQ ID NO: 173, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-665 gene can
be obtained by a method described in Berezikov E et al.,
2006, Genome Res, Vol. 16, p. 1289-1298. Also, “hsa-mir-
665” (miRBase Accession No. MI0005563, SEQ ID NO:
358) having a hairpin-like structure is known as a precursor
of “hsa-miR-665".

The term “hsa-miR-486-5p gene” or “hsa-miR-486-5p”
used in the present specification includes the hsa-miR-486-
5p gene (miRBase Accession No. MIMAT0002177)
described in SEQ ID NO: 174, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-486-
5p gene can be obtained by a method described in Fu H et
al., 2005, FEBS Lett, Vol. 579, p. 3849-3854. Also, “hsa-
mir-486 and hsa-mir-486-2" (miRBase Accession Nos.
MI0002470 and MI0023622, SEQ ID NOs: 323 and 324)
having a hairpin-like structure are known as precursors of
“hsa-miR-486-5p”.

The term “hsa-miR-4655-5p gene” or “hsa-miR-4655-5p”
used in the present specification includes the hsa-miR-4655-
5p gene (miRBase Accession No. MIMAT0019721)
described in SEQ ID NO: 175, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
4655-5p gene can be obtained by a method described in
Persson H et al., 2011, Cancer Res, Vol. 71, p. 78-86. Also,
“hsa-mir-4655” (miRBase Accession No. MI0017283, SEQ
ID NO: 359) having a hairpin-like structure is known as a
precursor of “hsa-miR-4655-5p”.

The term “hsa-miR-1275 gene” or “hsa-miR-1275” used
in the present specification includes the hsa-miR-1275 gene
(miRBase Accession No. MIMAT0005929) described in
SEQ ID NO: 176, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-1275 gene can
be obtained by a method described in Morin R D et al., 2008,
Genome Res, Vol. 18, p. 610-621. Also, “hsa-mir-1275"
(miRBase Accession No. MI0006415, SEQ ID NO: 360)
having a hairpin-like structure is known as a precursor of
“hsa-miR-1275".

The term “hsa-miR-6806-5p gene” or “hsa-miR-6806-5p”
used in the present specification includes the hsa-miR-6806-
5p gene (miRBase Accession No. MIMAT0027512)
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described in SEQ ID NO: 177, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6806-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6806” (miRBase Accession No. MI0022651,
SEQ ID NO: 361) having a hairpin-like structure is known
as a precursor of “hsa-miR-6806-5p”.

The term “hsa-miR-614 gene” or “hsa-miR-614” used in
the present specification includes the hsa-miR-614 gene
(miRBase Accession No. MIMAT0003282) described in
SEQ ID NO: 178, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-614 gene can
be obtained by a method described in Cummins T M et al.,
2006, Proc Natl Acad Sci USA, Vol. 103, p. 3687-3692.
Also, “hsa-mir-614 (miRBase Accession No. MI0003627,
SEQ ID NO: 362) having a hairpin-like structure is known
as a precursor of “hsa-miR-614”.

The term “hsa-miR-3937 gene” or “hsa-miR-3937” used
in the present specification includes the hsa-miR-3937 gene
(miRBase Accession No. MIMAT0018352) described in
SEQ ID NO: 179, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-3937 gene can
be obtained by a method described in Liao ] Y et al., 2010,
PLoS One, Vol. 5. e10563. Also, “hsa-mir-3937” (miRBase
Accession No. MI0016593, SEQ ID NO: 363) having a
hairpin-like structure is known as a precursor of “hsa-miR-
3937”.

The term “hsa-miR-6752-5p gene” or “hsa-miR-6752-5p”
used in the present specification includes the hsa-miR-6752-
5p gene (miRBase Accession No. MIMAT0027404)
described in SEQ ID NO: 180, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6752-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6752” (miRBase Accession No. M10022597,
SEQ ID NO: 364) having a hairpin-like structure is known
as a precursor of “hsa-miR-6752-5p”.

The term “hsa-miR-6771-5p gene” or “hsa-miR-6771-5p”
used in the present specification includes the hsa-miR-6771-
5p gene (miRBase Accession No. MIMAT0027442)
described in SEQ ID NO: 181, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6771-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6771” (miRBase Accession No. M10022616,
SEQ ID NO: 365) having a hairpin-like structure is known
as a precursor of “hsa-miR-6771-5p”.

The term “hsa-miR-4450 gene” or “hsa-miR-4450” used
in the present specification includes the hsa-miR-4450 gene
(miRBase Accession No. MIMAT0018971) described in
SEQ ID NO: 182, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4450 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, e118-e127. Also, “hsa-mir-4450” (miRBase
Accession No. MI0016795, SEQ ID NO: 366) having a
hairpin-like structure is known as a precursor of “hsa-miR-
4450”.

The term “hsa-miR-211-3p gene” or “hsa-miR-211-3p”
used in the present specification includes the hsa-miR-211-
3p gene (miRBase Accession No. MIMAT0022694)
described in SEQ ID NO: 183, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-211-
3p gene can be obtained by a method described in Lim [, P
et al., 2003, Science, Vol. 299, p. 1540. Also, “hsa-mir-211”
(miRBase Accession No. MI0000287, SEQ ID NO: 367)
having a hairpin-like structure is known as a precursor of
“hsa-miR-211-3p”.
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The term “hsa-miR-663a gene” or “hsa-miR-663a” used
in the present specification includes the hsa-miR-663a gene
(miRBase Accession No. MIMAT0003326) described in
SEQ ID NO: 184, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-663a gene can
be obtained by a method described in Cummins J M et al.,
2006, Proc Natl Acad Sci USA, Vol. 103, p. 3687-3692.
Also, “hsa-mir-663a” (miRBase Accession No. MI0003672,
SEQ ID NO: 368) having a hairpin-like structure is known
as a precursor of “hsa-miR-663a”.

The term “hsa-miR-6842-5p gene” or “hsa-miR-6842-5p”
used in the present specification includes the hsa-miR-6842-
5p gene (miRBase Accession No. MIMAT0027586)
described in SEQ ID NO: 185, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6842-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6842” (miRBase Accession No. MI10022688,
SEQ ID NO: 369) having a hairpin-like structure is known
as a precursor of “hsa-miR-6842-5p”.

The term “hsa-miR-7114-5p gene” or “hsa-miR-7114-5p”
used in the present specification includes the hsa-miR-7114-
5p gene (miRBase Accession No. MIMAT0028125)
described in SEQ ID NO: 186, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
7114-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-7114” (miRBase Accession No. MI0022965,
SEQ ID NO: 370) having a hairpin-like structure is known
as a precursor of “hsa-miR-7114-5p”.

The term “hsa-miR-6779-5p gene” or “hsa-miR-6779-5p”
used in the present specification includes the hsa-miR-6779-
5p gene (miRBase Accession No. MIMAT0027458)
described in SEQ ID NO: 187, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6779-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6779” (miRBase Accession No. M10022624,
SEQ ID NO: 371) having a hairpin-like structure is known
as a precursor of “hsa-miR-6779-5p”.

The term “hsa-miR-204-3p gene” or “hsa-miR-204-3p”
used in the present specification includes the hsa-miR-204-
3p gene (miRBase Accession No. MIMAT0022693)
described in SEQ ID NO: 580, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-204-
3p gene can be obtained by a method described in Lim L P
et al., 2003, Science, Vol. 299, p. 1540. Also, “hsa-mir-204”
(miRBase Accession No. MI0000284, SEQ ID NO: 612)
having a hairpin-like structure is known as a precursor of
“hsa-miR-204-3p”.

The term “hsa-miR-642a-3p gene” or “hsa-miR-642a-3p”
used in the present specification includes the hsa-miR-642a-
3p gene (miRBase Accession No. MIMAT0020924)
described in SEQ ID NO: 581, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
642a-3p gene can be obtained by a method described in
Cummins J M et al., 2006, Proc Natl Acad Sci USA, Vol.
103, p. 3687-3692. Also, “hsa-mir-642a” (miRBase Acces-
sion No. MI0003657, SEQ ID NO: 613) having a hairpin-
like structure is known as a precursor of “hsa-miR-642a-3p”.

The term “hsa-miR-762 gene” or “hsa-miR-762" used in
the present specification includes the hsa-miR-762 gene
(miRBase Accession No. MIMAT0010313) described in
SEQ ID NO: 582, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-762 gene can
be obtained by a method described in Berezikov E et al,,
2006, Genome Res, Vol. 16, p. 1289-1298. Also, “hsa-mir-
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762” (miRBase Accession No. MI0003892, SEQ ID NO:
614) having a hairpin-like structure is known as a precursor
of “hsa-miR-762".

The term “hsa-miR-1202 gene” or “hsa-miR-1202” used
in the present specification includes the hsa-miR-1202 gene
(miRBase Accession No. MIMAT0005865) described in
SEQ ID NO: 583, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-1202 gene can
be obtained by a method described in Marton S et al., 2008,
Leukemia, Vol. 22, p. 330-338. Also, “hsa-mir-1202” (miR-
Base Accession No. MI0006334, SEQ ID NO: 615) having
a hairpin-like structure is known as a precursor of “hsa-
miR-1202".

The term “hsa-miR-3162-5p gene” or “hsa-miR-3162-5p”
used in the present specification includes the hsa-miR-3162-
5p gene (miRBase Accession No. MIMAT0015036)
described in SEQ ID NO: 584, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
3162-5p gene can be obtained by a method described in
Stark M S et al,, 2010, PLoS One, Vol. 5, 9685. Also,
“hsa-mir-3162” (miRBase Accession No. MI0014192, SEQ
ID NO: 616) having a hairpin-like structure is known as a
precursor of “hsa-miR-3162-5p”.

The term “hsa-miR-3196 gene” or “hsa-miR-3196 used
in the present specification includes the hsa-miR-3196 gene
(miRBase Accession No. MIMAT0015080) described in
SEQ ID NO: 585, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-3196 gene can
be obtained by a method described in Stark M S et al., 2010,
PLoS One, Vol. 5, e9685. Also, “hsa-mir-3196” (miRBase
Accession No. MI0014241, SEQ ID NO: 617) having a
hairpin-like structure is known as a precursor of “hsa-miR-
3196”.

The term “hsa-miR-3622a-5p gene” or “hsa-miR-3622a-
5p” used in the present specification includes the hsa-miR-
3622a-5p gene (miRBase Accession No. MIMAT0018003)
described in SEQ ID NO: 586, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
3622a-5p gene can be obtained by a method described in
Witten D et al., 2010, BMC Biol., Vol. 8, p. 58. Also,
“hsa-mir-3622a” (miRBase Accession No. MI0016013,
SEQ ID NO: 618) having a hairpin-like structure is known
as a precursor of “hsa-miR-3622a-5p”.

The term “hsa-miR-3665 gene” or “hsa-miR-3665" used
in the present specification includes the hsa-miR-3665 gene
(miRBase Accession No. MIMAT0018087) described in
SEQ ID NO: 587, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-3665 gene can
be obtained by a method described in Xie X et al., 2005,
Nature, Vol. 434, p. 338-345. Also, “hsa-mir-3665” (miR-
Base Accession No. MI0016066, SEQ ID NO: 619) having
a hairpin-like structure is known as a precursor of “hsa-
miR-3665".

The term “hsa-miR-3940-5p gene” or “hsa-miR-3940-5p”
used in the present specification includes the hsa-miR-3940-
5p gene (miRBase Accession No. MIMAT0019229)
described in SEQ ID NO: 588, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
3940-5p gene can be obtained by a method described in Liao
JY etal., 2010, PLoS One, Vol. 5, e10563. Also, “hsa-mir-
3940” (miRBase Accession No. M10016597, SEQ ID NO:
620) having a hairpin-like structure is known as a precursor
of “hsa-miR-3940-5p”.

The term “hsa-miR-4294 gene” or “hsa-miR-4294” used
in the present specification includes the hsa-miR-4294 gene
(miRBase Accession No. MIMAT0016849) described in
SEQ ID NO: 589, a homolog or an ortholog of a different
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organism species, and the like. The hsa-miR-4294 gene can
be obtained by a method described in Goff L A et al., 2009,
PLoS One, Vol. 4, €7192. Also, “hsa-mir-4294” (miRBase
Accession No. MI0015827, SEQ ID NO: 621) having a
hairpin-like structure is known as a precursor of “hsa-miR-
4294”,

The term “hsa-miR-4466 gene” or “hsa-miR-4466” used
in the present specification includes the hsa-miR-4466 gene
(miRBase Accession No. MIMAT0018993) described in
SEQ ID NO: 590, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4466 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, e118-e127. Also, “hsa-mir-4466” (miRBase
Accession No. MI0016817, SEQ ID NO: 622) having a
hairpin-like structure is known as a precursor of “hsa-miR-
4466”.

The term “hsa-miR-4476 gene” or “hsa-miR-4476” used
in the present specification includes the hsa-miR-4476 gene
(miRBase Accession No. MIMAT0019003) described in
SEQ ID NO: 591, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4476 gene can
be obtained by a method described in Jima D D et al., 2010,
Blood, Vol. 116, e118-e127. Also, “hsa-mir-4476” (miRBase
Accession No. MI0016828, SEQ ID NO: 623) having a
hairpin-like structure is known as a precursor of “hsa-miR-
4476”.

The term “hsa-miR-4723-5p gene” or “hsa-miR-4723-5p”
used in the present specification includes the hsa-miR-4723-
5p gene (miRBase Accession No. MIMAT0019838)
described in SEQ ID NO: 592, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
4723-5p gene can be obtained by a method described in
Persson H et al., 2011, Cancer Res., Vol. 71, p. 78-86. Also,
“hsa-mir-4723” (miRBase Accession No. MI0017359, SEQ
ID NO: 624) having a hairpin-like structure is known as a
precursor of “hsa-miR-4723-5p”.

The term “hsa-miR-4725-3p gene” or “hsa-miR-4725-3p”
used in the present specification includes the hsa-miR-4725-
3p gene (miRBase Accession No. MIMAT0019844)
described in SEQ ID NO: 593, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
4725-3p gene can be obtained by a method described in
Persson H et al., 2011, Cancer Res, Vol. 71, p. 78-86. Also,
“hsa-mir-4725” (miRBase Accession No. MI0017362, SEQ
ID NO: 625) having a hairpin-like structure is known as a
precursor of “hsa-miR-4725-3p”.

The term “hsa-miR-4730 gene” or “hsa-miR-4730” used
in the present specification includes the hsa-miR-4730 gene
(miRBase Accession No. MIMAT0019852) described in
SEQ ID NO: 594, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4730 gene can
be obtained by a method described in Persson H et al., 2011,
Cancer Res, Vol. 71, p. 78-86. Also, “hsa-mir-4730” (miR-
Base Accession No. MI0017367, SEQ ID NO: 626) having
a hairpin-like structure is known as a precursor of “hsa-
miR-4730".

The term “hsa-miR-4739 gene” or “hsa-miR-4739” used
in the present specification includes the hsa-miR-4739 gene
(miRBase Accession No. MIMAT0019868) described in
SEQ ID NO: 595, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-4739 gene can
be obtained by a method described in Persson H et al., 2011,
Cancer Res, Vol. 71, p. 78-86. Also, “hsa-mir-4739” (miR-
Base Accession No. MI0017377, SEQ ID NO: 627) having
a hairpin-like structure is known as a precursor of “hsa-
miR-4739".
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The term “hsa-miR-4787-5p gene” or “hsa-miR-4787-5p”
used in the present specification includes the hsa-miR-4787-
5p gene (miRBase Accession No. MIMAT0019956)
described in SEQ ID NO: 596, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
4787-5p gene can be obtained by a method described in
Persson H et al., 2011, Cancer Res, Vol. 71, p. 78-86. Also,
“hsa-mir-4787” (miRBase Accession No. M10017434, SEQ
ID NO: 628) having a hairpin-like structure is known as a
precursor of “hsa-miR-4787-5p”.

The term “hsa-miR-5787 gene” or “hsa-miR-5787” used
in the present specification includes the hsa-miR-5787 gene
(miRBase Accession No. MIMAT0023252) described in
SEQ ID NO: 597, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-5787 gene can
be obtained by a method described in Yoo H et al., 2011,
Biochem Biophys Res Commun, Vol. 415, p. 567-572. Also,
“hsa-mir-5787” (miRBase Accession No. MI0019797, SEQ
ID NO: 629) having a hairpin-like structure is known as a
precursor of “hsa-miR-5787”.

The term “hsa-miR-6085 gene” or “hsa-miR-6085” used
in the present specification includes the hsa-miR-6085 gene
(miRBase Accession No. MIMAT0023710) described in
SEQ ID NO: 598, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-6085 gene can
be obtained by a method described in Voellenkle C et al.,
2012, RNA., Vol. 18, p. 472-484. Also, “hsa-mir-6085”
(miRBase Accession No. MI0020362, SEQ ID NO: 630)
having a hairpin-like structure is known as a precursor of
“hsa-miR-6085".

The term “hsa-miR-6717-5p gene” or “hsa-miR-6717-5p”
used in the present specification includes the hsa-miR-6717-
5p gene (miRBase Accession No. MIMAT0025846)
described in SEQ ID NO: 599, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6717-5p gene can be obtained by a method described in Li
Y et al., 2012, Gene, Vol. 497, p. 330-335. Also, “hsa-mir-
6717”7 (miRBase Accession No. MI0022551, SEQ ID NO:
631) having a hairpin-like structure is known as a precursor
of “hsa-miR-6717-5p”.

The term “hsa-miR-6724-5p gene” or “hsa-miR-6724-5p”
used in the present specification includes the hsa-miR-6724-
5p gene (miRBase Accession No. MIMAT0025856)
described in SEQ ID NO: 600, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6724-5p gene can be obtained by a method described in Li
Y et al., 2012, Gene, Vol. 497, p. 330-335. Also, “hsa-mir-
6724” (miRBase Accession No. MI0022559, SEQ 1D NO:
632) having a hairpin-like structure is known as a precursor
of “hsa-miR-6724-5p”.

The term “hsa-miR-6777-5p gene” or “hsa-miR-6777-5p”
used in the present specification includes the hsa-miR-6777-
5p gene (miRBase Accession No. MIMAT0027454)
described in SEQ ID NO: 601, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6777-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6777” (miRBase Accession No. M10022622,
SEQ ID NO: 633) having a hairpin-like structure is known
as a precursor of “hsa-miR-6777-5p”.

The term “hsa-miR-6778-5p gene” or “hsa-miR-6778-5p”
used in the present specification includes the hsa-miR-6778-
5p gene (miRBase Accession No. MIMAT0027456)
described in SEQ ID NO: 602, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6778-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res., Vol. 22, p. 1634-1645.
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Also, “hsa-mir-6778” (miRBase Accession No. M10022623,
SEQ ID NO: 634) having a hairpin-like structure is known
as a precursor of “hsa-miR-6778-5p”.

The term “hsa-miR-6787-5p gene” or “hsa-miR-6787-5p”
used in the present specification includes the hsa-miR-6787-
5p gene (miRBase Accession No. MIMAT0027474)
described in SEQ ID NO: 603, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6787-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res, Vol. 22, p. 1634-1645.
Also, “hsa-mir-6787” (miRBase Accession No. M10022632,
SEQ ID NO: 635) having a hairpin-like structure is known
as a precursor of “hsa-miR-6787-5p”.

The term “hsa-miR-6789-5p gene” or “hsa-miR-6789-5p”
used in the present specification includes the hsa-miR-6789-
5p gene (miRBase Accession No. MIMAT0027478)
described in SEQ ID NO: 604, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6789-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res., Vol. 22, p. 1634-1645.
Also, “hsa-mir-6789” (miRBase Accession No. M10022634,
SEQ ID NO: 636) having a hairpin-like structure is known
as a precursor of “hsa-miR-6789-5p”.

The term “hsa-miR-6845-5p gene” or “hsa-miR-6845-5p”
used in the present specification includes the hsa-miR-6845-
5p gene (miRBase Accession No. MIMAT0027590)
described in SEQ ID NO: 605, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6845-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res., Vol. 22, p. 1634-1645.
Also, “hsa-mir-6845” (miRBase Accession No. M10022691,
SEQ ID NO: 637) having a hairpin-like structure is known
as a precursor of “hsa-miR-6845-5p”.

The term “hsa-miR-6893-5p gene” or “hsa-miR-6893-5p”
used in the present specification includes the hsa-miR-6893-
5p gene (miRBase Accession No. MIMAT0027686)
described in SEQ ID NO: 606, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-
6893-5p gene can be obtained by a method described in
Ladewig E et al., 2012, Genome Res., Vol. 22, p. 1634-1645.
Also, “hsa-mir-6893” (miRBase Accession No. M10022740,
SEQ ID NO: 638) having a hairpin-like structure is known
as a precursor of “hsa-miR-6893-5p”.

The term “hsa-miR-16-5p gene” or “hsa-miR-16-5p”
used in the present specification includes the hsa-miR-16-5p
gene (miRBase Accession No. MIMAT0000069) described
in SEQ ID NO: 607, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-16-5p gene can
be obtained by a method described in Lagos-Quintana M et
al., 2002, Curr Biol.,, Vol. 12, p. 735-739. Also, “hsa-mir-
16-1 and hsa-mir-16-2” (miRBase Accession Nos.
MI0000070 and MI0O000115, SEQ ID NOs: 639 and 640)
having a hairpin-like structure are known as precursors of
“hsa-miR-16-5p”.

The term “hsa-miR-423-5p gene” or “hsa-miR-423-5p”
used in the present specification includes the hsa-miR-423-
5p gene (miRBase Accession No. MIMAT0004748)
described in SEQ ID NO: 608, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-423-
5p gene can be obtained by a method described in
Kasashima K et al., 2004, Biochem Biophys Res Commun.,
Vol. 322, p. 403-410. Also, “hsa-mir-423” (miRBase Acces-
sion No. MI0001445, SEQ ID NO: 641) having a hairpin-
like structure is known as a precursor of “hsa-miR-423-5p”.

The term “hsa-miR-451a gene” or “hsa-miR-451a” used
in the present specification includes the hsa-miR-451a gene
(miRBase Accession No. MIMAT0001631) described in
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SEQ ID NO: 609, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-451a gene can
be obtained by a method described in Altuvia Y et al., 2005,
Nucleic Acids Res., Vol. 33, p. 2697-2706. Also, “hsa-mit-
451a” (miRBase Accession No. M10001729, SEQ 1D NO:
642) having a hairpin-like structure is known as a precursor
of “hsa-miR-451a”.

The term “hsa-miR-564 gene” or “hsa-miR-564" used in
the present specification includes the hsa-miR-564 gene
(miRBase Accession No. MIMAT0003228) described in
SEQ ID NO: 610, a homolog or an ortholog of a different
organism species, and the like. The hsa-miR-564 gene can
be obtained by a method described in Cummins J M, 2006,
Proc Natl Acad Sci, Vol. 103, p. 3687-3692. Also, “hsa-mit-
564” (miRBase Accession No. MI0003570, SEQ ID NO:
643) having a hairpin-like structure is known as a precursor
of “hsa-miR-564".

The term “hsa-miR-671-5p gene” or “hsa-miR-671-5p”
used in the present specification includes the hsa-miR-671-
5p gene (miRBase Accession No. MIMAT0003880)
described in SEQ ID NO: 611, a homolog or an ortholog of
a different organism species, and the like. The hsa-miR-671-
5p gene can be obtained by a method described in Berezikov
E et al., 2006, Genome Res, Vol. 16, p. 1289-1298. Also,
“hsa-mir-671” (miRBase Accession No. MI0003760, SEQ
ID NO: 644) having a hairpin-like structure is known as a
precursor of “hsa-miR-671-5p”.

A mature miRNA may become a variant due to the
sequence cleaved shorter or longer by one to several
upstream or downstream bases or base substitution when
cleaved as the mature miRNA from its RNA precursor that
has a hairpin-like structure. This variant is called isomiR
(Morin R D. et al., 2008, Genome Res., Vol. 18, p. 610-621).
miRBase Release 20 shows the nucleotide sequences rep-
resented by SEQ ID NOs: 1 to 187 and 580 to 611 as well
as a large number of the nucleotide sequence variants and
fragments represented by SEQ ID NOs: 137 to 579 and 645
to 684, called isomiRs. These variants can also be obtained
as miRNAs having a nucleotide sequence represented by
any of SEQ 1D NOs: 1 to 187 and 580 to 611. Specifically,
among the variants of polynucleotides consisting of a
nucleotide sequence represented by any of SEQ 1D NOs: 1,
2,4,56,7,10, 12, 15, 16, 18, 19, 21, 22, 24, 25, 27, 30,
31,33, 34,36, 39, 41, 42, 43, 44, 45, 46, 48, 51, 53, 58, 61,
62, 63, 66, 69, 73,75, 76,77, 78, 83, 84, 85, 86, 87, 88, 90,
94, 95, 96, 98, 100, 102, 103, 104, 105, 106, 107, 108, 109,
111, 115, 117, 119, 120, 123, 124, 125, 126, 127, 128, 131,
136, 137, 139, 140, 143, 144, 147, 149, 151, 153, 154, 155,
156, 158, 160, 162, 165, 167, 168, 169, 170, 173, 174, 175,
176, 178, 182, 183, 184, 580, 581, 584, 585, 587, 588, 590,
591, 592, 593, 594, 595, 597, 599, 600, 607, 608, 609 and
611 or a nucleotide sequence derived from the nucleotide
sequence by the replacement of u with t according to the
present invention, examples of the longest variants regis-
tered in miRBase Release 20 include polynucleotides rep-
resented by SEQ ID NOs: 372, 374, 376, 378, 380, 382, 384,
386, 388, 390, 392, 394, 396, 398, 400, 402, 404, 406, 408,
410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 432,
434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 456,
458, 460, 462, 464, 466, 468, 470, 472, 474, 476, 478, 480,
482, 484, 486, 488, 490, 492, 494, 496, 498, 500, 502, 504,
506, 508, 510, 512, 514, 516, 518, 520, 522, 524, 526, 528,
530, 532, 534, 536, 538, 540, 542, 544, 546, 548, 550, 552,
554, 556, 558, 560, 562, 564, 566, 568, 570, 572, 574, 576,
578, 645, 647, 650, 652, 655, 657, 659, 661, 663, 665, 667,
669, 671, 673, 675, 677, 679, 681 and 683, respectively.
Also, among the variants of polynucleotides consisting of a
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nucleotide sequence represented by any of SEQ 1D NOs: 1,
2,4,5,6,7,10, 12, 15, 16, 18, 19, 21, 22, 24, 25, 27, 30,
31,33, 34,36, 39, 41, 42, 43, 44, 45, 46, 48, 51, 53, 58, 61,
62, 63, 66,69, 73, 75, 76,717,778, 83, 84, 85, 86, 87, 88, 90,
94, 95, 96, 98, 100, 102, 103, 104, 105, 106, 107, 108, 109,
111, 115, 117, 119, 120, 123, 124, 125, 126, 127, 128, 131,
136, 137, 139, 140, 143, 144, 147, 149, 151, 153, 154, 155,
156, 158, 160, 162, 165, 167, 168, 169, 170, 173, 174, 175,
176, 178, 182, 183, 184, 580, 581, 583, 584, 585, 586, 587,
588, 590, 591, 592, 593, 594, 595, 597, 599, 600, 607, 608,
609 and 611 or a nucleotide sequence derived from the
nucleotide sequence by the replacement of u with t accord-
ing to the present invention, examples of the shortest vari-
ants registered in miRBase Release 20 include polynucle-
otides having sequences represented by SEQ 1D NOs: 373,
375,371, 379, 381, 383, 385, 387, 389, 391, 393, 395,397,
399, 401, 403, 405, 407, 409, 411, 413, 415, 417, 419, 421,
423, 425, 427, 429, 431, 433, 435, 437, 439, 441, 443, 445,
447, 449, 451, 453, 455, 457, 459, 461, 463, 465, 467, 469,
471, 473, 475, 477, 479, 481, 483, 485, 487, 489, 491, 493,
495, 497, 499, 501, 503, 505, 507, 509, 511, 513, 515, 517,
519, 521, 523, 525, 527, 529, 531, 533, 535, 537, 539, 541,
543, 545, 547, 549, 551, 553, 555, 557, 559, 561, 563, 565,
567, 569, 571, 573, 575, 577, 579, 646, 648, 649, 651, 653,
654, 656, 658, 660, 662, 664, 666, 668, 670, 672, 674, 676,
678, 680, 682 and 684, respectively. In addition to these
variants and fragments, examples thereof include a large
number of isomiR polynucleotides of SEQ ID NOs: 1 to 187
and 580 to 611 registered in miRBase. Examples of the
polynucleotide comprising a nucleotide sequence repre-
sented by any of SEQ ID NOs: 1 to 187 and 580 to 611
include a polynucleotide represented by any of SEQ ID
NOs: 188 to 371, and 612 to 644, which are their respective
precursors.

The names and miRBase Accession Nos. (registration
numbers) of the genes represented by SEQ ID NOs: 1 to 684
are shown in Table 1.

In the present specification, the term “capable of specifi-
cally binding” means that the nucleic acid probe or the
primer used in the present invention binds to a particular
target nucleic acid and cannot substantially bind to other
nucleic acids.

TABLE 1
SEQ miRBase
ID NO: Gene name registration No.
1 hsa-miR-4443 MIMAT0018961
2 hsa-miR-1908-5p MIMAT0007881
3 hsa-miR-4257 MIMAT0016878
4 hsa-miR-3197 MIMAT0015082
5 hsa-miR-3188 MIMAT0015070
6  hsa-miR-4649-5p MIMAT0019711
7 hsa-miR-1343-3p MIMAT0019776
8  hsa-miR-6861-5p MIMAT0027623
9 hsa-miR-1343-5p MIMAT0027038
10 hsa-miR-642b-3p MIMAT0018444
11 hsa-miR-6741-5p MIMAT0027383
12 hsa-miR-4743-5p MIMAT0019878
13 hsa-miR-6826-5p MIMAT0027552
14 hsa-miR-3663-3p MIMAT0018085
15 hsa-miR-3131 MIMAT0014996
16  hsa-miR-92a-2-5p MIMAT0004508
17 hsa-miR-4258 MIMAT0016879
18 hsa-miR-4448 MIMAT0018967
19 hsa-miR-6123 MIMAT0024598
20 hsa-miR-6880-5p MIMAT0027660
21 hsa-miR-6132 MIMAT0024616
22 hsa-miR-4467 MIMAT0018994
23 hsa-miR-6749-5p MIMAT0027398
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TABLE 1-continued TABLE 1-continued
SEQ miRBase SEQ miRBase
ID NO: Gene name registration No. ID NO: Gene name registration No.
24 hsa-miR-2392 MIMAT0019043 5 101 hsa-miR-8069 MIMAT0030996
25 hsa-miR-1273g-3p MIMAT0022742 102 hsa-miR-4726-3p MIMAT0019845
26 hsa-miR-4746-3p MIMAT0019881 103 hsa-miR-6124 MIMAT0024597
27 hsa-miR-1914-3p MIMATO0007890 104 hsa-miR-4532 MIMAT0019071
28  hsa-miR-7845-5p MIMAT0030420 105 hsa-miR-4486 MIMAT0019020
29 hsa-miR-6726-5p MIMAT0027353 106 hsa-miR-4728-5p MIMAT0019849
30 hsa-miR-128-2-5p MIMAT0031095 10 107 hsa-miR-4508 MIMAT0019045
31 hsa-miR-4651 MIMAT0019715 108 hsa-miR-128-1-5p MIMAT0026477
32 hsa-miR-6765-3p MIMAT0027431 109 hsa-miR-4513 MIMAT0019050
33 hsa-miR-3183 MIMAT0015065 110 hsa-miR-6793-3p MIMAT0027490
34 hsa-miR-4792 MIMAT0019964 111 hsa-miR-4689 MIMAT0019778
35 hsa-miR-6887-5p MIMAT0027674 112 hsa-miR-6763-3p MIMAT0027426
36 hsa-miR-5572 MIMAT0022260 15 113 hsa-miR-8072 MIMAT0030999
37  hsa-miR-3619-3p MIMAT0019219 114 hsa-miR-6763-5p MIMAT0027430
38 hsa-miR-6780b-5p MIMAT0027572 115 hsa-miR-4419b MIMAT0019034
39 hsa-miR-4707-5p MIMAT0019807 116 hsa-miR-7641 MIMAT0029782
40 hsa-miR-8063 MIMAT0030990 117 hsa-miR-3928-3p MIMAT0018205
41 hsa-miR-4454 MIMAT0018976 118 hsa-miR-1227-3p MIMAT0022941
42 hsa-miR-4523 MIMAT0019064 119 hsa-miR-4492 MIMAT0019027
43 hsa-miR-7973 MIMAT0031178 20 120 hsa-miR-296-3p MIMAT0004679
44 hsa-miR-744-5p MIMAT0004945 121 hsa-miR-6769a-5p MIMAT0027438
45 hsa-miR-3135b MIMATO0018985 122 hsa-miR-6889-3p MIMAT0027678
46 hsa-miR-4648 MIMAT0019710 123 hsa-miR-4632-3p MIMAT0022977
47 hsa-miR-6816-5p MIMAT0027532 124 hsa-miR-4503 MIMAT0019041
48 hsa-miR-4741 MIMAT0019871 125 hsa-miR-3154 MIMAT0015028
49 hsa-miR-7150 MIMAT0028211 25 126 hsa-miR-3648 MIMATO0018068
50 hsa-miR-6791-3p MIMAT0027482 127 hsa-miR-4442 MIMAT0018960
51 hsa-miR-1247-3p MIMAT0022721 128 hsa-miR-3141 MIMAT0015010
52 hsa-miR-7977 MIMAT0031180 129 hsa-miR-7113-3p MIMAT0028124
53 hsa-miR-4497 MIMAT0019032 130 hsa-miR-6819-3p MIMAT0027538
54 hsa-miR-6090 MIMAT0023715 131 hsa-miR-3193 MIMAT0015079
55 hsa-miR-6781-5p MIMAT0027462 30 132 hsa-miR-1199-5p MIMAT0031119
56 hsa-miR-6870-5p MIMAT0027640 133 hsa-miR-6738-3p MIMAT0027377
57 hsa-miR-6729-5p MIMAT0027359 134 hsa-miR-4656 MIMAT0019723
58  hsa-miR-4530 MIMAT0019069 135 hsa-miR-6820-5p MIMAT0027540
59 hsa-miR-7847-3p MIMAT0030422 136 hsa-miR-615-5p MIMAT0004804
60  hsa-miR-6825-5p MIMAT0027550 137 hsa-miR-486-3p MIMAT0004762
61 hsa-miR-4674 MIMAT0019756 15 138 hsa-miR-1225-3p MIMAT0005573
62 hsa-miR-3917 MIMAT0018191 139 hsa-miR-760 MIMAT0004957
63 hsa-miR-4707-3p MIMAT0019808 140 hsa-miR-187-5p MIMAT0004561
64 hsa-miR-6883-5p MIMAT0027670 141 hsa-miR-1203 MIMAT0005866
65 hsa-miR-6722-3p MIMAT0025854 142 hsa-miR-7110-5p MIMAT0028117
66 hsa-miR-4516 MIMAT0019053 143 hsa-miR-371a-5p MIMAT0004687
67  hsa-miR-6757-5p MIMAT0027414 144 hsa-miR-939-5p MIMAT0004982
68  hsa-miR-6840-3p MIMAT0027583 40 145 hsa-miR-575 MIMAT0003240
69 hsa-miR-5195-3p MIMAT0021127 146 hsa-miR-92b-5p MIMAT0004792
70 hsa-miR-6756-5p MIMAT0027412 147 hsa-miR-887-3p MIMAT0004951
71 hsa-miR-6800-5p MIMAT0027500 148 hsa-miR-920 MIMAT0004970
72 hsa-miR-6727-5p MIMAT0027355 149 hsa-miR-1915-5p MIMAT0007891
73 hsa-miR-6126 MIMAT0024599 150 hsa-miR-1231 MIMAT0005586
74 hsa-miR-6872-3p MIMAT0027645 45 151 hsa-miR-663b MIMAT0005867
75 hsa-miR-4446-3p MIMAT0018965 152 hsa-miR-1225-5p MIMAT0005572
76 hsa-miR-1268a MIMAT0005922 153 hsa-miR-4763-3p MIMAT0019913
77 hsa-miR-1908-3p MIMAT0026916 154 hsa-miR-3656 MIMAT0018076
78  hsa-miR-3679-5p MIMAT0018104 155 hsa-miR-4488 MIMAT0019022
79  hsa-miR-4534 MIMAT0019073 156  hsa-miR-125a-3p MIMAT0004602
80  hsa-miR-4673 MIMAT0019757 50 157 hsa-miR-1469 MIMAT0007347
81 hsa-miR-7108-5p MIMAT0028113 158  hsa-miR-1228-5p MIMAT0005582
82  hsa-miR-6799-5p MIMAT0027498 159 hsa-miR-6798-5p MIMAT0027496
83 hsa-miR-4695-5p MIMAT0019788 160 hsa-miR-1268b MIMAT0018925
84  hsa-miR-3178 MIMAT0015055 161 hsa-miR-6732-5p MIMAT0027365
85 hsa-miR-5090 MIMAT0021082 162 hsa-miR-1915-3p MIMAT0007892
86  hsa-miR-3180 MIMAT0018178 55 163 hsa-miR-4433b-3p MIMAT0030414
87  hsa-miR-1237-5p MIMAT0022946 164  hsa-miR-1207-5p MIMAT0005871
8%  hsa-miR-4758-5p MIMAT0019903 165  hsa-miR-4433-3p MIMAT0018949
89 hsa-miR-3184-5p MIMAT0015064 166  hsa-miR-6879-5p MIMAT0027658
90  hsa-miR-4286 MIMAT0016916 167  hsa-miR-4417 MIMAT0018929
91 hsa-miR-6784-5p MIMAT0027468 168  hsa-miR-30c-1-3p MIMAT0004674
92 hsa-miR-6768-5p MIMAT0027436 169  hsa-miR-4638-5p MIMAT0019695
93 hsa-miR-6785-5p MIMAT0027470 60 170 hsa-miR-6088 MIMAT0023713
94  hsa-miR-4706 MIMAT0019806 171 hsa-miR-4270 MIMAT0016900
95 hsa-miR-711 MIMAT0012734 172 hsa-miR-6782-5p MIMAT0027464
9¢  hsa-miR-1260a MIMAT0005911 173 hsa-miR-665 MIMAT0004952
97  hsa-miR-6746-5p MIMAT0027392 174 hsa-miR-486-5p MIMAT0002177
98  hsa-miR-6089 MIMAT0023714 175 hsa-miR-46535-5p MIMAT0019721
99  hsa-miR-6821-5p MIMAT0027542 65 176 hsa-miR-1275 MIMAT0005929
100 hsa-miR-4667-3p MIMAT0019743 177 hsa-miR-6806-3p MIMAT0027512
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TABLE 1-continued TABLE 1-continued
SEQ miRBase SEQ miRBase
ID NO: Gene name registration No. ID NO: Gene name registration No.

178  hsa-miR-614 MIMAT0003282 5 255 hsa-mir-6756 MI0022601
179 hsa-miR-3937 MIMAT0018352 256 hsa-mir-6800 MI0022645
180 hsa-miR-6752-5p MIMAT0027404 257 hsa-mir-6727 MI0022572
181 hsa-miR-6771-5p MIMAT0027442 258  hsa-mir-6126 MI0021260
182 hsa-miR-4450 MIMAT0018971 259 hsa-mir-6872 MI0022719
183 hsa-miR-211-3p MIMAT0022694 260 hsa-mir-4446 MI0016789
184 hsa-miR-663a MIMATO0003326 10 261 hsa-mir-1268a MI0006405
185 hsa-miR-6842-5p MIMAT0027586 262 hsa-mir-3679 MI0016080
186  hsa-miR-7114-5p MIMAT0028125 263 hsa-mir-4534 MI0016901
187 hsa-miR-6779-3p MIMAT0027458 264 hsa-mir-4675 MIO0017306
188 hsa-mir-4443 MI0016786 265 hsa-mir-7108 MI0022959
189 hsa-mir-1908 MI0008329 266 hsa-mir-6799 MI0022644
190 hsa-mir-4257 MI0015856 15 267 hsa-mir-4695 MIO0017328
191 hsa-mir-3197 MI0014245 268 hsa-mir-3178 MI0014212
192 hsa-mir-3188 MI0014232 269 hsa-mir-5090 MIO017979
193 hsa-mir-4649 MI0017276 270 hsa-mir-3180-4 MI0016408
194 hsa-mir-1343 MI0017320 271 hsa-mir-3180-5 MI0016409
195 hsa-mir-6861 MI0022708 272 hsa-mir-1237 MI0006327
196 hsa-mir-642b MI0016685 273 hsa-mir-4758 MI0017399
197  hsa-mir-6741 MI0022586 20 274 hsa-mir-3184 MI0014226
198 hsa-mir-4745 MI0017384 275 hsa-mir-4286 MI0015894
199 hsa-mir-6826 MI0022671 276 hsa-mir-6784 MI0022629
200 hsa-mir-3663 MI0016064 277 hsa-mir-6768 MI0022613
201 hsa-mir-3131 MI0014151 278 hsa-mir-6785 MI0022630
202 hsa-mir-92a-2 MI0000094 279 hsa-mir-4706 MI0017339
203 hsa-mir-4258 MI0015857 25 280 hsa-mir-711 MI0012488
204 hsa-mir-4448 MI0016791 281 hsa-mir-1260a MI0006394
205 hsa-mir-6125 MI0021259 282 hsa-mir-6746 MI0022591
206 hsa-mir-6880 MI0022727 283 hsa-mir-6089-1 MI0020366
207 hsa-mir-6132 MI0021277 284 hsa-mir-6089-2 MI0023563
208 hsa-mir-4467 MI0016818 285 hsa-mir-6821 MI0022666
209 hsa-mir-6749 MI0022594 30 286 hsa-mir-4667 MI0017297
210 hsa-mir-2392 MI0016870 287 hsa-mir-8069 MI0025905
211 hsa-mir-1273g MI0018003 288 hsa-mir-4726 MI0017363
212 hsa-mir-4746 MI0017385 289 hsa-mir-6124 MI0021258
213 hsa-mir-1914 MIO008335 290 hsa-mir-4532 MI0016899
214 hsa-mir-7845 MI0025515 291 hsa-mir-4486 MI0016847
215 hsa-mir-6726 MI0022571 15 292 hsa-mir-4728 MIO0017365
216 hsa-mir-128-2 MI0000727 293 hsa-mir-4508 MI0016872
217 hsa-mir-4651 MI0017279 294 hsa-mir-128-1 MI0000447
218 hsa-mir-6765 MI0022610 295 hsa-mir-4513 MIO016879
219 hsa-mir-3185 MI0014227 296 hsa-mir-6795 MI0022640
220 hsa-mir-4792 MI0017439 297 hsa-mir-4689 MI0017322
221 hsa-mir-6887 MI0022734 298 hsa-mir-6763 MI0022608
222 hsa-mir-5572 MI0019117 40 299 hsa-mir-8072 MI0025908
223 hsa-mir-3619 MI0016009 300 hsa-mir-4419b MI0016861
224 hsa-mir-6780b MI0022681 301 hsa-mir-7641-1 MI0024975
225 hsa-mir-4707 MI0017340 302 hsa-mir-7641-2 MI0024976
226 hsa-mir-8063 MI0025899 303 hsa-mir-3928 MI0016438
227 hsa-mir-4454 MI0016800 304 hsa-mir-1227 MI0006316
228 hsa-mir-4525 MI0016892 45 305 hsa-mir-4492 MI0016854
229 hsa-mir-7975 MI0025751 306 hsa-mir-296 MIO000747
230 hsa-mir-744 MI0005559 307 hsa-mir-6769a MI0022614
231 hsa-mir-3135b MI0016809 308  hsa-mir-6889 MI0022736
232 hsa-mir-4648 MI0017275 309 hsa-mir-4632 MI0017259
233 hsa-mir-6816 MI0022661 310 hsa-mir-4505 MIO016868
234 hsa-mir-4741 MI0017379 50 311 hsa-mir-3154 MI0014182
235 hsa-mir-7150 MI0023610 312 hsa-mir-3648 MI001604&
236 hsa-mir-6791 MI0022636 313 hsa-mir-4442 MI0016785
237 hsa-mir-1247 MI0006382 314 hsa-mir-3141 MI0014165
238 hsa-mir-7977 MI0025753 315 hsa-mir-7113 MI0022964
239 hsa-mir-4497 MI0016859 316 hsa-mir-6819 MI0022664
240 hsa-mir-6090 MI0020367 55 317 hsa-mir-3195 MI0014240
241 hsa-mir-6781 MI0022626 318 hsa-mir-1199 MI0020340
242  hsa-mir-6870 MI0022717 319 hsa-mir-6738 MI0022583
243 hsa-mir-6729 MI0022574 320 hsa-mir-4656 MI0017284
244 hsa-mir-4530 MI0016897 321 hsa-mir-6820 MI0022665
245 hsa-mir-7847 MI0025517 322 hsa-mir-615 MI0003628
246 hsa-mir-6825 MI0022670 323 hsa-mir-486 MI0002470
247  hsa-mir-4674 MI0017305 60 324 hsa-mir-486-2 MI0023622
248 hsa-mir-3917 MI0016423 325 hsa-mir-1225 MI0006311
249 hsa-mir-6885 MI0022732 326  hsa-mir-760 MIO0005567
250 hsa-mir-6722 MI0022557 327 hsa-mir-187 MI0000274
251 hsa-mir-4516 MI0016882 328 hsa-mir-1203 MI0006335
252 hsa-mir-6757 MI0022602 329 hsa-mir-7110 MI0022961
253 hsa-mir-6840 MI0022686 65 330 hsa-mir-371a MIO000779
254 hsa-mir-5195 MI0018174 331 hsa-mir-939 MIO005761
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TABLE 1-continued TABLE 1-continued
SEQ miRBase SEQ miRBase
ID NO: Gene name registration No. ID NO: Gene name registration No.
332 hsa-mir-575 MI0003582 5 409  isomiR example 2 of SEQ ID NO: 31 —
333 hsa-mir-92b MI0003560 410 isomiR example 1 of SEQ ID NO: 33 —
334 hsa-mir-887 MI0005562 411  isomiR example 2 of SEQ ID NO: 33 —
335 hsa-mir-920 MI0005712 412 isomiR example 1 of SEQ ID NO: 34 —
336 hsa-mir-1915 MIO008336 413 isomiR example 2 of SEQ ID NO: 34 —
337 hsa-mir-1231 MI0006321 414 isomiR example 1 of SEQ ID NO: 36 —
338 hsa-mir-663b MI0006336 10 415 isomiR example 2 of SEQ ID NO: 36 —
339 hsa-mir-4763 MI0017404 416  isomiR example 1 of SEQ ID NO: 39 —
340 hsa-mir-3656 MI0016056 417  isomiR example 2 of SEQ ID NO: 39 —
341 hsa-mir-4488 MI0016849 418 isomiR example 1 of SEQ ID NO: 41 —
342 hsa-mir-125a MIO000469 419 isomiR example 2 of SEQ ID NO: 41 —
343 hsa-mir-1469 MI0007074 420 isomiR example 1 of SEQ ID NO: 42 —
344 hsa-mir-1228 MIO006318 15 421 isomiR example 2 of SEQ ID NO: 42 —
345  hsa-mir-6798 MI0022643 422 isomiR example 1 of SEQ ID NO: 43 —
346 hsa-mir-1268b MI0016748 423 isomiR example 2 of SEQ ID NO: 43 —
347 hsa-mir-6732 MI0022577 424 isomiR example 1 of SEQ ID NO: 44 —
348 hsa-mir-4433b MI0025511 425 isomiR example 2 of SEQ ID NO: 44 —
349 hsa-mir-1207 MI0006340 426  isomiR example 1 of SEQ ID NO: 45 —
350 hsa-mir-4433 MIO0016773 427  isomiR example 2 of SEQ ID NO: 45 —
351  hsa-mir-6879 MI0022726 20 428  isomiR example 1 of SEQ ID NO: 46 —
352 hsa-mir-4417 MI0016753 429  isomiR example 2 of SEQ ID NO: 46 —
353 hsa-mir-30c-1 MIO000736 430 isomiR example 1 of SEQ ID NO: 48 —
354 hsa-mir-4638 MI0017265 431 isomiR example 2 of SEQ ID NO: 48 —
355 hsa-mir-6088 MI0020365 432 isomiR example 1 of SEQ ID NO: 51 —
356  hsa-mir-4270 MIO015878 433 isomiR example 2 of SEQ ID NO: 51 —
357  hsa-mir-6782 MI0022627 25 434 isomiR example 1 of SEQ ID NO: 53 —
358 hsa-mir-6635 MIO0005563 435 isomiR example 2 of SEQ ID NO: 53 —
359 hsa-mir-4655 MI0017283 436 isomiR example 1 of SEQ ID NO: 58 —
360 hsa-mir-1275 MIO006415 437  isomiR example 2 of SEQ ID NO: 58 —
361  hsa-mir-6806 MI0022651 438  isomiR example 1 of SEQ ID NO: 61 —
362 hsa-mir-614 MI0003627 439  isomiR example 2 of SEQ ID NO: 61 —
363  hsa-mir-3937 MI0016593 30 440 isomiR example 1 of SEQ ID NO: 62 —
364  hsa-mir-6752 MI0022597 441 isomiR example 2 of SEQ ID NO: 62 —
365  hsa-mir-6771 MI0022616 2 isomiR example 1 of SEQ ID NO: 63 —
366  hsa-mir-4450 MI0016795 443 isomiR example 2 of SEQ ID NO: 63 —
367  hsa-mir-211 MIO000287 444 jsomiR example 1 of SEQ ID NO: 66 —
368  hsa-mir-663a MI0003672 445 isomiR example 2 of SEQ ID NO: 66 —
369  hsa-mir-6842 MI0022688 35 446 isomiR example 1 of SEQ ID NO: 69 —
370 hsa-mir-7114 MI0022965 447  isomiR example 2 of SEQ ID NO: 69 —
371  hsa-mir-6779 MI0022624 448 isomiR example 1 of SEQ ID NO: 73 —
372 isomiR example 1 of SEQ ID NO: 1 — 449 isomiR example 2 of SEQ ID NO: 73 —
373 isomiR example 2 of SEQ ID NO: 1 — 450 isomiR example 1 of SEQ ID NO: 75 —
374  isomiR example 1 of SEQ ID NO:2  — 451  isomiR example 2 of SEQ ID NO: 75 —
375  isomiR example 2 of SEQ ID NO:2  — 452 isomiR example 1 of SEQ ID NO: 76 —
376  isomiR example 1 of SEQ ID NO:4  — 40 453 isomiR example 2 of SEQ ID NO: 76 —
377  isomiR example 2 of SEQ ID NO:4  — 454 isomiR example 1 of SEQ ID NO: 77 —
378  isomiR example 1 of SEQ ID NO: 5 — 455 isomiR example 2 of SEQ ID NO: 77 —
379 isomiR example 2 of SEQ ID NO: 5 — 456  isomiR example 1 of SEQ ID NO: 78 —
380  isomiR example 1 of SEQ ID NO: 6  — 457  isomiR example 2 of SEQ ID NO: 78 —
381  isomiR example 2 of SEQ ID NO: 6  — 458  isomiR example 1 of SEQ ID NO: 83 —
382  isomiR example 1 of SEQ ID NO: 7  — 45 459  isomiR example 2 of SEQ ID NO: 83 —
383  isomiR example 2 of SEQ ID NO: 7  — 460  isomiR example 1 of SEQ ID NO: 8¢ —
384  isomiR example 1 of SEQ ID NO: 100 — 461  isomiR example 2 of SEQ ID NO: 8¢ —
385  isomiR example 2 of SEQ ID NO: 100 — 462  isomiR example 1 of SEQ ID NO: 85 —
38¢  isomiR example 1 of SEQ ID NO: 12 — 463 isomiR example 2 of SEQ ID NO: 85 —
387  isomiR example 2 of SEQ ID NO: 12— 464  isomiR example 1 of SEQ ID NO: 86 —
388  isomiR example 1 of SEQ ID NO: 15— 50 465  isomiR example 2 of SEQ ID NO: 86 —
389 isomiR example 2 of SEQ ID NO: 15 — 466  isomiR example 1 of SEQ ID NO: 87 —
390 isomiR example 1 of SEQ ID NO: 16 — 467  isomiR example 2 of SEQ ID NO: 87 —
391  isomiR example 2 of SEQ ID NO: 16 — 468  isomiR example 1 of SEQ ID NO: 88 —
392 isomiR example 1 of SEQ ID NO: 18 — 469  isomiR example 2 of SEQ ID NO: 88 —
393 isomiR example 2 of SEQ ID NO: 18 — 470 isomiR example 1 of SEQ ID NO: 90 —
394  isomiR example 1 of SEQ ID NO: 19 — 55 471  isomiR example 2 of SEQ ID NO: 90 —
395  isomiR example 2 of SEQ ID NO: 19 — 472 isomiR example 1 of SEQ ID NO: 94 —
396  isomiR example 1 of SEQ ID NO: 21 — 473 isomiR example 2 of SEQ ID NO: 94 —
397  isomiR example 2 of SEQ ID NO: 21 — 474  isomiR example 1 of SEQ ID NO: 95 —
398  isomiR example 1 of SEQ ID NO: 22 — 475 isomiR example 2 of SEQ ID NO: 95 —
399 isomiR example 2 of SEQ ID NO: 22 — 476  isomiR example 1 of SEQ ID NO: 96 —
400  isomiR example 1 of SEQ ID NO: 24 — 477  isomiR example 2 of SEQ ID NO: 96 —
401  isomiR example 2 of SEQ ID NO: 24 — 60 478  isomiR example 1 of SEQ ID NO: 98§ —
402 isomiR example 1 of SEQ ID NO: 25 — 479  isomiR example 2 of SEQ ID NO: 98§ —
403 isomiR example 2 of SEQ ID NO: 25 — 480  isomiR example 1 of SEQ ID NO: 100 —
404  isomiR example 1 of SEQ ID NO: 27 — 481  isomiR example 2 of SEQ ID NO: 100 —
405 isomiR example 2 of SEQ ID NO: 27 — 482  isomiR example 1 of SEQ ID NO: 102 —
406  isomiR example 1 of SEQ ID NO: 30 — 483 isomiR example 2 of SEQ ID NO: 102 —
407  isomiR example 2 of SEQ ID NO: 30 — 65 484  isomiR example 1 of SEQ ID NO: 103 —
408  isomiR example 1 of SEQ ID NO: 31 — 485 isomiR example 2 of SEQ ID NO: 103 —
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TABLE 1-continued TABLE 1-continued
SEQ SEQ miRBase
ID NO: Gene name ID NO: Gene name registration No.
486  isomiR example 1 of SEQ ID NO: 104 5 563 isomiR example 2 of SEQ ID NO: 170 —
487  isomiR example 2 of SEQ ID NO: 104 564  isomiR example 1 of SEQ ID NO: 173 —
488  isomiR example 1 of SEQ ID NO: 105 565  isomiR example 2 of SEQ ID NO: 173 —
489 isomiR example 2 of SEQ ID NO: 105 566  isomiR example 1 of SEQ ID NO: 174 —
490 isomiR example 1 of SEQ ID NO: 106 567  isomiR example 2 of SEQ ID NO: 174 —
491  isomiR example 2 of SEQ ID NO: 106 568  isomiR example 1 of SEQ ID NO: 175 —
492 isomiR example 1 of SEQ ID NO: 107 10 569  isomiR example 2 of SEQ ID NO: 175 —
493 isomiR example 2 of SEQ ID NO: 107 570 isomiR example 1 of SEQ ID NO: 176 —
494 isomiR example 1 of SEQ ID NO: 108 571  isomiR example 2 of SEQ ID NO: 176 —
495  isomiR example 2 of SEQ ID NO: 108 572 isomiR example 1 of SEQ ID NO: 178 —
496  isomiR example 1 of SEQ ID NO: 109 573 isomiR example 2 of SEQ ID NO: 178 —
497  isomiR example 2 of SEQ ID NO: 109 574 isomiR example 1 of SEQ ID NO: 182 —
498  isomiR example 1 of SEQ ID NO: 111 15 575  isomiR example 2 of SEQ ID NO: 182 —
499 isomiR example 2 of SEQ ID NO: 111 576  isomiR example 1 of SEQ ID NO: 183 —
500 isomiR example 1 of SEQ ID NO: 115 577  isomiR example 2 of SEQ ID NO: 183 —
501  isomiR example 2 of SEQ ID NO: 115 578  isomiR example 1 of SEQ ID NO: 184 —
502  isomiR example 1 of SEQ ID NO: 117 579  isomiR example 1 of SEQ ID NO: 184 —
503 isomiR example 2 of SEQ ID NO: 117 580  hsa-miR-204-3p MIMAT0022693
504  isomiR example 1 of SEQ ID NO: 119 581  hsa-miR-642a-3p MIMAT0020924
505 isomiR example 2 of SEQ ID NO: 119 20 582 hsa-miR-762 MIMAT0010313
506  isomiR example 1 of SEQ ID NO: 120 583 hsa-miR-1202 MIMAT0005865
507  isomiR example 2 of SEQ ID NO: 120 584 hsa-miR-3162-5p MIMAT0015036
508  isomiR example 1 of SEQ ID NO: 12 585  hsa-miR-3196 MIMAT0015080
509  isomiR example 2 of SEQ ID NO: 12 586 hsa-miR-3622a-5p MIMATO0018003
510 isomiR example 1 of SEQ ID NO: 124 587  hsa-miR-3665 MIMAT0018087
511  isomiR example 2 of SEQ ID NO: 124 25 588 hsa-miR-3940-5p MIMAT0019229
512 isomiR example 1 of SEQ ID NO: 12 589  hsa-miR-4294 MIMAT0016849
513 isomiR example 2 of SEQ ID NO: 12 590  hsa-miR-4466 MIMAT0018993
514 isomiR example 1 of SEQ ID NO: 12 591 hsa-miR-4476 MIMAT0019003
515  isomiR example 2 of SEQ ID NO: 12 592 hsa-miR-4723-5p MIMATO0019838
516  isomiR example 1 of SEQ ID NO: 12 593 hsa-miR-4725-3p MIMAT0019844
517  isomiR example 2 of SEQ ID NO: 12 30 594 hsa-miR-4730 MIMAT0019852
518  isomiR example 1 of SEQ ID NO: 12 595 hsa-miR-4739 MIMAT0019868
519 isomiR example 2 of SEQ ID NO: 12 396  hsa-miR-4787-5p MIMAT0019956
520 isomiR example 1 of SEQ ID NO: 131 597  hsa-miR-5787 MIMAT0023252
521 isomiR example 2 of SEQ ID NO: 131 598 hsa-miR-6085 MIMAT0023710
522 isomiR example 1 of SEQ ID NO: 136 599 hsa-miR-6717-5p MIMAT0025846
523 isomiR example 2 of SEQ ID NO: 136 35 600  hsa-miR-6724-5p MIMAT0025856
524 isomiR example 1 of SEQ ID NO: 137 601  hsa-miR-6777-3p MIMAT0027454
525 isomiR example 2 of SEQ ID NO: 137 602  hsa-miR-6778-3p MIMAT0027456
526 isomiR example 1 of SEQ ID NO: 139 603 hsa-miR-6787-3p MIMAT0027474
527  isomiR example 2 of SEQ ID NO: 139 604  hsa-miR-6789-3p MIMAT0027478
528  isomiR example 1 of SEQ ID NO: 140 605  hsa-miR-68435-3p MIMAT0027590
529 isomiR example 2 of SEQ ID NO: 140 606  hsa-miR-6893-3p MIMAT0027686
530 isomiR example 1 of SEQ ID NO: 143 40 607  hsa-miR-16-5p MIMAT0000069
531  isomiR example 2 of SEQ ID NO: 143 608  hsa-miR-423-5p MIMAT0004748
532 isomiR example 1 of SEQ ID NO: 144 609  hsa-miR-451a MIMAT0001631
533 isomiR example 2 of SEQ ID NO: 144 610  hsa-miR-564 MIMAT0003228
534  isomiR example 1 of SEQ ID NO: 147 611  hsa-miR-671-5p MIMATO0003880
535  isomiR example 2 of SEQ ID NO: 147 612 hsa-mir-204 MIO000284
536 isomiR example 1 of SEQ ID NO: 149 45 613 hsa-mir-642a MIO0003657
537  isomiR example 2 of SEQ ID NO: 149 614  hsa-mir-762 MIO003892
538  isomiR example 1 of SEQ ID NO: 151 615  hsa-mir-1202 MI0006334
539  isomiR example 2 of SEQ ID NO: 151 616  hsa-mir-3162 MI0014192
540  isomiR example 1 of SEQ ID NO: 153 617  hsa-mir-3196 MI0014241
541  isomiR example 2 of SEQ ID NO: 153 618  hsa-mir-3622a MI0016013
542 isomiR example 1 of SEQ ID NO: 154 50 619  hsa-mir-3665 MI0016066
543 isomiR example 2 of SEQ ID NO: 154 620  hsa-mir-3940 MI0016597
544  isomiR example 1 of SEQ ID NO: 155 621  hsa-mir-4294 MIO015827
545  isomiR example 2 of SEQ ID NO: 155 622  hsa-mir-4466 MIO016817
546  isomiR example 1 of SEQ ID NO: 156 623 hsa-mir-4476 MIO016828
547  isomiR example 2 of SEQ ID NO: 156 624  hsa-mir-4723 MIO0017359
548  isomiR example 1 of SEQ ID NO: 158 55 625  hsa-mir-4725 MI0017362
549  isomiR example 2 of SEQ ID NO: 158 626  hsa-mir-4730 MIO0017367
550 isomiR example 1 of SEQ ID NO: 160 627  hsa-mir-4739 MIO0017377
551  isomiR example 2 of SEQ ID NO: 160 628  hsa-mir-4787 MI0017434
552 isomiR example 1 of SEQ ID NO: 162 629  hsa-mir-5787 MI0019797
553 isomiR example 2 of SEQ ID NO: 162 630  hsa-mir-6085 MI0020362
554 isomiR example 1 of SEQ ID NO: 165 631  hsa-mir-6717 MI0022551
555  isomiR example 2 of SEQ ID NO: 165 60 632  hsa-mir-6724 MI0022559
556  isomiR example 1 of SEQ ID NO: 167 633 hsa-mir-6777 MI0022622
557  isomiR example 2 of SEQ ID NO: 167 634  hsa-mir-6778 MI0022623
558  isomiR example 1 of SEQ ID NO: 168 635  hsa-mir-6787 MI0022632
559  isomiR example 2 of SEQ ID NO: 168 636 hsa-mir-6789 MI0022634
560  isomiR example 1 of SEQ ID NO: 169 637  hsa-mir-6845 MI0022691
561  isomiR example 2 of SEQ ID NO: 169 65 638  hsa-mir-6893 MI0022740
562  isomiR example 1 of SEQ ID NO: 170 639  hsa-mir-16-1 MIO000070
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TABLE 1-continued
SEQ miRBase
ID NO: Gene name registration No.

640 hsa-mir-16-2 MI0000115
641  hsa-mir-423 MI0001445
642  hsa-mir-451a MI0001729
643 hsa-mir-564 MI0003570
644  hsa-mir-671 MI0003760
645 isomiR example 1 of SEQ ID NO: 580 —

646  isomiR example 2 of SEQ ID NO: 580 —

647  isomiR example 1 of SEQ ID NO: 581 —

648  isomiR example 2 of SEQ ID NO: 581 —

649 isomiR example 1 of SEQ ID NO: 583 —

650  isomiR example 1 of SEQ ID NO: 584 —

651  isomiR example 2 of SEQ ID NO: 584 —

652  isomiR example 1 of SEQ ID NO: 585 —

653  isomiR example 2 of SEQ ID NO: 585 —

654  isomiR example 1 of SEQ ID NO: 586 —

655  isomiR example 1 of SEQ ID NO: 587 —

656  isomiR example 2 of SEQ ID NO: 587 —

657  isomiR example 1 of SEQ ID NO: 588 —

658  isomiR example 2 of SEQ ID NO: 588 —

659  isomiR example 1 of SEQ ID NO: 590 —

660  isomiR example 2 of SEQ ID NO: 590 —

661  isomiR example 1 of SEQ ID NO: 591 —

662  isomiR example 2 of SEQ ID NO: 591 —

663  isomiR example 1 of SEQ ID NO: 592 —

664  isomiR example 2 of SEQ ID NO: 592 —

665  isomiR example 1 of SEQ ID NO: 593 —

666  isomiR example 2 of SEQ ID NO: 593 —

667  isomiR example 1 of SEQ ID NO: 594 —

668  isomiR example 2 of SEQ ID NO: 594 —

669  isomiR example 1 of SEQ ID NO: 595 —

670  isomiR example 2 of SEQ ID NO: 595 —

671  isomiR example 1 of SEQ ID NO: 597 —

672  isomiR example 2 of SEQ ID NO: 597 —

673  isomiR example 1 of SEQ ID NO: 599 —

674  isomiR example 2 of SEQ ID NO: 599 —

675  isomiR example 1 of SEQ ID NO: 600 —

676  isomiR example 2 of SEQ ID NO: 600 —

677  isomiR example 1 of SEQ ID NO: 607 —

678  isomiR example 2 of SEQ ID NO: 607 —

679  isomiR example 1 of SEQ ID NO: 608 —

680  isomiR example 2 of SEQ ID NO: 608 —

681  isomiR example 1 of SEQ ID NO: 609 —

682  isomiR example 2 of SEQ ID NO: 609 —

683  isomiR example 1 of SEQ ID NO: 611 —

684  isomiR example 2 of SEQ ID NO: 611 —

The present application claims the priority of Japanese
Patent Application No. 2014-121377 filed on Jun. 12, 2014
and Japanese Patent Application No. 2015-71756 filed on
Mar. 31, 2015, and encompasses the contents described in
the specifications of these patent applications.

Advantageous Effects of Invention

According to the present invention, prostate cancer can be
detected easily and highly accurately. For example, the
presence or absence of prostate cancer in a patient can be
easily detected by using, as an index, the measurement
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values of several miRNAs in blood, serum, and/or plasma of 55

the patient, which can be collected with limited invasive-
ness.

BRIEF DESCRIPTION OF DRAWINGS

FIG. 1 This figure shows the relationship between the
nucleotide sequences of hsa-miR-1343-3p represented by
SEQ 1D NO: 7 and hsa-miR-1343-5p represented by SEQ
ID NO: 9, which are formed from a precursor hsa-mir-1343
represented by SEQ ID NO: 194,

FIG. 2 Left diagram: the measurement values of hsa-miR-
4443 (SEQ ID NO: 1) in healthy subjects (100 persons) and
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in prostate cancer patients (35 persons) selected as the
training cohort were each plotted on the ordinate. The
horizontal line in the diagram depicts a threshold (6.84) that
was optimized by Fisher’s linear discriminant analysis and
discriminated between the two groups. Right diagram: the
measurement values of hsa-miR-4443 (SEQ ID NO: 1) in
healthy subjects (50 persons) and in prostate cancer patients
(17 persons) selected as the validation cohort were each
plotted on the ordinate. The horizontal line in the diagram
depicts the threshold (6.84) that was set in the training
cohort and discriminated between the two groups.

FIG. 3 Left diagram: the measurement values of hsa-miR-
4443 (SEQ ID NO: 1) in healthy subjects (100 persons,
circles) and in prostate cancer patients (35 persons, tri-
angles) selected as the training cohort were each plotted on
the abscissa against their measurement values of hsa-miR-
1908-5p (SEQ ID NO: 2) on the ordinate. The line in the
diagram depicts a discriminant function (0=1.15x+y+19.53)
that was optimized by Fisher’s linear discriminant analysis
and discriminated between the two groups. Right diagram:
the measurement values of hsa-miR-4443 (SEQ ID NO: 1)
in healthy subjects (50 persons, circles) and in prostate
cancer patients (17 persons, triangles) selected as the vali-
dation cohort were each plotted on the abscissa against their
measurement values of hsa-miR-1908-5p (SEQ ID NO: 2)
on the ordinate. The line in the diagram depicts the threshold
(0=1.15x+y+19.53) that was set in the training cohort and
discriminated between the two groups.

FIG. 4 Upper diagram: a discriminant (1.34xmiR-92a-2-
5p+1.56xmiR-6820-5p—1.29xmiR-4745-5p-0.76xmiR-
125a-3p-4.31) was prepared by use of Fisher’s linear dis-
criminant analysis from the measurement values of hsa-
miR-4745-5p (SEQ ID NO: 12), hsa-miR-92a-2-5p (SEQ ID
NO: 16), hsa-miR-6820-5p (SEQ ID NO: 135), and hsa-
miR-125a-3p (SEQ ID NO: 156) in 35 prostate cancer
patients, 99 healthy subjects, and 63 breast cancer patients
selected as the training cohort, and discriminant scores
obtained from the discriminant were plotted on the ordinate
against the sample groups on the abscissa. The dotted line in
the diagram depicts a discriminant boundary that offered a
discriminant score of 0 and discriminated between the
groups. Lower diagram: discriminant scores obtained from
the discriminant prepared in the training cohort as to the
measurement values of hsa-miR-4745-5p (SEQ ID NO: 12),
hsa-miR-92a-2-5p (SEQ ID NO: 16), hsa-miR-6820-5p
(SEQ ID NO: 135), and hsa-miR-125a-3p (SEQ ID NO:
156) in 17 prostate cancer patients, 51 healthy subjects, and
30 breast cancer patients selected as the validation cohort
were plotted on the ordinate against the sample groups on
the abscissa. The dotted line in the diagram depicts the
discriminant boundary that offered a discriminant score of 0
and discriminated between the two groups.

DESCRIPTION OF EMBODIMENTS

Hereinafter, the present invention will be described fur-
ther specifically.

1. Target Nucleic Acid for Prostate Cancer

A primary target nucleic acid as a prostate cancer marker
for detecting the presence and/or absence of prostate cancer
or prostate cancer cells using the nucleic acid probe or the
primer for the detection of prostate cancer defined above
according to the present invention comprises at least one or
more miRNA(s) selected from the group consisting of
hsa-miR-4443, hsa-miR-1908-5p, hsa-miR-4257, hsa-miR-
3197, hsa-miR-3188, hsa-miR-4649-5p, hsa-miR-1343-3p,
hsa-miR-6861-5p. hsa-miR-1343-5p, hsa-miR-642b-3p,
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hsa-miR-6741-5p, hsa-miR-4745-5p, hsa-miR-6826-5p,
hsa-miR-3663-3p, hsa-miR-3131, hsa-miR-92a-2-5p, hsa-
miR-4258, hsa-miR-4448, hsa-miR-6125, hsa-miR-6880-
5p, hsa-miR-6132, hsa-miR-4467, hsa-miR-6749-5p, hsa-
miR-2392, hsa-miR-1273g-3p, hsa-miR-4746-3p, hsa-miR-
1914-3p, hsa-miR-7845-5p, hsa-miR-6726-5p, hsa-miR-
128-2-5p, hsa-miR-4651, hsa-miR-6765-3p, hsa-miR-3185,
hsa-miR-4792, hsa-miR-6887-5p, hsa-miR-5572, hsa-miR-
3619-3p, hsa-miR-6780b-5p, hsa-miR-4707-5p, hsa-miR-
8063, hsa-miR-4454, hsa-miR-4525, hsa-miR-7975, hsa-
miR-744-5p, hsa-miR-3135b, hsa-miR-4648, hsa-miR-
6816-5p, hsa-miR-4741, hsa-miR-7150, hsa-miR-6791-5p,
hsa-miR-1247-3p, hsa-miR-7977, hsa-miR-4497, hsa-miR-
6090, hsa-miR-6781-5p, hsa-miR-6870-5p, hsa-miR-6729-
5p, hsa-miR-4530, hsa-miR-7847-3p, hsa-miR-6825-5p,
hsa-miR-4674, hsa-miR-3917, hsa-miR-4707-3p, hsa-miR-
6885-5p, hsa-miR-6722-3p, hsa-miR-4516, hsa-miR-6757-
5p, hsa-miR-6840-3p, hsa-miR-5195-3p, hsa-miR-6756-5p,
hsa-miR-6800-5p, hsa-miR-6727-5p, hsa-miR-6126, hsa-
miR-6872-3p, hsa-miR-4446-3p, hsa-miR-1268a, hsa-miR-
1908-3p, hsa-miR-3679-5p, hsa-miR-4534, hsa-miR-4675,
hsa-miR-7108-5p, hsa-miR-6799-5p, hsa-miR-4695-5p,
hsa-miR-3178, hsa-miR-5090, hsa-miR-3180, hsa-miR-
1237-5p, hsa-miR-4758-5p, hsa-miR-3184-5p, hsa-miR-
4286, hsa-miR-6784-5p, hsa-miR-6768-5p, hsa-miR-6785-
5p, hsa-miR-4706, hsa-miR-711, hsa-miR-1260a, hsa-miR-
6746-5p, hsa-miR-6089, hsa-miR-6821-5p, hsa-miR-4667-
5p, hsa-miR-8069, hsa-miR-4726-5p, hsa-miR-6124, hsa-
miR-4532, hsa-miR-4486, hsa-miR-4728-5p, hsa-miR-
4508, hsa-miR-128-1-5p, hsa-miR-4513, hsa-miR-6795-5p,
hsa-miR-4689, hsa-miR-6763-5p, hsa-miR-8072, hsa-miR-
6765-5p, hsa-miR-4419b, hsa-miR-7641, hsa-miR-3928-3p,
hsa-miR-1227-5p, hsa-miR-4492, hsa-miR-296-3p, hsa-
miR-6769a-5p, hsa-miR-6889-5p, hsa-miR-4632-5p, hsa-
miR-4505, hsa-miR-3154, hsa-miR-3648, hsa-miR-4442,
hsa-miR-3141, hsa-miR-7113-3p, hsa-miR-6819-5p, hsa-
miR-3195, hsa-miR-1199-5p, hsa-miR-6738-5p, hsa-miR-
4656, hsa-miR-6820-5p, hsa-miR-204-3p, hsa-miR-642a-
3p, hsa-miR-762, hsa-miR-1202, hsa-miR-3162-5p, hsa-
miR-3196, hsa-miR-3622a-5p, hsa-miR-3665, hsa-miR-
3940-5p, hsa-miR-4294, hsa-miR-4466, hsa-miR-4476, hsa-
miR-4723-5p, hsa-miR-4725-3p, hsa-miR-4730, hsa-miR-
4739, hsa-miR-4787-5p, hsa-miR-5787, hsa-miR-6085, hsa-
miR-6717-5p, hsa-miR-6724-5p, hsa-miR-6777-5p, hsa-
miR-6778-5p, hsa-miR-6787-5p, hsa-miR-6789-5p, hsa-
miR-6845-5p and hsa-miR-6893-5p. Furthermore, at least
one or more miRNA(s) selected from the group consisting of
other prostate cancer markers that can be combined with
these miRNAs, i.e., hsa-miR-615-5p, hsa-miR-486-3p, hsa-
miR-1225-3p, hsa-miR-760, hsa-miR-187-5p, hsa-miR-
1203, hsa-miR-7110-5p, hsa-miR-371a-5p, hsa-miR-939-
5p, hsa-miR-575, hsa-miR-92b-5p, hsa-miR-887-3p, hsa-
miR-920, hsa-miR-1915-5p, hsa-miR-1231, hsa-miR-663b,
hsa-miR-1225-5p, hsa-miR-16-5p, hsa-miR-423-5p, hsa-
miR-451a, hsa-miR-564 and hsa-miR-671-5p can also be
preferably used as a target nucleic acid(s). Moreover, at least
one or more miRNA(s) selected from the group consisting of
other prostate cancer markers that can be combined with
these miRNAs, i.e., hsa-miR-4763-3p, hsa-miR-3656, hsa-
miR-4488, hsa-miR-125a-3p, hsa-miR-1469, hsa-miR-
1228-5p, hsa-miR-6798-5p, hsa-miR-1268b, hsa-miR-
6732-5p, hsa-miR-1915-3p, hsa-miR-4433b-3p, hsa-miR-
1207-5p, hsa-miR-4433-3p, hsa-miR-6879-5p, hsa-miR-
4417, hsa-miR-30c-1-3p, hsa-miR-4638-5p, hsa-miR-6088,
hsa-miR-4270, hsa-miR-6782-5p, hsa-miR-665, hsa-miR-
486-5p, hsa-miR-4655-5p, hsa-miR-1275, hsa-miR-6806-
5p, hsa-miR-614, hsa-miR-3937, hsa-miR-6752-5p, hsa-
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miR-6771-5p, hsa-miR-4450, hsa-miR-211-3p, hsa-miR-
663a, hsa-miR-6842-5p, hsa-miR-7114-5p and hsa-miR-
6779-5p can also be preferably used as a target nucleic
acid(s).

These miRNAs include, for example, a human gene
comprising a nucleotide sequence represented by any of
SEQ ID NOs: 1 to 187 and 580 to 611 (i.e., hsa-miR-4443,
hsa-miR-1908-5p. hsa-miR-4257, hsa-miR-3197, hsa-miR-
3188, hsa-miR-4649-5p, hsa-miR-1343-3p, hsa-miR-6861-
5p, hsa-miR-1343-5p, hsa-miR-642b-3p, hsa-miR-6741-5p,
hsa-miR-4745-5p, hsa-miR-6826-5p, hsa-miR-3663-3p,
hsa-miR-3131, hsa-miR-92a-2-5p, hsa-miR-4258, hsa-miR-
4448, hsa-miR-6125, hsa-miR-6880-5p, hsa-miR-6132, hsa-
miR-4467, hsa-miR-6749-5p, hsa-miR-2392, hsa-miR-
1273g-3p, hsa-miR-4746-3p, hsa-miR-1914-3p, hsa-miR-
7845-5p, hsa-miR-6726-5p, hsa-miR-128-2-5p, hsa-miR-
4651, hsa-miR-6765-3p, hsa-miR-3185, hsa-miR-4792, hsa-
miR-6887-5p, hsa-miR-5572, hsa-miR-3619-3p, hsa-miR-
6780b-5p, hsa-miR-4707-5p, hsa-miR-8063, hsa-miR-4454,
hsa-miR-4525, hsa-miR-7975, hsa-miR-744-5p, hsa-miR-
3135b, hsa-miR-4648, hsa-miR-6816-5p, hsa-miR-4741,
hsa-miR-7150, hsa-miR-6791-5p, hsa-miR-1247-3p, hsa-
miR-7977, hsa-miR-4497, hsa-miR-6090, hsa-miR-6781-
5p, hsa-miR-6870-5p, hsa-miR-6729-5p, hsa-miR-4530,
hsa-miR-7847-3p. hsa-miR-6825-5p, hsa-miR-4674, hsa-
miR-3917, hsa-miR-4707-3p, hsa-miR-6885-5p, hsa-miR-
6722-3p, hsa-miR-4516, hsa-miR-6757-5p, hsa-miR-6840-
3p, hsa-miR-5195-3p, hsa-miR-6756-5p, hsa-miR-6800-5p,
hsa-miR-6727-5p. hsa-miR-6126, hsa-miR-6872-3p, hsa-
miR-4446-3p, hsa-miR-1268a, hsa-miR-1908-3p, hsa-miR-
3679-5p, hsa-miR-4534, hsa-miR-4675, hsa-miR-7108-5p,
hsa-miR-6799-5p. hsa-miR-4695-5p, hsa-miR-3178, hsa-
miR-5090, hsa-miR-3180, hsa-miR-1237-5p, hsa-miR-
4758-5p, hsa-miR-3184-5p, hsa-miR-4286, hsa-miR-6784-
5p, hsa-miR-6768-5p, hsa-miR-6785-5p, hsa-miR-4706,
hsa-miR-711, hsa-miR-1260a, hsa-miR-6746-5p, hsa-miR-
6089, hsa-miR-6821-5p, hsa-miR-4667-5p, hsa-miR-8069,
hsa-miR-4726-5p, hsa-miR-6124, hsa-miR-4532, hsa-miR-
4486, hsa-miR-4728-5p, hsa-miR-4508, hsa-miR-128-1-5p,
hsa-miR-4513, hsa-miR-6795-5p, hsa-miR-4689, hsa-miR-
6763-5p, hsa-miR-8072, hsa-miR-6765-5p, hsa-miR-4419b,
hsa-miR-7641, hsa-miR-3928-3p, hsa-miR-1227-5p, hsa-
miR-4492, hsa-miR-296-3p, hsa-miR-6769a-5p, hsa-miR-
6889-5p, hsa-miR-4632-5p, hsa-miR-4505, hsa-miR-3154,
hsa-miR-3648, hsa-miR-4442, hsa-miR-3141, hsa-miR-
7113-3p, hsa-miR-6819-5p, hsa-miR-3195, hsa-miR-1199-
5p, hsa-miR-6738-5p, hsa-miR-4656, hsa-miR-6820-5p,
hsa-miR-204-3p, hsa-miR-642a-3p, hsa-miR-762, hsa-miR-
1202, hsa-miR-3162-5p, hsa-miR-3196, hsa-miR-3622a-5p,
hsa-miR-3665, hsa-miR-3940-5p, hsa-miR-4294, hsa-miR-
4466, hsa-miR-4476, hsa-miR-4723-5p, hsa-miR-4725-3p,
hsa-miR-4730, hsa-miR-4739, hsa-miR-4787-5p, hsa-miR-
5787, hsa-miR-6085, hsa-miR-6717-5p, hsa-miR-6724-5p,
hsa-miR-67'77-5p, hsa-miR-6778-5p, hsa-miR-6787-5p,
hsa-miR-6789-5p. hsa-miR-6845-5p and hsa-miR-6893-5p,
hsa-miR-615-5p, hsa-miR-486-3p, hsa-miR-1225-3p, hsa-
miR-760, hsa-miR-187-5p, hsa-miR-1203, hsa-miR-7110-
5p, hsa-miR-371a-5p, hsa-miR-939-5p, hsa-miR-575, hsa-
miR-92b-5p, hsa-miR-887-3p, hsa-miR-920, hsa-miR-
1915-5p, hsa-miR-1231, hsa-miR-663b, hsa-miR-1225-5p,
hsa-miR-16-5p, hsa-miR-423-5p, hsa-miR-451a, hsa-miR-
564 and hsa-miR-671-5p, hsa-miR-4763-3p, hsa-miR-3656,
hsa-miR-4488, hsa-miR-125a-3p, hsa-miR-1469, hsa-miR-
1228-5p, hsa-miR-6798-5p, hsa-miR-1268b, hsa-miR-
6732-5p, hsa-miR-1915-3p, hsa-miR-4433b-3p, hsa-miR-
1207-5p, hsa-miR-4433-3p, hsa-miR-6879-5p, hsa-miR-
4417, hsa-miR-30c-1-3p, hsa-miR-4638-5p, hsa-miR-6088,
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hsa-miR-4270, hsa-miR-6782-5p, hsa-miR-665, hsa-miR-
486-5p, hsa-miR-4655-5p, hsa-miR-1275, hsa-miR-6806-
5p, hsa-miR-614, hsa-miR-3937, hsa-miR-6752-5p, hsa-
miR-6771-5p, hsa-miR-4450, hsa-miR-211-3p, hsa-miR-
663a, hsa-miR-6842-5p, hsa-miR-7114-5p and hsa-miR-
6779-5p, respectively), any congener thereof, any transcript
thereof, and any variant or any derivative thereof. In this
context, the gene, the congener, the transcript, the variant,
and the derivative are as defined above.

The target nucleic acid is preferably a human gene com-
prising a nucleotide sequence represented by any of SEQ 1D
NOs: 1 to 684 or a transcript thereof, more preferably the
transcript, i.e., a miRNA or its precursor RNA (pri-miRNA
or pre-miRNA).

The first target gene is the hsa-miR-4443 gene, a congener
thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The second target gene is the hsa-miR-1908-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The third target gene is the hsa-miR-4257 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The fourth target gene is the hsa-miR-3197 gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The fifth target gene is the hsa-miR-3188 gene, a conge-
ner thereof] a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The sixth target gene is the hsa-miR-4649-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The seventh target gene is the hsa-miR-1343-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The eighth target gene is the hsa-miR-6861-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The ninth target gene is the hsa-miR-1343-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 10th target gene is the hsa-miR-642b-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 11th target gene is the hsa-miR-6741-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
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show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 12th target gene is the hsa-miR-4745-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 13th target gene is the hsa-miR-6826-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 14th target gene is the hsa-miR-3663-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 15th target gene is the hsa-miR-3131 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 16th target gene is the hsa-miR-92a-2-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 17th target gene is the hsa-miR-4258 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 18th target gene is the hsa-miR-4448 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 19th target gene is the hsa-miR-6125 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 20th target gene is the hsa-miR-6880-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 21st target gene is the hsa-miR-6132 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 22nd target gene is the hsa-miR-4467 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 23rd target gene is the hsa-miR-6749-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 24th target gene is the hsa-miR-2392 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.
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The 25th target gene is the hsa-miR-1273g-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 26th target gene is the hsa-miR-4746-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 27th target gene is the hsa-miR-1914-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 28th target gene is the hsa-miR-7845-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 29th target gene is the hsa-miR-6726-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 30th target gene is the hsa-miR-128-2-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 31st target gene is the hsa-miR-4651 gene, a conge-
ner thereof] a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 32nd target gene is the hsa-miR-6765-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 33rd target gene is the hsa-miR-3185 gene, a conge-
ner thereof] a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 34th target gene is the hsa-miR-4792 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 35th target gene is the hsa-miR-6887-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 36th target gene is the hsa-miR-5572 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 37th target gene is the hsa-miR-3619-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 38th target gene is the hsa-miR-6780b-5p gene, a
congener thereof, a transcript thereof, or a variant or a
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derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 39th target gene is the hsa-miR-4707-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 40th target gene is the hsa-miR-8063 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 41st target gene is the hsa-miR-4454 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 42nd target gene is the hsa-miR-4525 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 43rd target gene is the hsa-miR-7975 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 44th target gene is the hsa-miR-744-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 45th target gene is the hsa-miR-3135b gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 46th target gene is the hsa-miR-4648 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 47th target gene is the hsa-miR-6816-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 48th target gene is the hsa-miR-4741 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 49th target gene is the hsa-miR-7150 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 50th target gene is the hsa-miR-6791-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 51st target gene is the hsa-miR-1247-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
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show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 52nd target gene is the hsa-miR-7977 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 53rd target gene is the hsa-miR-4497 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 54th target gene is the hsa-miR-6090 gene, a conge-
ner thereof] a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 55th target gene is the hsa-miR-6781-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 56th target gene is the hsa-miR-6870-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 57th target gene is the hsa-miR-6729-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 58th target gene is the hsa-miR-4530 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 59th target gene is the hsa-miR-7847-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 60th target gene is the hsa-miR-6825-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 61st target gene is the hsa-miR-4674 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 62nd target gene is the hsa-miR-3917 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 63rd target gene is the hsa-miR-4707-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 64th target gene is the hsa-miR-6885-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.
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The 65th target gene is the hsa-miR-6722-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 66th target gene is the hsa-miR-4516 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 67th target gene is the hsa-miR-6757-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 68th target gene is the hsa-miR-6840-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 69th target gene is the hsa-miR-5195-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 70th target gene is the hsa-miR-6756-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 71st target gene is the hsa-miR-6800-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 72nd target gene is the hsa-miR-6727-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 73rd target gene is the hsa-miR-6126 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 74th target gene is the hsa-miR-6872-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 75th target gene is the hsa-miR-4446-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 76th target gene is the hsa-miR-1268a gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 77th target gene is the hsa-miR-1908-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 78th target gene is the hsa-miR-3679-5p gene, a
congener thereof, a transcript thereof, or a variant or a
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derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 79th target gene is the hsa-miR-4534 gene, a conge-
ner thereof] a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 80th target gene is the hsa-miR-4675 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 81st target gene is the hsa-miR-7108-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 82nd target gene is the hsa-miR-6799-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 83rd target gene is the hsa-miR-4695-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 84th target gene is the hsa-miR-3178 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 85th target gene is the hsa-miR-5090 gene, a conge-
ner thereof] a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 86th target gene is the hsa-miR-3180 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 87th target gene is the hsa-miR-1237-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 88th target gene is the hsa-miR-4758-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 89th target gene is the hsa-miR-3184-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 90th target gene is the hsa-miR-4286 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 91st target gene is the hsa-miR-6784-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
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show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 92nd target gene is the hsa-miR-6768-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 93rd target gene is the hsa-miR-6785-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 94th target gene is the hsa-miR-4706 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 95th target gene is the hsa-miR-711 gene, a congener
thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 96th target gene is the hsa-miR-1260a gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 97th target gene is the hsa-miR-6746-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 98th target gene is the hsa-miR-6089 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 99th target gene is the hsa-miR-6821-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 100th target gene is the hsa-miR-4667-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 101st target gene is the hsa-miR-8069 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 102nd target gene is the hsa-miR-4726-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 103rd target gene is the hsa-miR-6124 gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 104th target gene is the hsa-miR-4532 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.
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The 105th target gene is the hsa-miR-4486 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 106th target gene is the hsa-miR-4728-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 107th target gene is the hsa-miR-4508 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 108th target gene is the hsa-miR-128-1-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 109th target gene is the hsa-miR-4513 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 110th target gene is the hsa-miR-6795-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 111th target gene is the hsa-miR-4689 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 112th target gene is the hsa-miR-6763-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 113th target gene is the hsa-miR-8072 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 114th target gene is the hsa-miR-6765-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 115th target gene is the hsa-miR-4419b gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 116th target gene is the hsa-miR-7641 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 117th target gene is the hsa-miR-3928-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 118th target gene is the hsa-miR-1227-5p gene, a
congener thereof, a transcript thereof, or a variant or a
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derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 119th target gene is the hsa-miR-4492 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 120th target gene is the hsa-miR-296-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 121st target gene is the hsa-miR-6769a-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 122nd target gene is the hsa-miR-6889-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 123rd target gene is the hsa-miR-4632-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 124th target gene is the hsa-miR-4505 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 125th target gene is the hsa-miR-3154 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 126th target gene is the hsa-miR-3648 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 127th target gene is the hsa-miR-4442 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 128th target gene is the hsa-miR-3141 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 129th target gene is the hsa-miR-7113-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 130th target gene is the hsa-miR-6819-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 131st target gene is the hsa-miR-3195 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
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change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 132nd target gene is the hsa-miR-1199-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 133rd target gene is the hsa-miR-6738-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 134th target gene is the hsa-miR-4656 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 135th target gene is the hsa-miR-6820-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 136th target gene is the hsa-miR-615-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
D).

The 137th target gene is the hsa-miR-486-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
1).

The 138th target gene is the hsa-miR-1225-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
D).

The 139th target gene is the hsa-miR-760 gene, a conge-
ner thereof] a transcript thereof, or a variant or a derivative
thereof. The previously known report shows that change in
the expression of the gene or the transcript thereof can serve
as a marker for prostate cancer (Patent Literature 1).

The 140th target gene is the hsa-miR-187-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
D).

The 141st target gene is the hsa-miR-1203 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. The previously known report shows that change in
the expression of the gene or the transcript thereof can serve
as a marker for prostate cancer (Patent Literature 1).

The 142nd target gene is the hsa-miR-7110-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
.

The 143rd target gene is the hsa-miR-371a-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
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change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
).

The 144th target gene is the hsa-miR-939-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
D).

The 145th target gene is the hsa-miR-575 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. The previously known report shows that change in
the expression of the gene or the transcript thereof can serve
as a marker for prostate cancer (Patent Literature 1).

The 146th target gene is the hsa-miR-92b-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
2).

The 147th target gene is the hsa-miR-887-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
D).

The 148th target gene is the hsa-miR-920 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. The previously known report shows that change in
the expression of the gene or the transcript thereof can serve
as a marker for prostate cancer (Patent Literature 1).

The 149th target gene is the hsa-miR-1915-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
.

The 150th target gene is the hsa-miR-1231 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. The previously known report shows that change in
the expression of the gene or the transcript thereof can serve
as a marker for prostate cancer (Patent Literature 1).

The 151st target gene is the hsa-miR-663b gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. The previously known report shows that change in
the expression of the gene or the transcript thereof can serve
as a marker for prostate cancer (Patent Literature 1).

The 152nd target gene is the hsa-miR-1225-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
.

The 153rd target gene is the hsa-miR-4763-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 154th target gene is the hsa-miR-3656 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 155th target gene is the hsa-miR-4488 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
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change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 156th target gene is the hsa-miR-125a-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
1).

The 157th target gene is the hsa-miR-1469 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 158th target gene is the hsa-miR-1228-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
D).

The 159th target gene is the hsa-miR-6798-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 160th target gene is the hsa-miR-1268b gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
.

The 161st target gene is the hsa-miR-6732-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 162nd target gene is the hsa-miR-1915-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
D).

The 163rd target gene is the hsa-miR-4433b-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 164th target gene is the hsa-miR-1207-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
).

The 165th target gene is the hsa-miR-4433-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 166th target gene is the hsa-miR-6879-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 167th target gene is the hsa-miR-4417 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

5

20

25

30

40

45

50

60

65

76

The 168th target gene is the hsa-miR-30c-1-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
1).

The 169th target gene is the hsa-miR-4638-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 170th target gene is the hsa-miR-6088 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 171st target gene is the hsa-miR-4270 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 172nd target gene is the hsa-miR-6782-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 173rd target gene is the hsa-miR-665 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. The previously known report shows that change in
the expression of the gene or the transcript thereof can serve
as a marker for prostate cancer (Patent Literature 1).

The 174th target gene is the hsa-miR-486-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
D).

The 175th target gene is the hsa-miR-4655-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 176th target gene is the hsa-miR-1275 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. The previously known report shows that change in
the expression of the gene or the transcript thereof can serve
as a marker for prostate cancer (Patent Literature 1).

The 177th target gene is the hsa-miR-6806-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 178th target gene is the hsa-miR-614 gene, a conge-
ner thereof, a transcript thereof, or a variant or a derivative
thereof. The previously known report shows that change in
the expression of the gene or the transcript thereof can serve
as a marker for prostate cancer (Patent Literature 1).

The 179th target gene is the hsa-miR-3937 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 180th target gene is the hsa-miR-6752-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.
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The 181st target gene is the hsa-miR-6771-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 182nd target gene is the hsa-miR-4450 gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 183rd target gene is the hsa-miR-211-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
.

The 184th target gene is the hsa-miR-663a gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. The previously known report shows that change in
the expression of the gene or the transcript thereof can serve
as a marker for prostate cancer (Patent Literature 1).

The 185th target gene is the hsa-miR-6842-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 186th target gene is the hsa-miR-7114-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 187th target gene is the hsa-miR-6779-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 580th target gene is the hsa-miR-204-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 581st target gene is the hsa-miR-642a-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 582nd target gene is the hsa-miR-762 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 583rd target gene is the hsa-miR-1202 gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 584th target gene is the hsa-miR-3162-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 585th target gene is the hsa-miR-3196 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.
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The 586th target gene is the hsa-miR-3622a-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 587th target gene is the hsa-miR-3665 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 588th target gene is the hsa-miR-3940-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 589th target gene is the hsa-miR-4294 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 590th target gene is the hsa-miR-4466 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 591st target gene is the hsa-miR-4476 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 592nd target gene is the hsa-miR-4723-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 593rd target gene is the hsa-miR-4725-3p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 594th target gene is the hsa-miR-4730 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 595th target gene is the hsa-miR-4739 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 596th target gene is the hsa-miR-4787-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 597th target gene is the hsa-miR-5787 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 598th target gene is the hsa-miR-6085 gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. None of the previously known reports show that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer.

The 599th target gene is the hsa-miR-6717-5p gene, a
congener thereof, a transcript thereof, or a variant or a
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derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 600th target gene is the hsa-miR-6724-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 601st target gene is the hsa-miR-6777-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 602nd target gene is the hsa-miR-6778-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 603rd target gene is the hsa-miR-6787-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 604th target gene is the hsa-miR-6789-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 605th target gene is the hsa-miR-6845-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 606th target gene is the hsa-miR-6893-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. None of the previously known reports
show that change in the expression of the gene or the
transcript thereof can serve as a marker for prostate cancer.

The 607th target gene is the hsa-miR-16-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
2).

The 608th target gene is the hsa-miR-423-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
2).

The 609th target gene is the hsa-miR-451a gene, a con-
gener thereof, a transcript thereof, or a variant or a derivative
thereof. The previously known report shows that change in
the expression of the gene or the transcript thereof can serve
as a marker for prostate cancer (Patent Literature 2).

The 610th target gene is the hsa-miR-564 gene, a conge-
ner thereof] a transcript thereof, or a variant or a derivative
thereof. The previously known report shows that change in
the expression of the gene or the transcript thereof can serve
as a marker for prostate cancer (Patent Literature 2).

The 611th target gene is the hsa-miR-671-5p gene, a
congener thereof, a transcript thereof, or a variant or a
derivative thereof. The previously known report shows that
change in the expression of the gene or the transcript thereof
can serve as a marker for prostate cancer (Patent Literature
2).
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2. Nucleic Acid Probe or Primer for Detection of Prostate
Cancer

In the present invention, a nucleic acid capable of spe-
cifically binding to any of the target nucleic acids as the
prostate cancer markers described above can be used as a
nucleic acid, for example, a nucleic acid probe or a primer,
for the detection or diagnosis of prostate cancer.

In the present invention, the nucleic acid probe or the
primer that can be used for detecting prostate cancer or for
diagnosing prostate cancer permits qualitative and/or quan-
titative measurement of the presence, expression level, or
abundance of any of the target nucleic acids as the prostate
cancer markers described above, for example, human-de-
rived hsa-miR-4443, hsa-miR-1908-5p, hsa-miR-4257, hsa-
miR-3197, hsa-miR-3188, hsa-miR-4649-5p, hsa-miR-
1343-3p, hsa-miR-6861-5p, hsa-miR-1343-5p, hsa-miR-
642b-3p, hsa-miR-6741-5p, hsa-miR-4745-5p, hsa-miR-
6826-5p, hsa-miR-3663-3p, hsa-miR-3131, hsa-miR-92a-2-
5p, hsa-miR-4258, hsa-miR-4448, hsa-miR-6125, hsa-miR-
6880-5p, hsa-miR-6132, hsa-miR-4467, hsa-miR-6749-5p,
hsa-miR-2392, hsa-miR-1273g-3p, hsa-miR-4746-3p, hsa-
miR-1914-3p, hsa-miR-7845-5p, hsa-miR-6726-5p, hsa-
miR-128-2-5p, hsa-miR-4651, hsa-miR-6765-3p, hsa-miR-
3185, hsa-miR-4792, hsa-miR-6887-5p, hsa-miR-5572, hsa-
miR-3619-3p, hsa-miR-6780b-5p, hsa-miR-4707-5p, hsa-
miR-8063, hsa-miR-4454, hsa-miR-4525, hsa-miR-7975,
hsa-miR-744-5p, hsa-miR-3135b, hsa-miR-4648, hsa-miR-
6816-5p, hsa-miR-4741, hsa-miR-7150, hsa-miR-6791-5p,
hsa-miR-1247-3p. hsa-miR-7977, hsa-miR-4497, hsa-miR-
6090, hsa-miR-6781-5p, hsa-miR-6870-5p, hsa-miR-6729-
5p, hsa-miR-4530, hsa-miR-7847-3p, hsa-miR-6825-5p,
hsa-miR-4674, hsa-miR-3917, hsa-miR-4707-3p, hsa-miR-
6885-5p, hsa-miR-6722-3p, hsa-miR-4516, hsa-miR-6757-
5p, hsa-miR-6840-3p, hsa-miR-5195-3p, hsa-miR-6756-5p,
hsa-miR-6800-5p. hsa-miR-6727-5p, hsa-miR-6126, hsa-
miR-6872-3p, hsa-miR-4446-3p, hsa-miR-1268a, hsa-miR-
1908-3p, hsa-miR-3679-5p, hsa-miR-4534, hsa-miR-4675,
hsa-miR-7108-5p, hsa-miR-6799-5p, hsa-miR-4695-5p,
hsa-miR-3178, hsa-miR-5090, hsa-miR-3180, hsa-miR-
1237-5p, hsa-miR-4758-5p, hsa-miR-3184-5p, hsa-miR-
4286, hsa-miR-6784-5p, hsa-miR-6768-5p, hsa-miR-6785-
5p, hsa-miR-4706, hsa-miR-711, hsa-miR-1260a, hsa-miR-
6746-5p, hsa-miR-6089, hsa-miR-6821-5p, hsa-miR-4667-
5p, hsa-miR-8069, hsa-miR-4726-5p, hsa-miR-6124, hsa-
miR-4532, hsa-miR-4486, hsa-miR-4728-5p, hsa-miR-
4508, hsa-miR-128-1-5p, hsa-miR-4513, hsa-miR-6795-5p,
hsa-miR-4689, hsa-miR-6763-5p, hsa-miR-8072, hsa-miR-
6765-5p, hsa-miR-4419b, hsa-miR-7641, hsa-miR-3928-3p,
hsa-miR-1227-5p. hsa-miR-4492, hsa-miR-296-3p, hsa-
miR-6769a-5p, hsa-miR-6889-5p, hsa-miR-4632-5p, hsa-
miR-4505, hsa-miR-3154, hsa-miR-3648, hsa-miR-4442,
hsa-miR-3141, hsa-miR-7113-3p, hsa-miR-6819-5p, hsa-
miR-3195, hsa-miR-1199-5p, hsa-miR-6738-5p, hsa-miR-
4656, hsa-miR-6820-5p, hsa-miR-204-3p, hsa-miR-642a-
3p, hsa-miR-762, hsa-miR-1202, hsa-miR-3162-5p, hsa-
miR-3196, hsa-miR-3622a-5p, hsa-miR-3665, hsa-miR-
3940-5p, hsa-miR-4294, hsa-miR-4466, hsa-miR-4476, hsa-
miR-4723-5p, hsa-miR-4725-3p, hsa-miR-4730, hsa-miR-
4739, hsa-miR-4787-5p, hsa-miR-5787, hsa-miR-6085, hsa-
miR-6717-5p, hsa-miR-6724-5p, hsa-miR-6777-5p, hsa-
miR-6778-5p, hsa-miR-6787-5p, hsa-miR-6789-5p, hsa-
miR-6845-5p, or hsa-miR-6893-5p, or combinations
thereof, congeners thereof, transcripts thereof, or variants or
derivatives thereof.

The expression level of each target nucleic acid described
above is increased or decreased (hereinafter, referred to as
“increased/decreased”) according to the type of the target
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nucleic acid(s) in a subject having prostate cancer as com-
pared with a healthy subject. Hence, the nucleic acid of the
present invention can be effectively used for measuring the
expression level of the target nucleic acid(s) in a body fluid
derived from a subject (e.g., a human) suspected of having
prostate cancer and a body fluid derived from a healthy
subject and detecting prostate cancer by the comparison
thereof.

The nucleic acid probe or the primer that can be used in
the present invention is a nucleic acid probe capable of
specifically binding to a polynucleotide consisting of a
nucleotide sequence represented by at least one of SEQ 1D
NOs: 1 to 135 and 580 to 606, or a primer for amplifying a
polynuclectide consisting of a nucleotide sequence repre-
sented by at least one of SEQ ID NOs: 1 to 135 and 580 to
606.

The nucleic acid probe or the primer that can be further
used in the present invention can comprise a nucleic acid
probe capable of specifically binding to a polynucleotide
consisting of a nucleotide sequence represented by at least
one of SEQ ID NOs: 136 to 152 and 607 to 611, or a primer
for amplifying a polynucleotide consisting of a nucleotide
sequence represented by at least one of SEQ ID NOs: 136 to
152 and 607 to 611.

The nucleic acid probe or the primer that can be further
used in the present invention can comprise a nucleic acid
probe capable of specifically binding to a polynucleotide
consisting of a nucleotide sequence represented by at least
one of SEQ ID NOs: 153 to 187, or a primer for amplifying
a polynucleotide consisting of a nucleotide sequence repre-
sented by at least one of SEQ ID NOs: 153 to 187.

Specifically, these nucleic acid probes or primers com-
prise a combination of one or more polynucleotides selected
from a polynucleotide group comprising nucleotide
sequences represented by any of SEQ ID NOs: 1 to 684 or
nucleotide sequences derived from the nucleotide sequences
by the replacement of u with t, and a complementary
polynucleotide group thereof, a polynucleotide group
respectively hybridizing under stringent conditions (men-
tioned later) to DNAs consisting of nucleotide sequences
complementary to these nucleotide sequences, and a
complementary polynucleotide group thereof, and a poly-
nucleotide group comprising 15 or more, preferably 17 or
more consecutive nucleotides in the nucleotide sequences of
these polynucleotide groups. These polynucleotides can be
used as nucleic acid probes and primers for detecting the
prostate cancer markers as target nucleic acids.

More specifically, examples of the nucleic acid probe or
the primer that can be used in the present invention include
one or more polynucleotide(s) selected from the group
consisting of the following polynucleotides (a) to (e):

(a) a polynucleotide consisting of a nucleotide sequence
represented by any of SEQ ID NOs: 1 to 135, 580 to 606 or
a nucleotide sequence derived from the nucleotide sequence
by the replacement of u with t, a variant thereof, a derivative
thereof, or a fragment thereof comprising 15 or more con-
secutive nucleotides,

(b) a polynucleotide comprising a nucleotide sequence rep-
resented by any of SEQ ID NOs: 1 to 135, 580 to 606,
(c) a polynucleotide consisting of a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 1 to 135, 580 to 606 or a nucleotide
sequence derived from the nucleotide sequence by the
replacement of u with t, a variant thereof, a derivative
thereof, or a fragment thereof comprising 15 or more con-
secutive nucleotides,
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(d) a polynucleotide comprising a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 1 to 135, 580 to 606 or a nucleotide
sequence derived from the nucleotide sequence by the
replacement of u with t, and

(e) a polynucleotide hybridizing under stringent conditions
to any of the polynucleotides (a) to (d).

In addition to at least one or more polynucleotide(s)
selected from the polynucleotides (a) to (e), the nucleic acid
probe or the primer that can be further used in the present
invention can comprise any of the following polynucleotides
(®) to ()

() a polynucleotide consisting of a nucleotide sequence
represented by any of SEQ ID NOs: 136 to 152, 607 to 611
or a nucleotide sequence derived from the nucleotide
sequence by the replacement of u with t, a variant thereof,
a derivative thereof, or a fragment thereof comprising 15 or
more consecutive nucleotides,

(g) a polynucleotide comprising a nucleotide sequence rep-
resented by any of SEQ ID NOs: 136 to 152, 607 to 611,

(h) a polynucleotide consisting of a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 136 to 152, 607 to 611 or a nucleotide
sequence derived from the nucleotide sequence by the
replacement of u with t, a variant thereof, a derivative
thereof, or a fragment thereof comprising 15 or more con-
secutive nucleotides,

(i) a polynucleotide comprising a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 136 to 152, 607 to 611 or a nucleotide
sequence derived from the nucleotide sequence by the
replacement of u with t, and

() a polynucleotide hybridizing under stringent conditions
to any of the polynucleotides (f) to (i).

In addition to at least one or more polynucleotide(s)
selected from the polynucleotides (a) to (j), the nucleic acid
probe or the primer that can be further used in the present
invention can comprise any of the following polynucleotides
(k) to (0):

(k) a polynucleotide consisting of a nucleotide sequence
represented by any of SEQ ID NOs: 153 to 187 or a
nucleotide sequence derived from the nucleotide sequence
by the replacement of u with t, a variant thereof, a derivative
thereof, or a fragment thereof comprising 15 or more con-
secutive nucleotides,

(1) a polynucleotide comprising a nucleotide sequence rep-
resented by any of SEQ ID NOs: 153 to 187,

(m) a polynucleotide consisting of a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 153 to 187 or a nucleotide sequence derived
from the nucleotide sequence by the replacement of u with
t, a variant thereof, a derivative thereof, or a fragment
thereof comprising 15 or more consecutive nucleotides,
(n) a polynucleotide comprising a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 153 to 187 or a nucleotide sequence derived
from the nucleotide sequence by the replacement of u with
t, and

(0) a polynucleotide hybridizing under stringent conditions
to any of the polynucleotides (k) to (n).

For these polynucleotides, the “fragment thereof compris-
ing 15 or more consecutive nucleotides” can contain the
number of nucleotides in the range of, for example, 15
consecutive nucleotides to less than the total number of
nucleotides of the sequence, 17 consecutive nucleotides to
less than the total number of nucleotides of the sequence, or
19 consecutive nucleotides to less than the total number of
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nucleotides of the sequence, in the nucleotide sequence of
each polynucleotide, though the fragment is not limited
thereto.

These polynucleotides or the fragments thereof used in
the present invention may each be DNA or may each be
RNA.

The polynucleotides that can be used in the present
invention can each be prepared by use of a general technique
such as a DNA recombination technique, PCR, or a method
using an automatic DNA/RNA synthesizer.

The DNA recombination technique and the PCR can
employ a technique described in, for example, Ausubel et
al., Current Protocols in Molecular Biology, John Willey &
Sons, US (1993); and Sambrook et al., Molecular Clon-
ing—A Laboratory Manual, Cold Spring Harbor Laboratory
Press, US (1989).

The human-derived hsa-miR-4443, hsa-miR-1908-5p,
hsa-miR-4257, hsa-miR-3197, hsa-miR-3188, hsa-miR-
4649-5p, hsa-miR-1343-3p, hsa-miR-6861-5p, hsa-miR-
1343-5p, hsa-miR-642b-3p, hsa-miR-6741-5p, hsa-miR-
4745-5p, hsa-miR-6826-5p, hsa-miR-3663-3p, hsa-miR-
3131, hsa-miR-92a-2-5p, hsa-miR-4258, hsa-miR-4448,
hsa-miR-6125, hsa-miR-6880-5p, hsa-miR-6132, hsa-miR-
4467, hsa-miR-6749-5p, hsa-miR-2392, hsa-miR-1273g-3p,
hsa-miR-4746-3p, hsa-miR-1914-3p, hsa-miR-7845-5p,
hsa-miR-6726-5p, hsa-miR-128-2-5p, hsa-miR-4651, hsa-
miR-6765-3p, hsa-miR-3185, hsa-miR-4792, hsa-miR-
6887-5p, hsa-miR-5572, hsa-miR-3619-3p, hsa-miR-
6780b-5p, hsa-miR-4707-5p, hsa-miR-8063, hsa-miR-4454,
hsa-miR-4525, hsa-miR-7975, hsa-miR-744-5p, hsa-miR-
3135h, hsa-miR-4648, hsa-miR-6816-5p, hsa-miR-4741,
hsa-miR-7150, hsa-miR-6791-5p, hsa-miR-1247-3p, hsa-
miR-7977, hsa-miR-4497, hsa-miR-6090, hsa-miR-6781-
5p, hsa-miR-6870-5p, hsa-miR-6729-5p, hsa-miR-4530,
hsa-miR-7847-3p, hsa-miR-6825-5p, hsa-miR-4674, hsa-
miR-3917, hsa-miR-4707-3p, hsa-miR-6885-5p, hsa-miR-
6722-3p, hsa-miR-4516, hsa-miR-6757-5p, hsa-miR-6840-
3p, hsa-miR-5195-3p, hsa-miR-6756-5p, hsa-miR-6800-5p,
hsa-miR-6727-5p, hsa-miR-6126, hsa-miR-6872-3p, hsa-
miR-4446-3p, hsa-miR-1268a, hsa-miR-1908-3p, hsa-miR-
3679-5p, hsa-miR-4534, hsa-miR-4675, hsa-miR-7108-5p,
hsa-miR-6799-5p, hsa-miR-4695-5p, hsa-miR-3178, hsa-
miR-5090, hsa-miR-3180, hsa-miR-1237-5p, hsa-miR-
4758-5p, hsa-miR-3184-5p, hsa-miR-4286, hsa-miR-6784-
5p, hsa-miR-6768-5p, hsa-miR-6785-5p, hsa-miR-4706,
hsa-miR-711, hsa-miR-1260a, hsa-miR-6746-5p, hsa-miR-
6089, hsa-miR-6821-5p, hsa-miR-4667-5p, hsa-miR-8069,
hsa-miR-4726-5p, hsa-miR-6124, hsa-miR-4532, hsa-miR-
4486, hsa-miR-4728-5p, hsa-miR-4508, hsa-miR-128-1-5p,
hsa-miR-4513, hsa-miR-6795-5p, hsa-miR-4689, hsa-miR-
6763-5p, hsa-miR-8072, hsa-miR-6765-5p, hsa-miR-4419b,
hsa-miR-7641, hsa-miR-3928-3p, hsa-miR-1227-5p, hsa-
miR-4492, hsa-miR-296-3p, hsa-miR-6769a-5p, hsa-miR-
6889-5p, hsa-miR-4632-5p, hsa-miR-4505, hsa-miR-3154,
hsa-miR-3648, hsa-miR-4442, hsa-miR-3141, hsa-miR-
7113-3p, hsa-miR-6819-5p, hsa-miR-3195, hsa-miR-1199-
5p, hsa-miR-6738-5p, hsa-miR-4656, hsa-miR-6820-5p,
hsa-miR-204-3p, hsa-miR-642a-3p, hsa-miR-762, hsa-miR-
1202, hsa-miR-3162-5p, hsa-miR-3196, hsa-miR-3622a-5p,
hsa-miR-3665, hsa-miR-3940-5p, hsa-miR-4294, hsa-miR-
4466, hsa-miR-4476, hsa-miR-4723-5p, hsa-miR-4725-3p,
hsa-miR-4730, hsa-miR-4739, hsa-miR-4787-5p, hsa-miR-
5787, hsa-miR-6085, hsa-miR-6717-5p, hsa-miR-6724-5p,
hsa-miR-6777-5p, hsa-miR-6778-5p, hsa-miR-6787-5p,
hsa-miR-6789-5p, hsa-miR-6845-5p, hsa-miR-6893-5p,
hsa-miR-615-5p, hsa-miR-486-3p, hsa-miR-1225-3p, hsa-
miR-760, hsa-miR-187-5p, hsa-miR-1203, hsa-miR-7110-
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5p, hsa-miR-371a-5p, hsa-miR-939-5p, hsa-miR-575, hsa-
miR-92b-5p, hsa-miR-887-3p, hsa-miR-920, hsa-miR-
1915-5p, hsa-miR-1231, hsa-miR-663b, hsa-miR-1225-5p,
hsa-miR-16-5p, hsa-miR-423-5p, hsa-miR-451a, hsa-miR-
564, hsa-miR-671-5p, hsa-miR-4763-3p, hsa-miR-3656,
hsa-miR-4488, hsa-miR-125a-3p, hsa-miR-1469, hsa-miR-
1228-5p, hsa-miR-6798-5p, hsa-miR-1268b, hsa-miR-
6732-5p, hsa-miR-1915-3p, hsa-miR-4433b-3p, hsa-miR-
1207-5p, hsa-miR-4433-3p, hsa-miR-6879-5p, hsa-miR-
4417, hsa-miR-30c-1-3p, hsa-miR-4638-5p, hsa-miR-6088,
hsa-miR-4270, hsa-miR-6782-5p, hsa-miR-665, hsa-miR-
486-5p, hsa-miR-4655-5p, hsa-miR-1275, hsa-miR-6806-
5p, hsa-miR-614, hsa-miR-3937, hsa-miR-6752-5p, hsa-
miR-6771-5p, hsa-miR-4450, hsa-miR-211-3p, hsa-miR-
663a, hsa-miR-6842-5p, hsa-miR-7114-5p and hsa-miR-
6779-5p represented by SEQ ID NOs: 1 to 187, and 580 to
611 are known in the art, and their obtainment methods are
also known as mentioned above. Therefore, each polynucle-
otide that can be used as a nucleic acid probe or a primer in
the present invention can be prepared by cloning the gene.

Such a nucleic acid probe or a primer can be chemically
synthesized using an automatic DN A synthesis apparatus. In
general, a phosphoramidite method is used in this synthesis,
and single-stranded DNA up to approximately 100 bases can
be automatically synthesized by this method. The automatic
DNA synthesis apparatus is commercially available from,
for example, Polygen GmbH, ABI, or Applied Biosystems,
Inc.

Alternatively, the polynucleotide of the present invention
can also be prepared by a cDNA cloning method. The cDNA
cloning technique can employ, for example, microRNA
Cloning Kit Wako.

In this context, the sequences of the nucleic acid probes
and the primers for detecting the polynucleotides consisting
of a nucleotide sequence represented by any of SEQ ID
NOs: 1 to 187, and 580 to 611 do not exist as miRNAs or
precursors thereof in vivo. For example, the nucleotide
sequences represented by SEQ ID NO: 7 and SEQ ID NO:
9 are formed from the precursor represented by SEQ ID NO:
194. This precursor has a hairpin-like structure as shown in
FIG. 1, and the nucleotide sequences represented by SEQ ID
NO: 7 and SEQ ID NO: 9 have mismatch sequences with
each other. Therefore, a nucleotide sequence completely
complementary to the nucleotide sequence represented by
SEQ ID NO: 7 or SEQ ID NO: 9 does not naturally occur
in vivo. Likewise, the nucleic acid probe and the primer for
detecting the nucleotide sequence represented by any of
SEQ ID NOs: 1to 187, and 580 to 611 each have an artificial
nucleotide sequence that does not exist in vivo.

3. Kit or Device for Detection of Prostate Cancer

The present invention also provides a kit or a device for
the detection of prostate cancer, comprising one or more
polynucleotide(s) (which can include a variant, a fragment,
and a derivative; hereinafter, also referred to as a polynucle-
otide for detection) that can be used as a nucleic acid probe
or a primer in the present invention for measuring a target
nucleic acid as a prostate cancer marker.

The target nucleic acid as a prostate cancer marker
according to the present invention is selected from the
following group 1:
miR-4443, miR-1908-5p, miR-4257, miR-3197, miR-3188,
miR-4649-5p, miR-1343-3p, miR-6861-5p, miR-1343-5p,
miR-642b-3p, miR-6741-5p, miR-4745-5p., miR-6826-5p,
miR-3663-3p, miR-3131, miR-92a-2-5p, miR-4258, miR-
4448, miR-6125, miR-6880-5p, miR-6132, miR-4467, miR-
6749-5p, miR-2392, miR-1273g-3p, miR-4746-3p, miR-
1914-3p, miR-7845-5p, miR-6726-5p, miR-128-2-5p, miR-
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4651, miR-6765-3p, miR-3185, miR-4792, miR-6887-5p,
miR-5572, miR-3619-3p, miR-6780b-5p, miR-4707-5p,
miR-8063, miR-4454, miR-4525, miR-7975, miR-744-5p,
miR-3135b, miR-4648, miR-6816-5p, miR-4741, miR-
7150, miR-6791-5p, miR-1247-3p, miR-7977, miR-4497,
miR-6090, miR-6781-5p, miR-6870-5p, miR-6729-5p,
miR-4530, miR-7847-3p, miR-6825-5p, miR-4674, miR-
3917, miR-4707-3p, miR-6885-5p, miR-6722-3p, miR-
4516, miR-6757-5p, miR-6840-3p, miR-5195-3p, miR-
6756-5p, miR-6800-5p, miR-6727-5p, miR-6126, miR-
6872-3p, miR-4446-3p, miR-1268a, miR-1908-3p, miR-
3679-5p, miR-4534, miR-4675, miR-7108-5p, miR-6799-
5p, miR-4695-5p. miR-3178, miR-5090, miR-3180, miR-
1237-5p, miR-4758-5p, miR-3184-5p, miR-4286, miR-
6784-5p, miR-6768-5p, miR-6785-5p, miR-4706, miR-711,
miR-1260a, miR-6746-5p, miR-6089, miR-6821-5p, miR-
4667-5p, miR-8069, miR-4726-5p, miR-6124, miR-4532,
miR-4486, miR-4728-5p, miR-4508, miR-128-1-5p, miR-
4513, miR-6795-5p, miR-4689, miR-6763-5p, miR-8072,
miR-6765-5p, miR-4419b, miR-7641, miR-3928-3p, miR-
1227-5p, miR-4492, miR-296-3p, miR-6769a-5p, miR-
6889-5p, miR-4632-5p, miR-4505, miR-3154, miR-3648,
miR-4442, miR-3141, miR-7113-3p, miR-6819-5p, miR-
3195, miR-1199-5p, miR-6738-5p, miR-4656, miR-6820-
5p, miR-204-3p, miR-642a-3p, miR-762, miR-1202, miR-
3162-5p, miR-3196, miR-3622a-5p, miR-3665, miR-3940-
5p, miR-4294, miR-4466, miR-4476, miR-4723-5p, miR-
4725-3p, miR-4730, miR-4739, miR-4787-5p, miR-5787,
miR-6085, miR-6717-5p, miR-6724-5p, miR-6777-5p,
miR-6778-5p, miR-6787-5p, miR-6789-5p, miR-6845-5p
and miR-6893-5p.

An additional target nucleic acid that can be optionally
used in the measurement is selected from the following
group 2: miR-615-5p, miR-486-3p, miR-1225-3p, miR-760,
miR-187-5p, miR-1203, miR-7110-5p, miR-371a-5p, miR-
939-5p, miR-575, miR-92b-5p, miR-887-3p, miR-920,
miR-1915-5p, miR-1231, miR-663b, miR-1225-5p, miR-
16-5p, miR-423-5p, miR-451a, miR-564 and miR-671-5p.

An additional target nucleic acid that can be optionally
further used in the measurement is selected from the fol-
lowing group 3: miR-4763-3p, miR-3656, miR-4488, miR-
125a-3p, miR-1469, miR-1228-5p, miR-6798-5p, miR-
1268b, miR-6732-5p, miR-1915-3p, miR-4433b-3p, miR-
1207-5p, miR-4433-3p, miR-6879-5p, miR-4417, miR-30c-
1-3p, miR-4638-5p, miR-6088, miR-4270, miR-6782-5p,
miR-665, miR-486-5p, miR-4655-5p, miR-1275, miR-
6806-5p, miR-614, miR-3937, miR-6752-5p, miR-6771-5p,
miR-4450, miR-211-3p, miR-663a, miR-6842-5p, miR-
7114-5p and miR-6779-5p.

The kit or the device of the present invention comprises
nucleic acid(s) capable of specifically binding to any of the
target nucleic acids as the prostate cancer markers described
above, preferably one or more polynucleotide(s) selected
from the nucleic acid probes or the primers described in the
preceding Section 2, specifically, the polynucleotides
described in the preceding Section 2, or variant(s) thereof,
etc.

Specifically, the kit or the device of the present invention
can comprise at least one or more polynucleotide(s) com-
prising (or consisting of) a nucleotide sequence represented
by any of SEQ ID NOs: 1 to 135, 580 to 606 or a nucleotide
sequence derived from the nucleotide sequence by the
replacement of u with t, polynucleotide(s) comprising (or
consisting of) a complementary sequence thereof, poly-
nucleotide(s) hybridizing under stringent conditions to any

10

15

20

25

30

35

40

45

50

55

60

65

86

of these polynucleotides, or variant(s) or fragment(s) com-
prising 15 or more consecutive nucleotides of any of these
polynucleotide sequences.

The kit or the device of the present invention can further
comprise one or more polynucleotide(s) comprising (or
consisting of) a nucleotide sequence represented by any of
SEQ ID NOs: 136 to 152, 607 to 611 or a nucleotide
sequence derived from the nucleotide sequence by the
replacement of u with t, polynucleotide(s) comprising (or
consisting of) a complementary sequence thereof, poly-
nucleotide(s) hybridizing under stringent conditions to any
of these polynucleotides, variant(s) or fragment(s) compris-
ing 15 or more consecutive nucleotides of any of these
polynucleotide sequences.

The kit or the device of the present invention can further
comprise one or more polynucleotide(s) comprising (or
consisting of) a nucleotide sequence represented by any of
SEQ ID NOs: 153 to 187 or a nucleotide sequence derived
from the nucleotide sequence by the replacement of u with
t, polynucleotide(s) comprising (or consisting of) a comple-
mentary sequence thereof, polynucleotide(s) hybridizing
under stringent conditions to any of these polynucleotides,
variant(s) or fragment(s) comprising 15 or more consecutive
nucleotides of any of these polynucleotide sequences.

The fragment that can be contained in the kit or the device
of the present invention is, for example, one or more,
preferably two or more polynucleotides selected from the
group consisting of the following polynucleotides (1) to (3):
(1) a polynucleotide comprising 15 or more consecutive
nucleotides in a nucleotide sequence derived from a nucleo-
tide sequence represented by any of SEQ ID NOs: 1 to 135,
580 to 606 by the replacement of u with t, or a complemen-
tary sequence thereof;

(2) a polynucleotide comprising 15 or more consecutive
nucleotides in a nucleotide sequence derived from a nucleo-
tide sequence represented by any of SEQ ID NOs: 136 to
152, 607 to 611 by the replacement of u with t, or a
complementary sequence thereof; and

(3) a polynucleotide comprising 15 or more consecutive
nucleotides in a nucleotide sequence derived from a nucleo-
tide sequence represented by any of SEQ ID NOs: 153 to
187 by the replacement of u with t, or a complementary
sequence thereof.

In a preferred embodiment, the polynucleotide is a poly-
nucleotide consisting of a nucleotide sequence represented
by any of SEQ ID NOs: 1 to 135, 580 to 606 or a nucleotide
sequence derived from the nucleotide sequence by the
replacement of u with t, a polynucleotide consisting of a
complementary sequence thereof, a polynucleotide hybrid-
izing under stringent conditions to any of these polynucle-
otides, or a variant thereof comprising 15 or more, prefer-
ably 17 or more, more preferably 19 or more consecutive
nucleotides.

In a preferred embodiment, the polynucleotide is a poly-
nucleotide consisting of a nucleotide sequence represented
by any of SEQ ID NOs: 136 to 152, 607 to 611 or a
nucleotide sequence derived from the nucleotide sequence
by the replacement of u with t, a polynucleotide consisting
of a complementary sequence thereof, a polynucleotide
hybridizing under stringent conditions to any of these poly-
nucleotides, or a variant thereof comprising 15 or more,
preferably 17 or more, more preferably 19 or more consecu-
tive nucleotides.

In a preferred embodiment, the polynucleotide is a poly-
nucleotide consisting of a nucleotide sequence represented
by any of SEQ ID NOs: 153 to 187 or a nucleotide sequence
derived from the nucleotide sequence by the replacement of
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u with t, a polynucleotide consisting of a complementary
sequence thereof, a polynucleotide hybridizing under strin-
gent conditions to any of these polynucleotides, or a variant
thereof comprising 15 or more, preferably 17 or more, more
preferably 19 or more consecutive nucleotides.

In a preferred embodiment, the fragment can be a poly-
nucleotide comprising 15 or more, preferably 17 or more,
more preferably 19 or more consecutive nucleotides.

In the present invention, the size of the polynucleotide
fragment is the number of bases in the range of, for example,
15 consecutive nucleotides to less than the total number of
bases of the sequence, 17 consecutive nucleotides to less
than the total number of bases of the sequence, or 19
consecutive nucleotides to less than the total number of
bases of the sequence, in the nucleotide sequence of each
polynucleotide.

Specific examples of the aforementioned polynucleotide
combination constituting the kit or the device of the present
invention can include combinations of 1, 2, 3, 4, 5, 6, 7, 8,
9, 10 or more of the polynucleotides consisting of nucleotide
sequences represented by SEQ ID NOs as shown in Table 1
(SEQID NOs: 1 to 187 and 580 to 611 corresponding to the
miRNA markers in the table). However, these are given
merely for illustrative purposes, and various other possible
combinations are included in the present invention.

The aforementioned combination constituting the kit or
the device for discriminating a prostate cancer patient from
a healthy subject according to the present invention is
desirably, for example, a combination of two or more of the
polynucleotides consisting of nucleotide sequences repre-
sented by SEQ ID NOs shown in Table 1. Usually, a
combination of two of these polynucleotides can produce
adequate performance.

The combination of two polynucleotides consisting of the
nucleotide sequences or the complementary sequences
thereof for specifically discriminating a prostate cancer
patient from a healthy subject is preferably a combination
comprising at least one or more of newly found polynucle-
otides consisting of the nucleotide sequences represented by
SEQ ID NOs: 1 to 135, among the combinations constituted
by two of the polynucleotides consisting of the nucleotide
sequences represented by SEQ ID NOs: 1 to 187, and 580
to 611.

The combination of polynucleotides with cancer type
specificity capable of discriminating a prostate cancer
patient not only from a healthy subject but also from other
cancer patients is preferably, for example, a combination of
multiple polynucleotides comprising at least one polynucle-
otide selected from the group consisting of polynucleotides
of SEQIDNOs: 1, 3,4,5,6,7,9,10, 12,14, 15, 16, 17, 18,
20, 24, 29, 35,37, 42, 51, 55, 58, 61, 63, 64, 67, 70, 72,79,
82, 89, 91, 97, 98, 101, 103, 104, 112, 113, 114, 116, 119,
126, 135, 136, 139, 140, 141, 145, 147, 154, 155, 156, 158,
169, 173, 175, 178, 182, 580, 581, 582, 583, 584, 585, 586,
587, 588, 589, 590, 591, 592, 593, 594, 595, 596, 597, 598,
599, 600, 601, 602, 603, 604, 605, 606, 607, 608, 609, 610
and 611 (hereinafter, this group is referred to as “cancer
type-specific polynucleotide group 1), with any of the
polynucleotides of the other SEQ ID NOs.

The combination of polynucleotides with cancer type
specificity capable of discriminating a prostate cancer
patient not only from a healthy subject but also from other
cancer patients is more preferably a combination of multiple
polynucleotides selected from the cancer type-specific poly-
nucleotide group 1.

The combination of polynucleotides with cancer type
specificity capable of discriminating a prostate cancer
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patient not only from a healthy subject but also from other
cancer patients is more preferably a combination comprising
at least one or more polynucleotide(s) selected from the
group consisting of polynucleotides of SEQ ID NOs: 1, 12,
16, 37, 42, 63, 119, 126, 139 173, 178, 599. 609, and 611
(hereinafter, this group is referred to as “cancer type-specific
polynucleotide group 2”) included in the cancer type-spe-
cific polynucleotide group 1, among the combinations of
multiple polynucleotides selected from the cancer type-
specific polynucleotide group 1.

The number of the aforementioned polynucleotides with
cancer type specificity used in the combination can be 1, 2,
3,4,5,6,7,8,9, 10 or more for the combination and is more
preferably 4 or more for the combination. Usually, the
combination of 4 of these polynucleotides can produce
adequate performance.

Non-limiting examples of the combination of the poly-
nucleotide consisting of the nucleotide sequence represented
by SEQ ID NO: 1 or a complementary sequence thereof with
polynucleotides consisting of nucleotide sequences repre-
sented by SEQ ID NOs of three polynucleotides selected
from the cancer type-specific polynucleotide group 1 or
complementary sequences thereof will be listed below.

(1) a combination of SEQ ID NOs: 1, 63, 139, and 600
(markers: hsa-miR-4443, hsa-miR-4707-3p, hsa-miR-760,
and hsa-miR-6724-5p);

(2) a combination of SEQ ID NOs: 1, 12, 63, and 599
(markers: hsa-miR-4443, hsa-miR-4745-5p, hsa-miR-4707-
3p, and hsa-miR-6717-5p);

(3) a combination of SEQ ID NOs: 1, 141, 173, and 599
(markers: hsa-miR-4443, hsa-miR-1203, hsa-miR-663, and
hsa-miR-6717-5p);

(4) a combination of SEQ ID NOs: 1, 16, 139, and 178
(markers: hsa-miR-4443, hsa-miR-92a-2-5p, hsa-miR-760,
and hsa-miR-614); and

(5) a combination of SEQ ID NOs: 1, 63, 173, and 599
(markers: hsa-miR-4443, hsa-miR-4707-3p, hsa-miR-665,
and hsa-miR-6717-5p).

Non-limiting examples of the combination of the poly-
nucleotide consisting of the nucleotide sequence represented
by SEQ ID NO: 12 or a complementary sequence thereof
with polynucleotides consisting of nucleotide sequerces
represented by SEQ ID NOs of three polynucleotides
selected from the cancer type-specific polynucleotide group
1 or complementary sequences thereof will be further listed.

(1) a combination of SEQ ID NOs: 12, 42, 63, and 609
(markers: hsa-miR-4745-5p, hsa-miR-4525, hsa-miR-4707-
3p, and hsa-miR-451a);

(2) a combination of SEQ ID NOs: 12, 16, 135, and 156
(markers: hsa-miR-4745-5p, hsa-miR-92a-2-5p, hsa-miR-
6820-5p, and hsa-miR-125a-3p);

(3) a combination of SEQ ID NOs: 12, 16, 169, and 178
(markers: hsa-miR-4745-5p, hsa-miR-92a-2-5p, hsa-miR-
4638-5p, and hsa-miR-614);

(4) a combination of SEQ ID NOs: 12, 16, 139, and 601
(markers: hsa-miR-4745-5p, hsa-miR-92a-2-5p, hsa-miR-
760, and hsa-miR-6777-5p); and

(5) a combination of SEQ ID NOs: 12, 16, 42, and 607
(markers: hsa-miR-4745-5p, hsa-miR-92a-2-5p, hsa-miR-
4525, and hsa-miR-16-5p).

Non-limiting examples of the combination of the poly-
nucleotide consisting of the nucleotide sequence represented
by SEQ ID NO: 16 or a complementary sequence thereof
with polynucleotides consisting of nuclectide sequerces
represented by SEQ ID NOs of three polynucleotides
selected from the cancer type-specific polynucleotide group
1 or complementary sequences thereof will be further listed.
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(1) a combination of SEQ 1D NOs: 16, 18, 139, and 178
(markers: hsa-miR-92a-2-5p, hsa-miR-4448, hsa-miR-760,
and hsa-miR-614);

(2) a combination of SEQ ID NOs: 12, 16, 37, and 178
(markers: hsa-miR-4745-5p, hsa-miR-92a-2-5p, hsa-miR-
3619-3p, and hsa-miR-614);

(3) a combination of SEQ ID NOs: 12, 16, 37, and 599
(markers: hsa-miR-4745-5p, hsa-miR-92a-2-5p, hsa-miR-
3619-3p, and hsa-miR-6717-5p);

(4) a combination of SEQ ID NOs: 12, 16, 37, and 97
(markers: hsa-miR-4745-5p, hsa-miR-92a-2-5p, hsa-miR-
3619-3p, and hsa-miR-6746-5p); and

(5) a combination of SEQ ID NOs: 12, 14, 16, and 599
(markers: hsa-miR-4745-5p, hsa-miR-3663-3p, hsa-miR-
92a-2-5p, and hsa-miR-6717-5p).

Non-limiting examples of the combination of the poly-
nucleotide consisting of the nucleotide sequence represented
by SEQ ID NO: 37 or a complementary sequence thereof
with polynucleotides consisting of nucleotide sequences
represented by SEQ ID NOs of three polynucleotides
selected from the cancer type-specific polynucleotide group
1 or complementary sequences thereof will be further listed.

(1) a combination of SEQ ID NOs: 37, 63, 139, and 611
(markers: hsa-miR-3619-3p, hsa-miR-4707-3p, hsa-miR-
760, and hsa-miR-671-5p);

(2) a combination of SEQ 1D NOs: 37, 42, 63, and 178
(markers: hsa-miR-3619-3p, hsa-miR-4525, hsa-miR-4707-
3p, and hsa-miR-614);

(3) a combination of SEQ 1D NOs: 37, 42, 63, and 599
(markers: hsa-miR-3619-3p, hsa-miR-4525, hsa-miR-4707-
3p, and hsa-miR-6717-5p);

(4) a combination of SEQ 1D NOs: 37, 42, 63, and 139
(markers: hsa-miR-3619-3p, hsa-miR-4525, hsa-miR-4707-
3p, and hsa-miR-760); and

(5) a combination of SEQ ID NOs: 12, 16, 37, and 603
(markers: hsa-miR-4745-5p, hsa-miR-92a-2-5p, hsa-miR-
3619-3p, and hsa-miR-6787-5p).

Non-limiting examples of the combination of the poly-
nucleotide consisting of the nucleotide sequence represented
by SEQ ID NO: 42 or a complementary sequence thereof
with polynucleotides consisting of nucleotide sequences
represented by SEQ ID NOs of three polynucleotides
selected from the cancer type-specific polynucleotide group
1 or complementary sequences thereof will be further listed.

(1) a combination of SEQ ID NOs: 42, 63, 607, and 611
(markers: hsa-miR-4525, hsa-miR-4707-3p, hsa-miR-16-
5p, and hsa-miR-671-5p);

(2) a combination of SEQ ID NOs: 42, 63, 609, and 611
(markers: hsa-miR-4525, hsa-miR-4707-3p, hsa-miR-451a,
and hsa-miR-671-5p);

(3) a combination of SEQ 1D NOs: 42, 63, 173, and 599
(markers: hsa-miR-4525, hsa-miR-4707-3p, hsa-miR-665,
and hsa-miR-6717-5p);

(4) a combination of SEQ 1D NOs: 12, 16, 42, and 609
(markers: hsa-miR-4745-5p, hsa-miR-92a-2-5p, hsa-miR-
4525, and hsa-miR-451a); and

(5) a combination of SEQ 1D NOs: 42, 63, 91, and 609
(markers: hsa-miR-4525, hsa-miR-4707-3p, hsa-miR-6784-
5p, and hsa-miR-451a).

Non-limiting examples of the combination of the poly-
nucleotide consisting of the nucleotide sequence represented
by SEQ ID NO: 63 or a complementary sequence thereof
with polynucleotides consisting of nucleotide sequences
represented by SEQ ID NOs of three polynucleotides
selected from the cancer type-specific polynucleotide group
1 or complementary sequences thereof will be further listed.
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(1) a combination of SEQ ID NOs: 10, 42, 63, and 599
(markers: hsa-miR-642b-3p, hsa-miR-4525, hsa-miR-4707-
3p, and hsa-miR-6717-5p);

(2) a combination of SEQ ID NOs: 42, 63, 599, and 609
(markers: hsa-miR-4525, hsa-miR-4707-3p, hsa-miR-6717-
5p, and hsa-miR-451a);

(3) a combination of SEQ ID NOs: 42, 63, 583, and 609
(markers: hsa-miR-4525, hsa-miR-4707-3p, hsa-miR-1202,
and hsa-miR-451a);

(4) a combination of SEQ ID NOs: 37, 42, 63, and 611
(markers: hsa-miR-3619-3p, hsa-miR-4525, hsa-miR-4707-
3p, and hsa-miR-671-5p); and

(5) a combination of SEQ ID NOs: 12, 63, 70, and 599
(markers: hsa-miR-4745-5p, hsa-miR-4707-3p, hsa-miR-
6756-5p, and hsa-miR-6717-5p).

Non-limiting examples of the combination of the poly-
nucleotide consisting of the nucleotide sequence represented
by SEQ ID NO: 119 or a complementary sequence thereof
with polynucleotides consisting of nucleotide sequerces
represented by SEQ ID NOs of three polynucleotides
selected from the cancer type-specific polynucleotide group
1 or complementary sequences thereof will be further listed.

(1) a combination of SEQ ID NOs: 12, 16, 37, and 119
(markers: hsa-miR-4745-5p, hsa-miR-92a-2-5p, hsa-miR-
3619-3p, and hsa-miR-4492);

(2) a combination of SEQ ID NOs: 37, 63, 119, and 584
(markers: hsa-miR-3619-3p, hsa-miR-4707-3p, hsa-miR-
4492, and hsa-miR-3162-5p);

(3) a combination of SEQ ID NOs: 63, 119, 173, and 178
(markers: hsa-miR-4707-3p, hsa-miR-4492, hsa-miR-665,
and hsa-miR-614);

(4) a combination of SEQ ID NOs: 63, 119, 158, and 173
(markers: hsa-miR-4707-3p, hsa-miR-4492, hsa-miR-1228-
5p, and hsa-miR-665); and

(5) a combination of SEQ ID NOs: 63, 119, 173, and 605
(markers: hsa-miR-4707-3p, hsa-miR-4492, hsa-miR-665,
and hsa-miR-6845-5p).

Non-limiting examples of the combination of the poly-
nucleotide consisting of the nucleotide sequence represented
by SEQ ID NO: 126 or a complementary sequence thereof
with polynucleotides consisting of nucleotide sequerces
represented by SEQ ID NOs of three polynucleotides
selected from the cancer type-specific polynucleotide group
1 or complementary sequences thereof will be further listed.

(1) a combination of SEQ ID NOs: 16, 126, 597, and 599
(markers: hsa-miR-92a-2-5p, hsa-miR-3648, hsa-miR-5787,
and hsa-miR-6717-5p);

(2) a combination of SEQ ID NOs: 16, 42, 126, and 599
(markers: hsa-miR-92a-2-5p, hsa-miR-4525, hsa-miR-3648,
and hsa-miR-6717-5p);

(3) a combination of SEQ ID NOs: 16, 126, 139, and 601
(markers: hsa-miR-92a-2-5p, hsa-miR-3648, hsa-miR-760,
and hsa-miR-6777-5p);

(4) a combination of SEQ ID NOs: 16, 126, 593, and 599
(markers: hsa-miR-92a-2-5p, hsa-miR-3648, hsa-miR-
4725-3p, and hsa-miR-6717-5p); and

(5) a combination of SEQ ID NOs: 15, 16, 126, and 599
(markers: hsa-miR-3131, hsa-miR-92a-2-5p, hsa-miR-3648,
and hsa-miR-6717-5p).

Non-limiting examples of the combination of the poly-
nucleotide consisting of the nucleotide sequence represented
by SEQ ID NO: 139 or a complementary sequence thereof
with polynucleotides consisting of nuclectide sequerces
represented by SEQ ID NOs of three polynucleotides
selected from the cancer type-specific polynucleotide group
1 or complementary sequences thereof will be further listed.
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(1) a combination of SEQ ID NOs: 37, 63, 139, and 584
(markers: hsa-miR-3619-3p, hsa-miR-4707-3p, hsa-miR-
760, and hsa-miR-3162-5p);

(2) a combination of SEQ ID NOs: 63, 139, 173, and 178
(markers: hsa-miR-4707-3p, hsa-miR-760, hsa-miR-665,
and hsa-miR-614);

(3) a combination of SEQ ID NOs: 16, 63, 139, and 601
(markers: hsa-miR-92a-2-5p, hsa-miR-4707-3p, hsa-miR-
760, and hsa-miR-6777-5p);

(4) a combination of SEQ ID NOs: 37, 63, 139, and 600
(markers: hsa-miR-3619-3p, hsa-miR-4707-3p, hsa-miR-
760, and hsa-miR-6724-5p); and

(5) a combination of SEQ ID NOs: 16, 139, 178, and 586
(markers: hsa-miR-92a-2-5p, hsa-miR-760, hsa-miR-614,
and hsa-miR-3622a-5p).

Non-limiting examples of the combination of the poly-
nucleotide consisting of the nucleotide sequence represented
by SEQ ID NO: 173 or a complementary sequence thereof
with polynucleotides consisting of nucleotide sequences
represented by SEQ ID NOs of three polynucleotides
selected from the cancer type-specific polynucleotide group
1 or complementary sequences thereof will be further listed.

(1) a combination of SEQ ID NOs: 63, 139, 173, and 599
(markers: hsa-miR-4707-3p, hsa-miR-760, hsa-miR-663,
and hsa-miR-6717-5p);

(2) a combination of SEQ 1D NOs: 63, 119, 173, and 581
(markers: hsa-miR-4707-3p, hsa-miR-4492, hsa-miR-665,
and hsa-miR-642a-3p);

(3) a combination of SEQ ID NOs: 63, 173, 582, and 599
(markers: hsa-miR-4707-3p, hsa-miR-665, hsa-miR-762,
and hsa-miR-6717-5p);

(4) a combination of SEQ ID NOs: 63, 136, 173, and 599
(markers: hsa-miR-4707-3p, hsa-miR-615-5p, hsa-miR-
665, and hsa-miR-6717-5p); and

(5) a combination of SEQ 1D NOs: 29, 63, 173, and 178
(markers: hsa-miR-6726-5p, hsa-miR-4707-3p, hsa-miR-
6635, and hsa-miR-614).

Non-limiting examples of the combination of the poly-
nucleotide consisting of the nucleotide sequence represented
by SEQ ID NO: 178 or a complementary sequence thereof
with polynucleotides consisting of nucleotide sequences
represented by SEQ ID NOs of three polynucleotides
selected from the cancer type-specific polynucleotide group
1 or complementary sequences thereof will be further listed.

(1) a combination of SEQ ID NOs: 16, 139, 178, and 601
(markers: hsa-miR-92a-2-5p, hsa-miR-760, hsa-miR-614,
and hsa-miR-6777-5p);

(2) a combination of SEQ 1D NOs: 16, 37, 139, and 178
(markers: hsa-miR-92a-2-5p, hsa-miR-3619-3p, hsa-miR-
760, and hsa-miR-614);

(3) a combination of SEQ ID NOs: 1, 12, 16, and 178
(markers: hsa-miR-4443, hsa-miR-4745-5p, hsa-miR-92a-
2-5p, and hsa-miR-614);

(4) a combination of SEQ ID NOs: 1, 63, 173, and 178
(markers: hsa-miR-4443, hsa-miR-4707-3p, hsa-miR-665,
and hsa-miR-614); and

(5) a combination of SEQ ID NOs: 16, 139, 178, and 597
(markers: hsa-miR-92a-2-5p, hsa-miR-760, hsa-miR-614,
and hsa-miR-5787).

Non-limiting examples of the combination of the poly-
nucleotide consisting of the nucleotide sequence represented
by SEQ ID NO: 599 or a complementary sequence thereof
with polynucleotides consisting of nucleotide sequences
represented by SEQ ID NOs of three polynucleotides
selected from the cancer type-specific polynucleotide group
1 or complementary sequences thereof will be further listed.
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(1) a combination of SEQ ID NOs: 12, 37, 63, and 599
(markers: hsa-miR-4745-5p, hsa-miR-3619-3p, hsa-miR-
4707-3p, and hsa-miR-6717-5p);

(2) a combination of SEQ ID NOs: 42, 58, 63, and 599
(markers: hsa-miR-4525, hsa-miR-4530, hsa-miR-4707-3p,
and hsa-miR-6717-5p);

(3) a combination of SEQ ID NOs: 1, 12, 16, and 599
(markers: hsa-miR-4443, hsa-miR-4745-5p, hsa-miR-92a-
2-5p, and hsa-miR-6717-5p);

(4) a combination of SEQ ID NOs: 63, 119, 173, and 599
(markers: hsa-miR-4707-3p, hsa-miR-4492, hsa-miR-665,
and hsa-miR-6717-5p); and

(5) a combination of SEQ ID NOs: 16, 18, 139, and 599
(markers: hsa-miR-92a-2-5p, hsa-miR-4448, hsa-miR-760,
and hsa-miR-6717-5p).

Non-limiting examples of the combination of the poly-
nucleotide consisting of the nucleotide sequence represented
by SEQ ID NO: 609 or a complementary sequence thereof
with polynucleotides consisting of nucleotide sequences
represented by SEQ ID NOs of three polynucleotides
selected from the cancer type-specific polynucleotide group
1 or complementary sequences thereof will be further listed.

(1) a combination of SEQ ID NOs: 42, 63, 585, and 609
(markers: hsa-miR-4525, hsa-miR-4707-3p, hsa-miR-3196,
and hsa-miR-451a);

(2) a combination of SEQ ID NOs: 42, 63, 592, and 609
(markers: hsa-miR-4525, hsa-miR-4707-3p, hsa-miR-4723-
5p, and hsa-miR-451a);

(3) a combination of SEQ ID NOs: 18, 42, 581, and 609
(markers: hsa-miR-4448, hsa-miR-4525, hsa-miR-642a-3p,
and hsa-miR-451a);

(4) a combination of SEQ ID NOs: 12, 16, 599, and 609
(markers: hsa-miR-4745-5p, hsa-miR-92a-2-5p, hsa-miR-
6717-5p, and hsa-miR-451a); and

(5) a combination of SEQ ID NOs: 16, 126, 599, and 609
(markers: hsa-miR-92a-2-5p, hsa-miR-3648, hsa-miR-
6717-5p, and hsa-miR-451a).

Non-limiting examples of the combination of the poly-
nucleotide consisting of the nucleotide sequence represented
by SEQ ID NO: 611 or a complementary sequence thereof
with polynucleotides consisting of nucleotide sequences
represented by SEQ ID NOs of three polynucleotides
selected from the cancer type-specific polynucleotide group
1 or complementary sequences thereof will be further listed.

(1) a combination of SEQ ID NOs: 12, 16, 37, and 611
(markers: hsa-miR-4745-5p, hsa-miR-92a-2-5p, hsa-miR-
3619-3p, and hsa-miR-671-5p);

(2) a combination of SEQ ID NOs: 1, 63, 139, and 611
(markers: hsa-miR-4443, hsa-miR-4707-3p, hsa-miR-760,
and hsa-miR-671-5p);

(3) a combination of SEQ ID NOs: 63, 158, 173, and 611
(markers: hsa-miR-4707-3p, hsa-miR-1228-5p, hsa-miR-
665, and hsa-miR-671-5p);

(4) a combination of SEQ ID NOs: 16, 37, 139, and 611
(markers: hsa-miR-92a-2-5p, hsa-miR-3619-3p, hsa-miR-
760, and hsa-miR-671-5p); and

(5) a combination of SEQ ID NOs: 16, 37, 595, and 611
(markers: hsa-miR-92a-2-5p, hsa-miR-3619-3p, hsa-miR-
4739, and hsa-miR-671-5p).

The kit or the device of the present invention can also
contain a polynucleotide that is already known or that will
be found in future, to enable detection of prostate cancer, in
addition to the polynucleotide(s) (which can include a
variant, a fragment, and a derivative) according to the
present invention described above.

The kit of the present invention can also contain an
antibody for measuring a marker for prostate cancer exami-
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nation known in the art, such as PSA, in addition to the
polynucleotide(s) according to the present invention
described above, and a variant thereof or a fragment thereof.

These polynucleotides and the variants thereof or the
fragments thereof contained in the kit of the present inven-
tion can be packaged in different containers either individu-
ally or in any combination.

The kit of the present invention can contain a kit for
extracting a nucleic acid (e.g., total RNA) from body fluids,
cells, or tissues, a fluorescent material for labeling, an
enzyme and a medium for nucleic acid amplification, an
instruction manual, etc.

The device of the present invention is a device for cancer
marker measurement in which nucleic acids such as the
polynucleotides according to the present invention described
above, variants thereof, derivatives thereof, or fragments
thereof are bonded or attached to, for example, a solid phase.
Examples of the material for the solid phase include plastics,
paper, glass, and silicon. The material for the solid phase is
preferably a plastic from the viewpoint of easy processabil-
ity. The solid phase has any shape and is, for example,
square, round, reed-shaped, or film-shaped. The device of
the present invention includes, for example, a device for
measurement by a hybridization technique. Specific
examples thereof include blotting devices and nucleic acid
arrays (e.g., microarrays, DNA chips, and RNA chips).

The nucleic acid array technique is a technique which
involves bonding or attaching the nucleic acids one by one
by use of a method [e.g., a method of spotting the nucleic
acids using a high-density dispenser called spotter or arrayer
onto the surface of the solid phase surface-treated, if nec-
essary, by coating with L-lysine or the introduction of a
functional group such as an amino group or a carboxyl
group, a method of spraying the nucleic acids onto the solid
phase using an inkjet which injects very small liquid drop-
lets by a piezoelectric element or the like from a nozzle, or
a method of sequentially synthesizing nucleotides on the
solid phase] to prepare an array such as a chip and measuring
a target nucleic acid(s) through the use of hybridization
using this array.

The kit or the device of the present invention comprises
nucleic acids capable of specifically binding to the poly-
nucleotides of at least one or more, preferably at least two
or more, more preferably at least three or more, most
preferably at least five or more to all of the prostate cancer
marker miRNAs, respectively, of the group 1 described
above. The kit or the device of the present invention can
optionally further comprise nucleic acids capable of specifi-
cally binding to the polynucleotides of at least one or more,
preferably at least two or more, more preferably at least
three or more, most preferably at least five or more to all of
the prostate cancer marker miRNAs, respectively, of the
group 2 described above. The kit or the device of the present
invention can optionally further comprise nucleic acids
capable of specifically binding to the polynucleotides of at
least one or more, preferably at least two or more, more
preferably at least three or more, most preferably at least five
or more to all of the prostate cancer marker miRNAs,
respectively, of the group 3 described above.

The kit or the device of the present invention can be used
for detecting prostate cancer as described in the Section 4
below.

4, Method for Detecting Prostate Cancer

The present invention further provides a method for
detecting prostate cancer, comprising using the kit or the
device of the present invention (including the nucleic acid(s)
that can be used in the present invention) described in the
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preceding Section 3 to measure an expression level(s) of one
or more prostate cancer-derived gene(s) represented by an
expression level(s) of prostate cancer-derived gene(s)
selected from the following group: miR-4443, miR-1908-
5p, miR-4257, miR-3197, miR-3188, miR-4649-5p, miR-
1343-3p, miR-6861-5p, miR-1343-5p, miR-642b-3p, miR-
6741-5p, miR-4745-5p, miR-6826-5p, miR-3663-3p, miR-
3131, miR-92a-2-5p, miR-4258, miR-4448, miR-6125,
miR-6880-5p, miR-6132, miR-4467, miR-6749-5p, miR-
2392, miR-1273g-3p, miR-4746-3p, miR-1914-3p, miR-
7845-5p, miR-6726-5p, miR-128-2-5p, miR-4651, miR-
6765-3p, miR-3185, miR-4792, miR-6887-5p, miR-5572,
miR-3619-3p, miR-6780b-5p, miR-4707-5p, miR-8063,
miR-4454, miR-4525, miR-7975, miR-744-5p, miR-3135b,
miR-4648, miR-6816-5p, miR-4741, miR-7150, miR-6791-
5p, miR-1247-3p, miR-7977, miR-4497, miR-6090, miR-
6781-5p, miR-6870-5p, miR-6729-5p, miR-4530, miR-
7847-3p, miR-6825-5p, miR-4674, miR-3917, miR-4707-
3p, miR-6885-5p, miR-6722-3p, miR-4516, miR-6757-5p,
miR-6840-3p, miR-5195-3p, miR-6756-5p. miR-6800-5p,
miR-6727-5p, miR-6126, miR-6872-3p, miR-4446-3p,
miR-1268a, miR-1908-3p, miR-3679-5p, miR-4534, miR-
4675, miR-7108-5p, miR-6799-5p, miR-4695-5p, miR-
3178, miR-5090, miR-3180, miR-1237-5p, miR-4758-5p,
miR-3184-5p, miR-4286, miR-6784-5p, miR-6768-5p,
miR-6785-5p, miR-4706, miR-711, miR-1260a, miR-6746-
5p, miR-6089, miR-6821-5p, miR-4667-5p, miR-8069,
miR-4726-5p, miR-6124, miR-4532, miR-4486, miR-4728-
5p, miR-4508, miR-128-1-5p, miR-4513, miR-6795-5p,
miR-4689, miR-6763-5p, miR-8072, miR-6765-5p, miR-
4419b, miR-7641, miR-3928-3p, miR-1227-5p, miR-4492,
miR-296-3p, miR-6769a-5p, miR-6889-5p, miR-4632-5p,
miR-4505, miR-3154. miR-3648, miR-4442, miR-3141,
miR-7113-3p, miR-6819-5p, miR-3195, miR-1199-5p, miR-
6738-5p, miR-4656, miR-6820-5p, miR-204-3p, miR-642a-
3p, miR-762, miR-1202, miR-3162-5p, miR-3196, miR-
3622a-5p, miR-3665, miR-3940-5p, miR-4294, miR-4466,
miR-4476, miR-4723-5p, miR-4725-3p, miR-4730, miR-
4739, miR-4787-5p, miR-5787, miR-6085, miR-6717-5p,
miR-6724-5p, miR-6777-5p, miR-6778-5p. miR-6787-5p,
miR-6789-5p, miR-6845-5p and miR-6893-5p, optionally
an expression level of prostate cancer-derived gene(s)
selected from the following group: miR-615-5p, miR-486-
3p, miR-1225-3p, miR-760, miR-187-5p, miR-1203, miR-
7110-5p, miR-371a-5p, miR-939-5p, miR-575, miR-92b-
5p, miR-887-3p, miR-920, miR-1915-5p, miR-1231, miR-
663b, miR-1225-5p, miR-16-5p, miR-423-5p, miR-451a,
miR-564 and miR-671-5p, and optionally an expression
level of prostate cancer-derived gene(s) selected from the
following group: miR-4763-3p, miR-3656, miR-4488, miR-
125a-3p, miR-1469, miR-1228-5p, miR-6798-5p, miR-
1268b, miR-6732-5p, miR-1915-3p, miR-4433b-3p, miR-
1207-5p, miR-4433-3p, miR-6879-5p, miR-4417, miR-30c-
1-3p, miR-4638-5p, miR-6088, miR-4270, miR-6782-5p,
miR-665, miR-486-5p, miR-4655-5p, miR-1275, miR-
6806-5p, miR-614, miR-3937, miR-6752-5p, miR-6771-5p,
miR-4450, miR-211-3p, miR-663a, miR-6842-5p, miR-
7114-5p and miR-6779-5p in a sample in vitro, further
comparing, for example, the expression level(s) of the
gene(s) in the sample (e.g., blood, serum, or plasma) col-
lected from a subject suspected of having prostate cancer
with a control expression level in the sample collected from
a healthy subject (including a non-prostate cancer patient),
and evaluating the subject as having prostate cancer when
the expression level of the target nucleic acid is statistically
significantly different between the samples.
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This method of the present invention permits limitedly
invasive early diagnosis of cancer with high sensitivity and
specificity and thereby brings about early treatment and
improved prognosis. In addition, exacerbation of the disease
or the effectiveness of surgical, radiotherapeutic, and che-
motherapeutic treatments can be monitored.

The method for extracting the prostate cancer-derived
gene from the sample such as blood, serum, or plasma
according to the present invention is particularly preferably
prepared by the addition of a reagent for RNA extraction in
3D-Gene™ RNA extraction reagent from liquid sample kit
(Toray Industries, Inc.). A general acidic phenol method
(acid guanidinium-phenol-chloroform (AGPC)) may be
used, or Trizol® (Life Technologies Corp.) may be used.
The prostate cancer-derived genes may be prepared by the
addition of a reagent for RNA extraction containing acidic
phenol, such as Trizol (Life Technologies Corp.) or Isogen
(Nippon Gene Co., Ltd). Alternatively, a kit such as
miRNeasy® Mini Kit (Qiagen N.V.) can be used, though the
method is not limited thereto.

The present invention also provides use of the kit or the
device of the present invention for detecting in vitro an
expression product of a prostate cancer-derived miRNA
gene(s) in a sample derived from a subject.

In the method of the present invention, a kit or a device
comprising, each alone or in every possible composition, the
polynucleotides that can be used in the present invention as
described above is used as the kit or the device.

In the detection or (genetic) diagnosis of prostate cancer
according to the present invention, each polynucleotide
contained in the kit or the device of the present invention can
be used as a probe or a primer. In the case of using the
polynuclectide as a primer, TagMan® MicroRNA Assays
from Life Technologies Corp., miScript PCR System from
Qiagen N.V., or the like can be used, though the method is
not limited thereto.

The polynucleotide contained in the kit or the device of
the present invention can be used as a primer or a probe
according to a routine method in a method known in the art
for specifically detecting the particular gene, for example, a
hybridization technique such as Northern blot, Southern
blot, in situ hybridization, Northern hybridization, or South-
ern hybridization, or a quantitative amplification technique
such as quantitative RT-PCR. A body fluid such as blood,
serum, plasma, or urine of the subject is collected as a
sample to be assayed according to the type of the detection
method used. Alternatively, total RNA prepared from such a
body fluid by the method described above may be used, and
various polynucleotides including ¢cDNA prepared on the
basis of the RNA may be used.

The kit or the device of the present invention is useful for
the diagnosis of prostate cancer or the detection of the
presence or absence of prostate cancer. Specifically, the
detection of prostate cancer using the kit or the device can
be performed by detecting in vitro an expression level(s) of
a gene(s) using the nucleic acid probe(s) or the primer(s)
contained in the kit or the device in a sample such as blood,
serum, plasma, or urine from a subject suspected of having
prostate cancer. The subject suspected of having prostate
cancer can be evaluated as having prostate cancer when the
expression level(s) of a target miRNA marker(s) measured
using polynucleotide(s) (including any variant, any frag-
ment, and any derivative thereof) consisting of a nucleotide
sequence(s) represented by at least one or more of SEQ ID
NOs: 1 to 135, 580 to 606, or a complementary sequence(s)
thereof, optionally a nucleotide sequence(s) represented by
one or more of SEQ ID NOs: 136 to 152, 607 to 611 or a
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complementary sequence(s) thereof, and optionally a
nucleotide sequence(s) represented by one or more of SEQ
1D NOs: 153 to 187 or a complementary sequence(s) thereof
in the sample such as blood, serum, plasma, or urine of the
subject is statistically significantly different from the expres-
sion level(s) thereof in the sample such as blood, serum, or
plasma, or urine of a healthy subject.

The method of the present invention can be combined
with rectal examination, transrectal ultrasonography of the
prostate, or a diagnostic imaging method such as CT scan,
MRI scan, or bone scintigraphy. The method of the present
invention is capable of specifically detecting prostate cancer
and can substantially discriminate prostate cancer from the
other cancers.

The method for detecting the absence of an expression
product of a prostate cancer-derived gene(s) or the presence
of the expression product of a prostate cancer-derived
gene(s) in a sample using the kit or the device of the present
invention comprises collecting a body fluid such as blood,
serum, plasma, or urine of a subject, and measuring the
expression level(s) of the target gene(s) contained therein
using one or more polynucleotide(s) (including a variant, a
fragment, and a derivative) selected from the polynucleotide
group of the present invention, to evaluate the presence or
absence of prostate cancer or to detect prostate cancer. The
method for detecting prostate cancer according to the pres-
ent invention can also evaluate or diagnose, for example, the
presence or absence of amelioration of the disease or the
degree of amelioration thereof in a prostate cancer patient
given a therapeutic drug for the amelioration of the disease.

The method of the present invention can comprise, for
example, the following steps (a), (b), and (c):

(a) contacting a sample derived from a subject with a
polynucleotide(s) in the kit or the device of the present
invention in vitro;

(b) measuring an expression level(s) of the target nucleic
acid(s) in the sample using the polynucleotide(s) as a nucleic
acid probe(s) or a primer(s); and

(c) evaluating the presence or absence of prostate cancer
(cells) in the subject on the basis of the step (b).

Specifically, the present invention provides a method for
detecting prostate cancer, comprising measuring an expres-
sion level(s) of a target nucleic acid(s) in a sample of a
subject using a nucleic acid(s) capable of specifically bind-
ing to at least one or more (preferably at least two or more)
polynucleotide(s) selected from miR-4443, miR-1908-5p,
miR-4257, miR-3197, miR-3188, miR-4649-5p, miR-1343-
3p, miR-6861-5p, miR-1343-5p, miR-642b-3p, miR-6741-
5p, miR-4745-5p, miR-6826-5p, miR-3663-3p, miR-3131,
miR-92a-2-5p, miR-4258, miR-4448, miR-6125, miR-
6880-5p, miR-6132, miR-4467, miR-6749-5p, miR-2392,
miR-1273g-3p, miR-4746-3p, miR-1914-3p, miR-7845-5p,
miR-6726-5p, miR-128-2-5p, miR-4651, miR-6765-3p,
miR-3185, miR-4792, miR-6887-5p, miR-5572, miR-3619-
3p, miR-6780b-5p, miR-4707-5p, miR-8063, miR-4454,
miR-4525, miR-7975, miR-744-5p, miR-3135b, miR-4643,
miR-6816-5p, miR-4741, miR-7150, miR-6791-5p, miR-
1247-3p, miR-7977, miR-4497, miR-6090, miR-6781-5p,
miR-6870-5p, miR-6729-5p, miR-4530, miR-7847-3p,
miR-6825-5p, miR-4674, miR-3917, miR-4707-3p, miR-
6885-5p, miR-6722-3p, miR-4516, miR-6757-5p, miR-
6840-3p, miR-5195-3p, miR-6756-5p, miR-6800-5p, miR-
6727-5p, miR-6126, miR-6872-3p, miR-4446-3p, miR-
1268a, miR-1908-3p, miR-3679-5p, miR-4534, miR-4675,
miR-7108-5p, miR-6799-5p, miR-4695-5p, miR-3178,
miR-5090, miR-3180, miR-1237-5p, miR-4758-5p, miR-
3184-5p, miR-4286, miR-6784-5p, miR-6768-5p, miR-
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6785-5p, miR-4706, miR-711, miR-1260a, miR-6746-5p,
miR-6089, miR-6821-5p, miR-4667-5p, miR-8069, miR-
4726-5p, miR-6124, miR-4532, miR-4486, miR-4728-5p,
miR-4508, miR-128-1-5p, miR-4513, miR-6795-5p, miR-
4689, miR-6763-5p, miR-8072, miR-6765-5p, miR-4419b,
miR-7641, miR-3928-3p, miR-1227-5p, miR-4492, miR-
296-3p, miR-67692-5p, miR-6889-5p, miR-4632-5p, miR-
4505, miR-3154, miR-3648, miR-4442, miR-3141, miR-
7113-3p, miR-6819-5p, miR-3195, miR-1199-5p, miR-
6738-5p, miR-4656, miR-6820-5p, miR-204-3p, miR-642a-
3p, miR-762, miR-1202, miR-3162-5p, miR-3196, miR-
3622a-5p, miR-3665, miR-3940-5p, miR-4294, miR-4466,
miR-4476, miR-4723-5p, miR-4725-3p, miR-4730, miR-
4739, miR-4787-5p, miR-5787, miR-6085, miR-6717-5p,
miR-6724-5p, miR-67"77-5p, miR-6778-5p, miR-6787-5p,
miR-6789-5p, miR-6845-5p and miR-6893-5p and evaluat-
ing in vitro the presence or absence of prostate cancer in the
subject using the measured expression level(s) and a control
expression level(s) of a healthy subject measured in the
same way as above.

In the present specification, the term “evaluation” is
evaluation support based on results of in vitro examination,
not physician’s judgment.

As described above, in the method of the present inven-
tion, specifically, miR-4443 is hsa-miR-4443, miR-1908-5p
is hsa-miR-1908-5p, miR-4257 is hsa-miR-4257, miR-3197
is hsa-miR-3197, miR-3188 is hsa-miR-3188, miR-4649-5p
is hsa-miR-4649-5p, miR-1343-3p is hsa-miR-1343-3p,
miR-6861-5p is hsa-miR-6861-5p, miR-1343-5p is hsa-
miR-1343-5p, miR-642b-3p is hsa-miR-642b-3p, miR-
6741-5p is hsa-miR-6741-5p, miR-4745-5p is hsa-miR-
4745-5p, miR-6826-5p is hsa-miR-6826-5p, miR-3663-3p is
hsa-miR-3663-3p, miR-3131 is hsa-miR-3131, miR-92a-2-
5p is hsa-miR-92a-2-5p, miR-4258 is hsa-miR-4258, miR-
4448 is hsa-miR-4448, miR-6125 is hsa-miR-6125, miR-
6880-5p is hsa-miR-6880-5p, miR-6132 is hsa-miR-6132,
miR-4467 is hsa-miR-4467, miR-6749-5p is hsa-miR-6749-
5p, miR-2392 is hsa-miR-2392, miR-1273g-3p is hsa-miR-
1273g-3p, miR-4746-3p is hsa-miR-4746-3p, miR-1914-3p
is hsa-miR-1914-3p, miR-7845-5p is hsa-miR-7845-5p,
miR-6726-5p is hsa-miR-6726-5p, miR-128-2-5p is hsa-
miR-128-2-5p, miR-4651 is hsa-miR-4651, miR-6765-3p is
hsa-miR-6765-3p, miR-3185 is hsa-miR-3185, miR-4792 is
hsa-miR-4792, miR-6887-5p is hsa-miR-6887-5p, miR-
5572 is hsa-miR-5572, miR-3619-3p is hsa-miR-3619-3p,
miR-6780b-5p is hsa-miR-6780b-5p, miR-4707-5p is hsa-
miR-4707-5p, miR-8063 is hsa-miR-8063, miR-4454 is
hsa-miR-4454, miR-4525 is hsa-miR-4525, miR-7975 is
hsa-miR-7975, miR-744-5p is hsa-miR-744-5p, miR-3135b
is hsa-miR-3135b, miR-4648 is hsa-miR-4648, miR-6816-
5p is hsa-miR-6816-5p, miR-4741 is hsa-miR-4741, miR-
7150 is hsa-miR-7150, miR-6791-5p is hsa-miR-6791-5p,
miR-1247-3p is hsa-miR-1247-3p, miR-7977 is hsa-miR-
7977, miR-4497 is hsa-miR-4497, miR-6090 is hsa-miR-
6090, miR-6781-5p is hsa-miR-6781-5p, miR-6870-5p is
hsa-miR-6870-5p, miR-6729-5p is hsa-miR-6729-5p, miR-
4530 is hsa-miR-4530, miR-7847-3p is hsa-miR-7847-3p,
miR-6825-5p is hsa-miR-6825-5p, miR-4674 is hsa-miR-
4674, miR-3917 is hsa-miR-3917, miR-4707-3p is hsa-miR-
4707-3p, miR-6885-5p is hsa-miR-6885-5p, miR-6722-3p is
hsa-miR-6722-3p, miR-4516 is hsa-miR-4516, miR-6757-
5p is hsa-miR-6757-5p, miR-6840-3p is hsa-miR-6840-3p,
miR-5195-3p is hsa-miR-5195-3p, miR-6756-5p is hsa-
miR-6756-5p, miR-6800-5p is hsa-miR-6800-5p, miR-
6727-5p is hsa-miR-6727-5p, miR-6126 is hsa-miR-6126,
miR-6872-3p is hsa-miR-6872-3p, miR-4446-3p is hsa-
miR-4446-3p, miR-1268a is hsa-miR-1268a, miR-1908-3p
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is hsa-miR-1908-3p, miR-3679-5p is hsa-miR-3679-5p,
miR-4534 is hsa-miR-4534, miR-4675 is hsa-miR-4675,
miR-7108-5p is hsa-miR-7108-5p, miR-6799-5p is hsa-
miR-6799-5p, miR-4695-5p is hsa-miR-4695-5p, miR-3178
is hsa-miR-3178, miR-5090 is hsa-miR-5090, miR-3180 is
hsa-miR-3180, miR-1237-5p is hsa-miR-1237-5p, miR-
4758-5p is hsa-miR-4758-5p, miR-3184-5p is hsa-miR-
3184-5p, miR-4286 is hsa-miR-4286, miR-6784-5p is hsa-
miR-6784-5p, miR-6768-5p is hsa-miR-6768-5p, miR-
6785-5p is hsa-miR-6785-5p. miR-4706 is hsa-miR-4706,
miR-711 is hsa-miR-711, miR-1260a is hsa-miR-1260a,
miR-6746-5p is hsa-miR-6746-5p, miR-6089 is hsa-miR-
6089, miR-6821-5p is hsa-miR-6821-5p, miR-4667-5p is
hsa-miR-4667-5p. miR-8069 is hsa-miR-8069, miR-4726-
5p is hsa-miR-4726-5p, miR-6124 is hsa-miR-6124, miR-
4532 is hsa-miR-4532, miR-4486 is hsa-miR-4486, miR-
4728-5p is hsa-miR-4728-5p, miR-4508 is hsa-miR-4508,
miR-128-1-5p is hsa-miR-128-1-5p, miR-4513 is hsa-miR-
4513, miR-6795-5p is hsa-miR-6795-5p, miR-4689 is hsa-
miR-4689, miR-6763-5p is hsa-miR-6763-5p, miR-8072 is
hsa-miR-8072, miR-6765-5p is hsa-miR-6765-5p, miR-
4419b is hsa-miR-4419b, miR-7641 is hsa-miR-7641, miR-
3928-3p is hsa-miR-3928-3p, miR-1227-5p is hsa-miR-
1227-5p, miR-4492 is hsa-miR-4492, miR-296-3p is hsa-
miR-296-3p, miR-6769a-5p is hsa-miR-6769a-5p, miR-
6889-5p is hsa-miR-6889-5p, miR-4632-5p is hsa-miR-
4632-5p, miR-4505 is hsa-miR-4505, miR-3154 is hsa-miR-
3154, miR-3648 is hsa-miR-3648, miR-4442 is hsa-miR-
4442 miR-3141 is hsa-miR-3141, miR-7113-3p is hsa-miR-
7113-3p, miR-6819-5p is hsa-miR-6819-5p, miR-3195 is
hsa-miR-3195, miR-1199-5p is hsa-miR-1199-5p, miR-
6738-5p is hsa-miR-6738-5p. miR-4656 is hsa-miR-4656,
miR-6820-5p is hsa-miR-6820-5p, miR-204-3p is hsa-miR-
204-3p, miR-642a-3p is hsa-miR-642a-3p, miR-762 is hsa-
miR-762, miR-1202 is hsa-miR-1202, miR-3162-5p is hsa-
miR-3162-5p, miR-3196 is hsa-miR-3196, miR-3622a-5p is
hsa-miR-3622a-5p, miR-3665 is hsa-miR-3665, miR-3940-
5p is hsa-miR-3940-5p, miR-4294 is hsa-miR-4294, miR-
4466 is hsa-miR-4466, miR-4476 is hsa-miR-4476, miR-
4723-5p is hsa-miR-4723-5p, miR-4725-3p is hsa-miR-
4725-3p, miR-4730 is hsa-miR-4730, miR-4739 is hsa-miR-
4739, miR-4787-5p is hsa-miR-4787-5p, miR-5787 is hsa-
miR-5787, miR-6085 is hsa-miR-6085, miR-6717-5p is
hsa-miR-6717-5p, miR-6724-5p is hsa-miR-6724-5p, miR-
6777-5p is hsa-miR-6777-5p, miR-6778-5p is hsa-miR-
6778-5p, miR-6787-5p is hsa-miR-6787-5p, miR-6789-5p is
hsa-miR-6789-5p. miR-6845-5p is hsa-miR-6845-5p, and
miR-6893-5p is hsa-miR-6893-5p.

In the method of the present invention, specifically, the
nucleic acid(s) (specifically, probe(s) or primer(s)) is
selected from the group consisting of the following poly-
nucleotides (a) to (e):

(a) a polynucleotide consisting of a nucleotide sequence
represented by any of SEQ ID NOs: 1 to 135 and 580 to 606
or a nucleotide sequence derived from the nucleotide
sequence by the replacement of u with t, a variant thereof,
a derivative thereof, or a fragment thereof comprising 15 or
more consecutive nucleotides,

(b) a polynucleotide comprising a nucleotide sequence rep-
resented by any of SEQ ID NOs: 1 to 135 and 580 to 606,
(c) a polynucleotide consisting of a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 1 to 135 and 580 to 606 or a nucleotide
sequence derived from the nucleotide sequence by the
replacement of u with t, a variant thereof, a derivative
thereof, or a fragment thereof comprising 15 or more con-
secutive nucleotides,
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(d) a polynucleotide comprising a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 1 to 135 and 580 to 606 or a nucleotide
sequence derived from the nucleotide sequence by the
replacement of u with t, and

(e) a polynucleotide hybridizing under stringent conditions
to any of the polynucleotides (a) to (d).

The method of the present invention can further use a
nucleic acid capable of specifically binding to at least one or
more polynucleotide(s) selected from miR-615-5p, miR-
486-3p, miR-1225-3p, miR-760, miR-187-5p, miR-1203,
miR-7110-5p, miR-371a-5p, miR-939-5p, miR-575, miR-
92b-5p, miR-887-3p, miR-920, miR-1915-5p, miR-1231,
miR-663b, miR-1225-5p, miR-16-5p, miR-423-5p, miR-
451a, miR-564 and miR-671-5p.

Specifically, miR-615-5p is hsa-miR-615-5p, miR-486-3p
is hsa-miR-486-3p, miR-1225-3p is hsa-miR-1225-3p, miR-
760 is hsa-miR-760, miR-187-5p is hsa-miR-187-5p, miR-
1203 is hsa-miR-1203, miR-7110-5p is hsa-miR-7110-5p,
miR-371a-5p is hsa-miR-371a-5p, miR-939-5p is hsa-miR-
939-5p, miR-575 is hsa-miR-575, miR-92b-5p is hsa-miR-
92b-5p, miR-887-3p is hsa-miR-887-3p, miR-920 is hsa-
miR-920, miR-1915-5p is hsa-miR-1915-5p, miR-1231 is
hsa-miR-1231, miR-663b is hsa-miR-663b, miR-1225-5p is
hsa-miR-1225-5p, miR-16-5p is hsa-miR-16-5p, miR-423-
5p is hsa-miR-423-5p, miR-451a is hsa-miR-451a, miR-564
is hsa-miR-564, and miR-671-5p is hsa-miR-671-5p.

Specifically, the nucleic acid(s) is further selected from
the group consisting of the following polynucleotides (f) to
(i)

(D) a polynucleotide consisting of a nucleotide sequence
represented by any of SEQ ID NOs: 136 to 152 and 607 to
611 or a nucleotide sequence derived from the nucleotide
sequence by the replacement of u with t, a variant thereof,
a derivative thereof, or a fragment thereof comprising 15 or
more consecutive nucleotides,

(g) a polynucleotide comprising a nucleotide sequence rep-
resented by any of SEQ ID NOs: 136 to 152 and 607 to 611,
(h) a polynucleotide consisting of a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 136 to 152 and 607 to 611 or a nucleotide
sequence derived from the nucleotide sequence by the
replacement of u with t, a variant thereof, a derivative
thereof, or a fragment thereof comprising 15 or more con-
secutive nucleotides,

(i) a polynucleotide comprising a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 136 to 152 and 607 to 611 or a nucleotide
sequence derived from the nucleotide sequence by the
replacement of u with t, and

(3) a polynucleotide hybridizing under stringent conditions
to any of the polynucleotides (f) to (i).

The method of the present invention can further use a
nucleic acid(s) capable of specifically binding to at least one
or more polynucleotide(s) selected from miR-4763-3p, miR-
3656, miR-4488, miR-125a-3p, miR-1469, miR-1228-5p,
miR-6798-5p, miR-1268b, miR-6732-5p, miR-1915-3p,
miR-4433b-3p, miR-1207-5p, miR-4433-3p, miR-6879-5p,
miR-4417, miR-30c-1-3p, miR-4638-5p, miR-6088, miR-
4270, miR-6782-5p, miR-665, miR-486-5p, miR-4655-5p,
miR-1275, miR-6806-5p, miR-614, miR-3937, miR-6752-
5p, miR-6771-5p, miR-4450, miR-211-3p, miR-663a, miR-
6842-5p, miR-7114-5p and miR-6779-5p.

Specifically, miR-4763-3p is hsa-miR-4763-3p, miR-
3656 is hsa-miR-3656, miR-4488 is hsa-miR-4488, miR-
125a-3p is hsa-miR-125a-3p, miR-1469 is hsa-miR-1469,
miR-1228-5p is hsa-miR-1228-5p, miR-6798-5p is hsa-
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miR-6798-5p, miR-1268b is hsa-miR-1268b, miR-6732-5p
is hsa-miR-6732-5p, miR-1915-3p is hsa-miR-1915-3p,
miR-4433b-3p is hsa-miR-4433b-3p, miR-1207-5p is hsa-
miR-1207-5p, miR-4433-3p is hsa-miR-4433-3p, miR-
6879-5p is hsa-miR-6879-5p. miR-4417 is hsa-miR-4417,
miR-30c-1-3p is hsa-miR-30c-1-3p, miR-4638-5p is hsa-
miR-4638-5p, miR-6088 is hsa-miR-6088, miR-4270 is
hsa-miR-4270, miR-6782-5p is hsa-miR-6782-5p, miR-665
is hsa-miR-663, miR-486-5p is hsa-miR-486-5p, miR-4655-
5p is hsa-miR-4655-5p, miR-1275 is hsa-miR-1275, miR-
6806-5p is hsa-miR-6806-5p, miR-614 is hsa-miR-614,
miR-3937 is hsa-miR-3937, miR-6752-5p is hsa-miR-6752-
5p, miR-6771-5p is hsa-miR-6771-5p, miR-4450 is hsa-
miR-4450, miR-211-3p is hsa-miR-211-3p, miR-663a is
hsa-miR-663a, miR-6842-5p is hsa-miR-6842-5p, miR-
7114-5p is hsa-miR-7114-5p, and miR-6779-5p is hsa-miR-
6779-5p.

Specifically, the nucleic acid further used is a polynucle-
otide selected from the group consisting of the following
polynucleotides (k) to (o):

(k) a polynucleotide consisting of a nucleotide sequence
represented by any of SEQ ID NOs: 153 to 187 or a
nucleotide sequence derived from the nucleotide sequence
by the replacement of u with t, a variant thereof, a derivative
thereof, or a fragment thereof comprising 15 or more con-
secutive nucleotides,

() a polynucleotide comprising a nucleotide sequence rep-
resented by any of SEQ ID NOs: 153 to 187,

(m) a polynucleotide consisting of a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 153 to 187 or a nucleotide sequence derived
from the nucleotide sequence by the replacement of u with
t, a variant thereof, a derivative thereof, or a fragment
thereof comprising 15 or more consecutive nucleotides,
(n) a polynucleotide comprising a nucleotide sequence
complementary to a nucleotide sequence represented by any
of SEQ ID NOs: 153 to 187 or a nucleotide sequence derived
from the nucleotide sequence by the replacement of u with
t, and

(0) a polynucleotide hybridizing under stringent conditions
to any of the polynucleotides (k) to (n).

Examples of the sample used in the method of the present
invention can include samples prepared from a living tissue
(preferably a prostate tissue) or a body fluid such as blood,
serum, plasma, or urine of the subject. The sample includes,
specifically, for example, an RNA-containing sample pre-
pared from the tissue, a polynucleotide-containing sample
further prepared therefrom, a body fluid such as blood,
serum, plasma, or urine, a portion or the whole of a living
tissue collected from the subject by biopsy or the like, or a
living tissue excised by surgery can be used, and the sample
for measurement can be prepared therefrom.

In the present specification, the subject refers to a mam-
mal, for example, a human, a monkey, a mouse or a rat
without any limitation, and is preferably a human.

The steps of the method of the present invention can be
changed according to the type of the sample to be assayed.

In the case of using RNA as an analyte, the detection of
prostate cancer (cells) can comprise, for example, the fol-
lowing steps (a), (b), and (c):

(a) binding RNA prepared from the sample of the subject
or a complementary polynucleotide (cDNA) transcribed
therefrom to a polynucleotide in the kit or the device of the
present invention;

(b) measuring the sample-derived RNA or the cDNA
synthesized from the RNA, bound with the polynucleotide
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by hybridization using the polynucleotide as a nucleic acid
probe or by quantitative RT-PCR using the polynucleotide as
a primer; and

(¢) evaluating the presence or absence of prostate cancer
(or prostate cancer-derived gene expression) on the basis of
the measurement results of the step (b).

For example, various hybridization methods can be used
for detecting, examining, evaluating, or diagnosing prostate
cancer (or prostate cancer-derived gene expression) in vitro
according to the present invention. For example, Northern
blot, Southern blot, RT-PCR, DNA chip analysis, in situ
hybridization, Northern hybridization, or Southern hybrid-
ization can be used as such a hybridization method.

In the case of using the Northern blot, the presence or
absence of expression of each gene or the expression level
thereof in the RNA can be detected or measured by use of
the nucleic acid probe that can be used in the present
invention. Specific examples thereof can include a method
which involves labeling the nucleic acid probe (or its
complementary strand) with a radicisotope (*°P, **P, *°S,
etc.), a fluorescent material, or the like, hybridizing the
labeled product with the living tissue-derived RNA of the
subject transferred to a nylon membrane or the like accord-
ing to a routine method, and then detecting and measuring
a signal derived from the label (radioisotope or fluorescent
material) on the formed DNA/RNA duplex using a radiation
detector (examples thereof can include BAS-1800 II (Fuji-
film Corp.)) or a fluorescence detector (examples thereof can
include STORM 865 (GE Healthcare Japan Corp.)).

In the case of using the quantitative RT-PCR, the presence
or absence of expression of each gene or the expression level
thereof in the RNA can be detected or measured by use of
the primer that can be used in the present invention. Specific
examples thereof can include a method which involves
preparing cDNA from the living tissue-derived RNA of the
subject according to a routine method, hybridizing a pair of
primers (consisting of a plus strand and a reverse strand
binding to the cDNA) prepared from the polynucleotide for
detection of the present invention with the cDNA such that
the region of each target gene can be amplified with the
c¢DNA as a template, and performing PCR according to a
routine method to detect the obtained double-stranded DNA.
The method for detecting the double-stranded DNA can
include a method of performing the PCR using the primers
labeled in advance with a radioisotope or a fluorescent
material, a method of electrophoresing the PCR product on
an agarose gel and staining the double-stranded DNA with
ethidium bromide or the like for detection, and a method of
transferring the produced double-stranded DNA to a nylon
membrane or the like according to a routine method and
hybridizing the double-stranded DNA to a labeled nucleic
acid probe for detection.

In the case of using the nucleic acid array analysis, an
RNA chip or a DNA chip in which the nucleic acid probes
(single-stranded or double-stranded) of the present invention
is attached to a substrate (solid phase) is used. Regions
having the attached nucleic acid probes are referred to as
probe spots, and regions having no attached nucleic acid
probe are referred to as blank spots. Array in which a gene
group immobilized on a solid-phase substrate is generally
called a nucleic acid chip, a nucleic acid array, a microarray,
or the like. The DNA or RNA array includes a DNA or RNA
macroarray and a DNA or RNA microarray. In the present
specification, the term “chip” includes all of these arrays.
3D-Gene® Human miRNA Oligo chip (Toray Industries,
Inc.) can be used as the DNA chip, though the DNA chip is
not limited thereto.
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Examples of the measurement using the DNA chip can
include, but are not limited to, a method of detecting and
measuring a signal derived from the label on the nucleic acid
probe using an image detector (examples thereof can include
Typhoon 9410 (GE Healthcare Japan Corp.) and 3D-Gene®
scanner (Toray Industries, Inc.)).

The “stringent conditions™ used in the present specifica-
tion are, as mentioned above, conditions under which a
nucleic acid probe hybridizes to its target sequence to a
larger extent (e.g., a measurement value equal to or larger
than a mean of background measurement values+a standard
deviation of the background measurement valuesx2) than
that for other sequences.

The stringent conditions are defined by hybridization and
subsequent conditions of washing. The hybridization con-
ditions involves, for example, but not limited to, 30° C. to
60° C. for 1 to 24 hours in a solution containing SSC, a
surfactant, formamide, dextran sulfate, a blocking agent, etc.
In this context, 1xSSC is an aqueous solution (pH 7.0)
containing 150 mM sodium chloride and 15 mM sodium
citrate. The surfactant includes, for example, SDS (sodium
dodecyl sulfate), Triton, or Tween. The hybridization con-
ditions more preferably involve 3 to 10xSSC and 0.1 to 1%
SDS. Examples of the washing conditions, following the
hybridization, which is another condition to define the
stringent conditions, can include conditions involving con-
tinuous washing at 30° C. in a solution containing 0.5xSSC
and 0.1% SDS, at 30° C. in a solution containing 0.2xSSC
and 0.1% SDS, and at 30° C. in a 0.05xSSC solution. It is
desirable that the complementary strand should maintain its
hybridized state with a target plus strand even by washing
under such conditions. Specifically, examples of such a
complementary strand can include a strand consisting of a
nucleotide sequence in a completely complementary rela-
tionship with the nucleotide sequence of the target plus
strand, and a strand consisting of a nucleotide sequence
having at least 80%, preferably at least 85%, more prefer-
ably at least 90% or at least 95%, for example, at least 98%
or at least 99% identity to the strand.

Other examples of the “stringent conditions” for the
hybridization are described in, for example, Sambrook, J. &
Russel, D., Molecular Cloning, A LABORATORY
MANUAL, Cold Spring Harbor Laboratory Press, published
on Jan. 15,2001, Vol. 1, 7.42 to 7.45 and Vol. 2, 8.9 t0 8.17,
and can be used in the present invention.

Examples of the conditions for carrying out PCR using a
polynucleotide fragment in the kit of the present invention as
a primer include a treatment for approximately 15 seconds
to 1 minute at 5 to 10° C. plus a Tm value calculated from
the sequence of the primer, using a PCR buffer having
composition such as 10 mM Tris-HCL (pH 8.3), 50 mM
KCL, and 1 to 2 mM MgCl,. Examples of the method for
calculating such a Tm value include Tm value=2x(the
number of adenine residues+the number of thymine resi-
dues)+4x(the number of guanine residues+the number of
cytosine residues).

In the case of using the quantitative RT-PCR, a commer-
cially available kit for measurement specially designed for
quantitatively measuring miRNA, such as TagMan® Micro-
RNA Assays (Life Technologies Corp.), LNA®-based
MicroRNA PCR (Exiqon), or Ncode® miRNA qRT-PCT kit
(Invitrogen Corp.) may be used.

For the calculation of gene expression levels, statistical
analysis described in, for example, Statistical analysis of
gene expression microarray data (Speed T., Chapman and
Hall/CRC), and A beginner’s guide Microarray gene expres-
sion data analysis (Causton H. C. et al., Blackwell publish-
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ing) can be used in the present invention, though the
calculation method is not limited thereto. For example,
twice, preferably 3 times, more preferably 6 times the
standard deviation of the measurement values of the blank
spots are added to the average measurement value of the
blank spots on the DNA chip, and probe spots having a
signal value equal to or larger than the resulting value can be
regarded as detection spots. Alternatively, the average mea-
surement value of the blank spots is regarded as a back-
ground and can be subtracted from the measurement values
of the probe spots to determine gene expression levels. A
missing value for a gene expression level can be excluded
from the analyte, preferably replaced with the smallest value
of the gene expression level in each DNA chip, or more
preferably replaced with a value obtained by subtracting 0.1
from a logarithmic value of the smallest value of the gene
expression level. In order to eliminate low-signal genes,
only a gene having a gene expression level of 2°, preferably
2%, more preferably 2'° or larger in 20% or more, preferably
50% or more, more preferably 80% or more of the number
of measured samples can be selected as the analyte.
Examples of the normalization of the gene expression level
include, but are not limited to, global normalization and
quantile normalization (Bolstad, B. M. et al., 2003, Bioin-
formatics, Vol. 19, p. 185-193).

The present invention also provides a method comprising
measuring a target gene or gene expression level in a sample
derived from a subject using the polynucleotide, the kit, or
the device (e.g., chip) for detection of the present invention,
or a combination thereof, preparing a discriminant (discrimi-
nant function) with gene expression levels in a sample
derived from a prostate cancer patient and a sample derived
from a healthy subject as supervising samples, and deter-
mining or evaluating the presence and/or absence of the
prostate cancer-derived gene in the sample.

Specifically, the present invention further provides the
method comprising: a first step of measuring in vitro an
expression level of a target gene in multiple samples, in
which the presence and/or absence of the prostate cancer-
derived gene has been known in the samples, using the
polynucleotide, the kit, or the device (e.g., chip) for detec-
tion of the present invention, or a combination thereof, a
second step of preparing a discriminant with the measure-
ment values of the expression level of the target gene (target
nucleic acid) obtained in the first step as supervising
samples; a third step of measuring in vitro an expression
level of the target gene in a sample derived from a subject
in the same way as in the first step; and a fourth step of
substituting the measurement value of the expression level
of the target gene obtained in the third step into the dis-
criminant obtained in the second step, and determining or
evaluating the presence and/or absence of the prostate
cancer-derived gene in the sample on the basis of the results
obtained from the discriminant, wherein the target gene can
be detected using the polynucleotide or using a polynucle-
otide for detection, a variant thereof, or a fragment thereof
contained in the kit or the device (e.g., chip). In this context,
the discriminant can be prepared by use of Fisher’s linear
discriminant analysis, nonlinear discriminant analysis based
on Mahalanobis’ distance, neural network, Support Vector
Machine (SVM), or the like, though the method is not
limited thereto.

When a clustering boundary is a straight line or a hyper-
plane, the linear discriminant analysis is a method for
determining the association of a cluster using Formula 1 as
a discriminant. In this context, x represents an explanatory
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variable, w represents a coeflicient of the explanatory vari-
able, and w0 represents a constant term.

Formula 1

Fx) =wo +Z WX
il

Values obtained from the discriminant are referred to as
discriminant scores. The measurement values of a newly
offered data set can be substituted as explanatory variables
into the discriminant to determine clusters on the basis of the
signs of the discriminant scores.

The Fisher’s linear discriminant analysis, one type of
linear discriminant analysis, is a dimension reduction
method for selecting a dimension suitable for classification,
and constructs a synthetic variable with high discriminant
performance by focusing on the variance of the synthetic
variables and minimizing the variance of data having the
same label (Venables, W. N. et al., Modern Applied Statistics
with S. Fourth edition. Springer, 2002). In the Fisher’s linear
discriminant analysis, direction w of projection is deter-
mined so as to maximize Formula 2. In this context, p
represents an average input, ng represents the number of
data associated to class g, and |1g represents an average input
of the data associated to class g. The numerator and the
denominator are intra-class variance and inter-class vari-
ance, respectively, when each data is projected in the direc-
tion of the vector w. Discriminant coeflicient wi is deter-
mined by maximizing this ratio (Takafumi Kanamori et al.,
“Pattern Recognition”, Kyoritsu Shuppan Co., Ltd., (2009);
and Richard O. et al., Pattern Classification Second Edition,
Wiley-Interscience, 2000).

Formula 2
ng(w g —w! (v g = !

J(w) = G
5 5 05w g =T )
g=liyj=¢g
n X n X
subject to y = Z =, He = =
i p ng
i=1 iuj=g

The Mahalanobis’ distance is calculated according to
Formula 3 in consideration of data correlation and can be
used as nonlinear discriminant analysis for determining, an
associated cluster which has a closer Mahalanobis’ distance
from each cluster. In this context, | represents a central
vector of each cluster, and S-1 represents an inverse matrix
of the variance-covariance matrix of the cluster. The central
vector is calculated from explanatory variable x, and an
average vector, a median value vector, or the like can be
used.

‘el 1 Formula 3
Dix, i) ={(x - )57 (x - w)}?

SVM is a discriminant analysis method devised by V.
Vapnik (The Nature of Statistical Leaning Theory, Springer,
1995). Particular data points of a data set that has known
classes are defined as explanatory variables, and classes are
defined as objective variables. A boundary plane called
hyperplane for correctly classifying the data set into the
known classes is determined, and a discriminant for data
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classification is determined using the boundary plane. Then,
the measurement values of a newly offered data set can be
substituted as explanatory variables into the discriminant to
determine classes. In this respect, the results of the discrimi-
nant analysis may be classes, may be a probability of being
classified into correct classes, or may be the distance from
the hyperplane. In SVM, a method of nonlinearly converting
a feature vector to a high dimension and performing linear
discriminant analysis in the space is known as a method for
tackling nonlinear problems. An expression in which an
inner product of two factors in a nonlinearly mapped space
is expressed only by inputs in their original spaces is called
kernel. Examples of the kernel can include a linear kernel,
a RBF (radial basis function) kernel, and a Gaussian kernel.
While highly dimensional mapping is performed according
to the kernel, the optimum discriminant, i.e., a discriminant,
can be actually constructed by mere calculation according to
the kernel, which avoids calculating features in the mapped
space (e.g., Hideki Aso et al., Frontier of Statistical Science
6 “Statistics of pattern recognition and learning—New con-
cepts and approaches”, Iwanami Shoten, Publishers (2004);
Nello Cristianini et al., Introduction to SVM, Kyoritsu
Shuppan Co., Ltd. (2008)).

C-support vector classification (C-SVC), one type of
SVM, involves preparing a hyperplane by supervising with
the explanatory variables of two groups and classifying an
unknown data set into either of the groups (C. Cortes et al.,
1995, Machine Learning, Vol. 20, p. 273-297).

Exemplary calculation of a C-SVC discriminant that can
be used in the method of the present invention will be given
below. First, all subjects are divided into two groups, i.e., a
prostate cancer patient group and a healthy subject group.
For example, prostate tissue examination can be used for a
reference under which each subject is confirmed as a pros-
tate cancer patient or a healthy subject.

Next, a data set consisting of comprehensive gene expres-
sion levels of serum-derived samples of the two divided
groups (hereinafter, this data set is referred to as a training
cohort) is prepared, and a C-SVC discriminant is determined
by using genes found to differ clearly in their gene expres-
sion levels between the two groups as explanatory variables,
and this grouping as objective variables (e.g., -1 and +1). An
optimizing objective function is represented by Formula 4
wherein e represents all input vectors, y represents an
objective variable, a represents a Lagrange’s undetermined
multiplier vector, Q represents a positive definite matrix, and
C represents a parameter for adjusting constrained condi-
tions.

Ly r Formula 4
min za'Qa-e'a
a 2

subject to yTa=0, D<a;<Ci=1,...,1,

Formula 5 is a finally obtained discriminant, and an
associated group can be determined on the basis of the sign
of a value obtained according to the discriminant. In this
context, X represents a support vector, y represents a label
indicating the association with a group, a represents the
corresponding coeflicient, b represents a constant term, and
K represents a kernel function.

] Formula 5

i
fl= sg{z viaiK (s, )+
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For example, a RBF kernel defined by Formula 6 can be

used as the kernel function. In this context, X represents a
support vector, and y represents a kernel parameter for
adjusting the complexity of the hyperplane.

K, x)=expl-rx=x),r<0 Formula 6

In addition, an approach such as neural network, k-nearest
neighbor algorithms, decision trees, or logistic regression
analysis can be selected as a method for determining or
evaluating the presence and/or absence of expression of a
prostate cancer-derived target gene in a sample derived from
a subject, or for evaluating the expression level thereof by
comparison with a control derived from a healthy subject.

The method of the present invention can comprise, for
example, the following steps (a), (b), and (c):

(a) measuring an expression level of a target gene in
tissues containing prostate cancer-derived genes derived
from prostate cancer patients and/or samples already known
to be tissues containing no prostate cancer-derived gene
derived from healthy subjects, using the polynucleotide, the
kit, or the device (e.g., DNA chip) for detection according to
the present invention;

(b) preparing the discriminants of Formulae 1 to 3, 5, and
6 described above from the measurement values of the
expression level measured in the step (a); and

(c) measuring an expression level of the target gene in a
sample derived from a subject using the polynucleotide, the
kit, or the device (e.g., DNA chip) for detection according to
the present invention, substituting the obtained measurement
value into the discriminants prepared in the step (b), and
determining or evaluating the presence and/or absence of the
prostate cancer-derived target gene in the sample, or evalu-
ating the expression level thereof by comparison with a
healthy subject-derived control, on the basis of the obtained
results.

In this context, in the discriminants of Formulae 1 to 3, 5,
and 6, x represents an explanatory variable and includes a
value obtained by measuring a polynucleotide selected from
the polynucleotides described above in the Section 2, or any
fragment thereof. Specifically, the explanatory variable for
discriminating a prostate cancer patient from a healthy
subject according to the present invention is a gene expres-
sion level selected from, for example, the following expres-
sion levels (1) to (3):

(1) a gene expression level in the serum of a prostate
cancer patient or a healthy subject measured by any DNA
comprising 15 or more consecutive nucleotides in a nucleo-
tide sequence represented by any of SEQ ID NOs: 1 to 135,
580 to 606 or a complementary sequence thereof,

(2) a gene expression level in the serum of a prostate
cancer patient or a healthy subject measured by any DNA
comprising 15 or more consecutive nucleotides in a nucleo-
tide sequence represented by any of SEQ ID NOs: 136 to
152, 607 to 611 or a complementary sequence thereof, and

(3) a gene expression level in the serum of a prostate
cancer patient or a healthy subject measured by any DNA
comprising 15 or more consecutive nucleotides in a nucleo-
tide sequence represented by any of SEQ ID NOs: 153 to
187 or a complementary sequence thereof.

As described above, for the method for determining or
evaluating the presence and/or absence of a prostate cancer-
derived gene in a sample derived from a subject, a discrimi-
nant prepared from a training cohort is required. For enhanc-
ing the discriminant accuracy of the discriminant, it is
necessary for the discriminant to use genes that show clear
difference between two groups in the training cohort.
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Each gene that is used for an explanatory variable in a
discriminant is preferably determined as follows. First,
comprehensive gene expression levels of a prostate cancer
patient group and comprehensive gene expression levels of
a healthy subject group in a training cohort are used as a data
set, the degree of difference in the expression level of each
gene between the two groups is determined through the use
of, for example, the P value of t test, which is parametric
analysis, or the P value of Mann-Whitney’s U test or
Wilcoxon test, which is nonparametric analysis.

The gene can be regarded as being statistically significant
when the critical rate (significance level) of the P value
obtained by the test is smaller than, for example, 5%, 1%, or
0.01%.

In order to correct an increased probability of type I error
attributed to the repetition of an analytical test, a method
known in the art, for example, Bonferroni or Holm method,
can be used for the correction (e.g., Yasushi Nagata et al.,
“Basics of statistical multiple comparison methods”, Scien-
tist Press Co., Ltd. (2007)). As an example of the Bonferroni
correction, for example, the P value obtained by an analyti-
cal test is multiplied by the number of repetitions of the test,
i.e., the number of genes used in the analysis, and the
obtained value can be compared with a desired significance
level to suppress a probability of causing type I error in the
whole test.

Instead of the test, the absolute value (fold change) of an
expression ratio of a median value of each gene expression
level between gene expression levels of a prostate cancer
patient group and gene expression levels of a healthy subject
group may be calculated to select a gene that is used for an
explanatory variable for a discriminant. Alternatively, ROC
curves based on the gene expression levels of a prostate
cancer patient group and a healthy subject group may be
used, and a gene that is used for an explanatory variable in
a discriminant can be selected on the basis of an AUROC
value.

Next, a discriminant that can be calculated by various
methods described above is prepared using any number of
genes having large difference in their gene expression levels
determined here. Examples of the method for constructing a
discriminant that produces the largest discriminant accuracy
include a method of constructing a discriminant in every
combination of genes that satisfy the significance level of a
P value, and a method of constructing a discriminant by
repetitively evaluating the genes for use while adding the
genes one by one in a descending order of the gene expres-
sion difference (Furey T S. et al., 2000, Bioinformatics, Vol.
16, p. 906-14). A gene expression level of another indepen-
dent prostate cancer patient or healthy subject is substituted
as an explanatory variable into this discriminant to calculate
a result of the discriminant analysis that indicates the group
to which this independent prostate cancer patient or healthy
subject associated. Specifically, the found gene set for
diagnosis and the discriminant constructed using the gene
set for diagnosis can be evaluated in an independent sample
group to find a more universal gene set for diagnosis capable
of detecting prostate cancer and a more universal method for
discriminating prostate cancer.

Split-sample method is preferably used for evaluating the
discriminant performance (generality) of the discriminant.
Specifically, a data set is divided into a training cohort and
a validation cohort, and gene selection by a statistical test
and construction of a discriminant are performed in the
training cohort. Accuracy, sensitivity, and specificity are
calculated using results of discriminant analysis in a vali-
dation cohort according to the discriminant and a true group
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to which the validation cohort associated, to evaluate the
discriminant performance. On the other hand, instead of
dividing a data set, gene selection by a statistical test and
construction of a discriminant may be performed using all of
samples, and accuracy, sensitivity, and specificity can be
calculated by the discriminant of newly prepared samples
according to the discriminant to evaluate the discriminant
performance.

The present invention provides a polynucleotide for
detection or for disease diagnosis useful in the diagnosis and
treatment of prostate cancer, a method for detecting prostate
cancer using the polynucleotide, and a kit and a device for
the detection of prostate cancer, comprising the polynucle-
otide. Particularly, in order to select a gene for diagnosis and
prepare a discriminant so as to exhibit accuracy beyond a
prostate cancer diagnosis method using existing tumor
markers PSA, a gene set for diagnosis and a discriminant for
the method of the present invention can be constructed,
which exhibit accuracy beyond PSA, for example, by com-
paring genes expressed in serum derived from a patient who
is confirmed to be negative using PSA but finally found to
have prostate cancer by detailed examination such as com-
puted tomography using a contrast medium, with genes
expressed in serum derived from a patient who has no
prostate cancer.

For example, the gene set for diagnosis is set to any
combination selected from one or two or more of the
polynucleotides based on a nucleotide sequence represented
by any of SEQ ID NOs: 1 to 135, 580 to 606, or a
complementary sequence thereof as described above,
optionally one or two or more of the polynucleotides based
on a nucleotide sequence represented by any of SEQ ID
NOs: 136 to 152, 607 to 611, or a complementary sequence
thereof, and optionally one or two or more of the polynucle-
otides based on a nucleotide sequence represented by any of
SEQ ID NOs: 153 to 187, or a complementary sequence
thereof. Further, a discriminant is constructed using expres-
sion levels of the gene set for diagnosis in samples derived
from class I prostate cancer patients and samples derived
from class I1 healthy subjects as a result of tissue diagnosis.
As a result, the presence or absence of prostate cancer-
derived genes in an unknown sample can be determined with
100% accuracy at the maximum by measuring expression
levels of the gene set for diagnosis in the unknown sample.

EXAMPLES

Hereinafter, the present invention will be described fur-
ther specifically with reference to Examples below. How-
ever, the scope of the present invention is not intended to be
limited by these Examples.

Reference Example 1

<Collection of Samples from Prostate Cancer Patient and
Healthy Subject>

Serum was collected after obtainment of informed con-
sent, using VENOJECT II vacuum blood collecting tube
VP-AS109K60 (Terumo Corp.) from each of 94 healthy
male subjects, and 35 prostate cancer patients (30 cases with
stage 11, 1 case with stage III, and 4 cases with stage IV)
(Table 2-1) who were confirmed to have no cancer in organs
other than the prostate, and used as a training cohort.
Likewise, serum was collected after obtainment of informed
consent, using VENOJECT II vacuum blood collecting tube
VP-AS109K60 (Terumo Corp.) from each of 47 healthy
male subjects, and 17 prostate cancer patients (15 cases with
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stage 1T and 2 cases with stage IIT) (Table 2-2) who were
confirmed to have no cancer in organs other than the
prostate, and used as a validation cohort.

<Extraction of Total RNA>

Total RNA was obtained from 300 pL of the serum sample
obtained from each of 193 persons in total of 141 healthy
male subjects and 52 prostate cancer patients in the training
cohort and the validation cohort, using a reagent for RNA
extraction in 3D-Gene® RNA extraction reagent from liquid
sample kit (Toray Industries, Inc.) according to the protocol
provided by the manufacturer.

<Measurement of Gene Expression Level>

miRNAs in the total RNA obtained from the serum
sample of each of 193 persons in total of 141 healthy male
subjects and 52 prostate cancer patients in the aforemen-
tioned training cohort and the validation cohort were fluo-
rescently labeled using 3D-Gene® miRNA Labeling kit
(Toray Industries, Inc.) according to the protocol (ver 2.20)
provided by the manufacturer. The oligo DNA chip used was
3D-Gene® Human miRNA Oligo chip (Toray Industries,
Inc.) with mounted probes having sequences complementary
to 2,555 miRNAs among the miRNAs registered in miR-
Base Release 20. Hybridization of the miRNAs 1n the total
RNA with the probes on the DNA chip under stringent
conditions and washing following the hybridization were
performed according to the protocol provided by the manu-
facturer. The DNA chip was scanned using 3D-Gene®
scanner (Toray Industries, Inc.) to obtain images. Fluores-
cence intensity was digitized using 3D-Gene® Extraction
(Toray Industries, Inc.). The digitized fluorescence intensity
was converted to a logarithmic value having a base of 2 and
used as a gene expression level, from which a blank value
was subtracted. A missing value was replaced with a value
obtained by subtracting 0.1 from a logarithmic value of the
smallest value of the gene expression level in each DNA
chip. As a result, the comprehensive gene expression levels
of the miRNAs in the serum were obtained for the 52
prostate cancer patients and the 141 healthy male subjects.
Calculation and statistical analysis using the digitized gene
expression levels of the miRNAs were carried out using R
language 3.0.2 (R Development Core Team (2013). R: A
language and environment for statistical computing. R
Foundation for Statistical Computing, URL http://www.R-
project.org/.) and MASS package 7.3-30 (Venables, W. N. &
Ripley, B. D. (2002) Modern Applied Statistics with S.
Fourth Edition. Springer, New York. ISBN 0-387-95457-0).

Reference Example 2

<Collection of Sample from Patients with Cancer Other
than Prostate Cancer>

Serum was collected using VENOJECT II vacuum blood
collecting tube VP-AS109K60 (Terumo Corp.) from each of
63 breast cancer patients who were confirmed to have no
cancer in other organs after obtainment of informed consent,
and used as a training cohort together with the samples of 35
prostate cancer patients and 99 healthy male subjects of
Reference Example 1. Likewise, serum was collected using
VENOIJECT 1II  vacuum blood collecting tube
VP-AS109K60 (Terumo Corp.) from each of 30 breast
cancer patients who were confirmed to have no cancer in
other organs after obtainment of informed consent, and used
as a validation cohort together with the samples of 17
prostate cancer patients who were confirmed to have no
cancer in organs other than the prostate and 51 healthy male
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subjects of Reference Example 1. Subsequent operations
were conducted in the same way as in Reference Example 1.

Example 1

<Selection of Gene Marker Using Samples in the Training
Cohort, and Method for Evaluating Prostate Cancer Dis-
criminant Performance with the Single Gene Marker Using
Samples in the Validation Cohort>

In this Example, a gene marker for discriminating a
prostate cancer patient from a healthy subject was selected
from the training cohort and studied in samples of the
validation cohort independent of the training cohort.

Specifically, first, the miRNA expression levels of the
training cohort and the validation cohort obtained in the
preceding Reference Examples 1 were combined and nor-
malized by quantile normalization.

Next, genes for diagnosis were selected in the training
cohort. Here, in order to acquire diagnostic markers with
higher reliability, only genes that showed gene expression
levels of 2° or higher in 50% or more of the samples in either
of the prostate cancer patient group in the training cohort or
the healthy subject group in the training cohort were
selected. In order to further acquire statistically significant
genes for discriminating a prostate cancer patient group
from a healthy subject group, the P value obtained by
two-tailed t-test assuming equal variance as to each gene
expression level was corrected by the Bonferroni method,
and genes that satisfied p<0.01 were acquired as gene
markers for use in explanatory variables of a discriminant.
The obtained genes are described in Table 2.

In this way, hsa-miR-4443, hsa-miR-1908-5p, hsa-miR-
4257, hsa-miR-3197, hsa-miR-3188, hsa-miR-4649-5p, hsa-
miR-1343-3p, hsa-miR-6861-5p, hsa-miR-1343-5p, hsa-
miR-642b-3p, hsa-miR-6741-5p, hsa-miR-4745-5p, hsa-
miR-6826-5p, hsa-miR-3663-3p, hsa-miR-3131, hsa-miR-
92a-2-5p, hsa-miR-4258, hsa-miR-4448, hsa-miR-6125,
hsa-miR-6880-5p, hsa-miR-6132, hsa-miR-4467, hsa-miR-
6749-5p, hsa-miR-2392, hsa-miR-1273g-3p, hsa-miR-
4746-3p, hsa-miR-1914-3p, hsa-miR-7845-5p, hsa-miR-
6726-5p, hsa-miR-128-2-5p, hsa-miR-4651, hsa-miR-6765-
3p, hsa-miR-3185, hsa-miR-4792, hsa-miR-6887-5p, hsa-
miR-5572, hsa-miR-3619-3p, hsa-miR-6780b-5p, hsa-miR-
4707-5p, hsa-miR-8063, hsa-miR-4454, hsa-miR-4525, hsa-
miR-7975, hsa-miR-744-5p, hsa-miR-3135b, hsa-miR-
4648, hsa-miR-6816-5p, hsa-miR-4741, hsa-miR-7150, hsa-
miR-6791-5p, hsa-miR-1247-3p, hsa-miR-7977, hsa-miR-
4497, hsa-miR-6090, hsa-miR-6781-5p, hsa-miR-6870-5p,
hsa-miR-6729-5p. hsa-miR-4530, hsa-miR-7847-3p, hsa-
miR-6825-5p, hsa-miR-4674, hsa-miR-3917, hsa-miR-
4707-3p, hsa-miR-6885-5p, hsa-miR-6722-3p, hsa-miR-
4516, hsa-miR-6757-5p, hsa-miR-6840-3p, hsa-miR-5195-
3p, hsa-miR-6756-5p, hsa-miR-6800-5p, hsa-miR-6727-5p,
hsa-miR-6126, hsa-miR-6872-3p, hsa-miR-4446-3p, hsa-
miR-1268a, hsa-miR-1908-3p, hsa-miR-3679-5p, hsa-miR-
4534, hsa-miR-4675, hsa-miR-7108-5p, hsa-miR-6799-5p,
hsa-miR-4695-5p. hsa-miR-3178, hsa-miR-5090, hsa-miR-
3180, hsa-miR-1237-5p, hsa-miR-4758-5p, hsa-miR-3184-
5p, hsa-miR-4286, hsa-miR-6784-5p, hsa-miR-6768-5p,
hsa-miR-6785-5p, hsa-miR-4706, hsa-miR-711, hsa-miR-
1260a, hsa-miR-6746-5p, hsa-miR-6089, hsa-miR-6821-5p,
hsa-miR-4667-5p, hsa-miR-8069, hsa-miR-4726-5p, hsa-
miR-6124, hsa-miR-4532, hsa-miR-4486, hsa-miR-4728-
5p, hsa-miR-4508, hsa-miR-128-1-5p, hsa-miR-4513, hsa-
miR-6795-5p, hsa-miR-4689, hsa-miR-6763-5p. hsa-miR-
8072, hsa-miR-6765-5p, hsa-miR-4419b, hsa-miR-7641,
hsa-miR-3928-3p. hsa-miR-1227-5p, hsa-miR-4492, hsa-
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miR-296-3p, hsa-miR-6769a-5p, hsa-miR-6889-5p, hsa-
miR-4632-5p, hsa-miR-4505, hsa-miR-3154, hsa-miR-
3648, hsa-miR-4442, hsa-miR-3141, hsa-miR-7113-3p, hsa-
miR-6819-5p, hsa-miR-3195, hsa-miR-1199-5p, hsa-miR-
6738-3p, hsa-miR-4656, hsa-miR-6820-5p, hsa-miR-615-
5p, hsa-miR-486-3p, hsa-miR-1225-3p, hsa-miR-760, hsa-
miR-187-5p, hsa-miR-1203, hsa-miR-7110-5p, hsa-miR-
371a-5p, hsa-miR-939-5p, hsa-miR-575, hsa-miR-92b-5p,
hsa-miR-887-3p, hsa-miR-920, hsa-miR-1915-5p, hsa-miR-
1231, hsa-miR-663 and hsa-miR-1225-5p genes, and the
nucleotide sequences of SEQ ID NOs: 1 to 152 related
thereto were found.

A discriminant for determining the presence or absence of
prostate cancer was further prepared by Fisher’s linear
discriminant analysis with the expression levels of these
genes as an index. Specifically, any newly found polynucle-
otide consisting of a nucleotide sequence represented by any
of SEQ ID NOs: 1 to 135 among the 152 genes selected in
the training cohort was applied to Formula 2 to construct a
discriminant. Calculated accuracy, sensitivity, and specific-
ity are shown in Table 4. In this respect, a discriminant
coeflicient and a constant term are shown in Table 5.

Next, accuracy, sensitivity, and specificity in the valida-
tion cohort were calculated using the discriminant thus
prepared, and the discriminant performance of the selected
polynucleotides was validated using the independent
samples (Table 4). For example, the expression level mea-
surement value of the nucleotide sequence represented by
SEQ ID NO: 1 was compared between the healthy subjects
(47 persons) and the prostate cancer patients (17 persons) in
the validation cohort. The results showing that the gene
expression level measurement values in the training cohort
were significantly lower in the prostate cancer patient group
than in the healthy subject group (see the left diagram of
FIG. 2), were also reproducible in the validation cohort (see
the right diagram of FIG. 2). Likewise, the results obtained
about the other polynucleotides shown in SEQ ID NOs: 2 to
152 showed that the gene expression level measurement
values were significantly lower (=) or higher (+) in the
prostate cancer patient group than in the healthy subject
group. These results were able to be validated in the vali-
dation cohort. For example, as for this nucleotide sequence
represented by SEQ 1D NO: 1, the number of samples that
were correctly identified in the detection of prostate cancer
was calculated using the threshold (6.84) that was set in the
training cohort and discriminated between the two groups.
As a result, 15 true positives, 44 true negatives, 3 false
positive, and 2 false negatives were obtained. From these
values, 92.2% accuracy, 88.2% sensitivity, and 93.6% speci-
ficity were obtained as detection performance. In this way,
the detection performance was calculated as to all of the
polynucleotides shown in SEQ ID NOs: 1 to 152, and
described in Table 4.

Among the polynucleotides consisting of the nucleotide
sequences represented by SEQ ID NOs: 1 to 152 shown in
Table 3, for example, 141 polynucleotides consisting of the
nucleotide sequences represented by SEQ 1D NOs: 1, 2, 3,
4,5,6,7,8,9,10,11, 12, 13, 14, 15, 16, 17, 18, 19, 20, 21,
22,23, 24,25, 26, 27, 28, 29, 30, 31, 32, 33, 34, 35, 36, 37,
38,39, 40,41, 42, 43, 44, 45, 46, 47, 43, 49, 50, 51, 52, 53,
54,55, 56, 57, 58, 59, 60, 61, 62, 63, 64, 65, 66, 67, 68, 69,
70,71, 72,73, 74,75, 76, 717,78, 79, 80, 81, 82, 83, 84, 85,
86, 87, 88, 89, 90, 92, 93, 94, 95, 96, 97, 98, 99, 100, 101,
103, 104, 105, 106, 107, 108, 109, 110, 111, 112, 113, 114,
116, 119, 120, 121, 123, 124, 126, 127, 128, 131, 132, 135,
136, 137, 138, 139, 140, 141, 142, 143, 144, 145, 146, 147,
148, 149, 150, 151 and 152 exhibited sensitivity of 88.2%,
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88.2%,
82.4%,
70.6%,
88.2%,
76.5%,
82.4%,
58.8%,
52.9%,
70.6%,
76.5%,
70.6%,
47.1%,
41.2%,
47.1%,
47.1%,
52.9%,
23.5%,

94.1%,
88.2%,
47.1%,
70.6%,
76.5%,
64.7%,
70.6%,
47.1%,
58.8%,
29.4%,
58.8%,
23.5%,
35.3%,
35.3%,
47.1%,
23.5%,
52.9%,
58.8%,

76.5%,
76.5%,
70.6%,
29.4%,
64.7%,
58.8%,
70.6%,
41.2%,
52.9%,
70.6%,
58.8%,
52.9%,
47.1%,
70.6%,
23.5%,
35.3%,
41.2%,
29.4%, 23.5%, 29.4%, 58.8%, 88.2%, 76.5%,
58.8%, 52.9%, 47.1%, 35.3%, 52.9%, 29.4%, 47.1%,
76.5%, 58.8%, 29.4%, 29.4%, 29.4%, 41.2% and 23.5%
respectively, in the validation cohort (Table 4). Non-Patent
Literature 3 has reported that the existing prostate cancer
marker PSA has general sensitivity of 20.5%. These results
were able to demonstrate that, for example, the 141 poly-
nucleotides consisting of the nucleotide sequences repre-
sented by SEQ ID Nos: 1, 2,3,4, 5,6, 7,8, 9, 10, 11, 12,
13,14, 15,16, 17, 18, 19, 20, 21, 22, 23, 24, 25, 26, 27, 28,
29, 30,31, 32,33, 34, 35,36, 37, 38, 39, 40, 41, 42, 43, 44,
45, 46, 47,48, 49, 50, 51, 52, 53, 54, 55, 56, 57, 58, 59, 60,
61, 62, 63, 64, 65, 66, 67, 68, 69, 70,71, 72,73, 74, 75, 76,
71,178,779, 80, 81, 82, 83, 84, 85, 86, 87, 88, 89, 90, 92, 93,
94, 95, 96, 97, 98, 99, 100, 101, 103, 104, 105, 106, 107,
108, 109, 110, 111, 112, 113, 114, 116, 119, 120, 121, 123,
124, 126, 127, 128, 131, 132, 135, 136, 137, 138, 139, 140,
141, 142, 143, 144, 145, 146, 147, 148, 149, 150, 151 and
152 can discriminate, each alone, prostate cancer in the
validation cohort with sensitivity beyond PSA.

88.2%,
64.7%,
94.1%,
58.8%,
47.1%,
52.9%,
76.5%,
70.6%,
41.2%,
70.6%,
47.1%,
41.2%,
47.1%,
29.4%,
35.3%,
47.1%,
23.5%,

94.1%,
70.6%.
76.5%,
58.8%,
82.4%,
64.7%,
58.8%,
29.4%,
52.9%,
58.8%,
76.5%,
64.7%,
29.4%,
29.4%,
35.3%,
23.5%.
41.2%,

76.5%,
88.2%,
76.5%,
76.5%,
70.6%,
70.6%,
52.9%,
35.3%,
35.3%,
70.6%,
58.8%,
41.2%,
41.2%,
52.9%,
35.3%,
23.5%,
47.1%,

64.7%,
52.9%,
70.6%,
64.7%,
47.1%,
64.7%,
64.7%,
41.2%,
64.7%,
35.3%,
82.4%,
41.2%,
64.7%,
64.7%,
52.9%,
29.4%,
29.4%,

Example 2

<Method for Evaluating Prostate Cancer Discriminant
Performance with Combination of Multiple Gene Markers
Using Samples in the Validation Cohort>

In this Example, a method for evaluating prostate cancer
discriminant performance with combination of the gene
markers selected in Example 1 was studied.

Specifically, Fisher’s linear discriminant analysis was
conducted as to 11,340 combinations of two expression level
measurement values comprising at least one or more of the
expression level measurement values of the newly found
polynucleotides consisting of the nucleotide sequences rep-
resented by SEQ ID NOs: 1 to 135 among the polynucle-
otides consisting of the nucleotide sequences represented by
SEQ ID NOs: 1 to 152 selected in Example 1, to construct
a discriminant for determining the presence or absence of
prostate cancer. Next, accuracy, sensitivity, and specificity in
the validation cohort were calculated using the discriminant
thus prepared, and the discriminant performance of the
selected polynucleotides was validated using the indepen-
dent samples. For example, the expression level measure-
ment values of the nucleotide sequences represented by SEQ
ID NO: 1 and SEQ ID NO: 2 were compared between the
healthy subjects and the prostate cancer patients in the
validation cohort. As a result, a scatter diagram that signifi-
cantly separated the gene expression level measurement
values of the prostate cancer patient group from those of the
healthy subject group was obtained in the training cohort
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(see the left diagram of FIG. 3). These results were also
reproducible for the validation cohort (see the right diagram
of FIG. 3). Likewise, a scatter diagram that significantly
separated the gene expression level measurement values of
the prostate cancer patient group from those of the healthy
subject group was also obtained as to the other combinations
of two expression level measurement values comprising at
least one or more of the expression level measurement
values of the newly found polynucleotides consisting of the
nucleotide sequences represented by SEQ ID NOs: 1 to 135
among the polynucleotides consisting of the nucleotide
sequences represented by SEQ ID NOs: 1 to 152. These
results were able to be validated in the validation cohort. For
example, as for these nucleotide sequences represented by
SEQ ID NO: 1 and SEQ ID NO: 2, the number of samples
correctly identified in the detection of prostate cancer was
calculated using the threshold (0=1.15x+y+19.53) that was
set in the training cohort and discriminated between the two
groups. As a result, 16 true positives, 45 true negatives, 2
false positive, and 1 false negatives were obtained. From
these values, 95.3% accuracy, 94.1% sensitivity, and 95.7%
specificity were obtained as detection performance.

In this way, the detection performance was calculated as
to all combinations (11,340 combinations) of two expression
level measurement values comprising at least one or more of
the expression level measurement values of the newly found
polynucleotides consisting of the nucleotide sequences rep-
resented by SEQ ID NOs: 1 to 135 among the polynucle-
otides consisting of the nucleotide sequences represented by
SEQ ID NOs: 1 to 152. Among them, 151 combinations
comprising the expression level measurement value of the
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ ID NO: 1 and their detection performance are
described in Table 6 as an example. For example, the
combinations of the expression level measurement values of
the polynucleotides consisting of the nucleotide sequences
represented by SEQ ID NOs: 1 and 2, SEQ ID NOs: 1 and
3,SEQ ID NOs: 1 and 4, and SEQ ID NOs: 1 and 5 exhibited
sensitivity of 94.1%, 88.2%, 88.2%, and 94.1%, respec-
tively, in the validation cohort (Table 6). In this way, 11,326
combinations of two expression level measurement values
of the polynucleotides having sensitivity beyond the existing
prostate cancer marker PSA (general sensitivity: 20.5%)
were obtained in the validation cohort. All of the polynucle-
otides represented by the nucleotide sequences 1 to 152
described in Table 3 obtained in Example 1 were employed
at least once in these combinations. These results were able
to demonstrate that the combinations of two expression level
measurement values comprising at least one or more of the
expression level measurement values of the newly found
polynucleotides consisting of the nucleotide sequences rep-
resented by SEQ ID NOs: 1 to 135 among the polynucle-
otides consisting of the nucleotide sequences represented by
SEQ ID NOs: 1 to 152 has the performance of detecting
prostate cancer with sensitivity beyond PSA.

Thus, markers capable of detecting prostate cancer with
excellent sensitivity are obtained even if 3, 4, 5, 6, 7, 8, 9,
10 or more of the expression level measurement values of
the polynucleotides consisting of the nucleotide sequences
represented by SEQ ID NOs: 1 to 152 are combined. For
example, the polynucleotides consisting of the nucleotide
sequences represented by SEQ ID NOs: 1 to 135 newly
found in Example 1 were ranked in the descending order of
their P values which indicates statistical significance, and
prostate cancer detection sensitivity was evaluated using
combinations of one or more polynucleotides to which the
polynucleotides (miRNAs) were added one by one from the
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top to the bottom of the rank accordingly. In short, the order
to combine the polynucleotides (miRNAs) in this evaluation
is in reverse in terms of SEQ ID NOs, such as SEQ ID NO:
135 to SEQ ID NOs: 134, 133, . . ., shown in Table 3. As
a result, the sensitivity in the validation cohort was 29.4%
for 1 polynucleotide, 47.1% for 2 polynucleotides, 76.5%
for 3 polynucleotides, 82.4% for 5 polynucleotides, 82.4%
for 10 polynucleotides, 88.2% for 20 polynucleotides, 100%
for 50 polynucleotides, and 100% for 100 polynucleotides.
These values of the sensitivity were higher than the general
sensitivity (20.5%) of the existing prostate cancer marker
PSA, demonstrating that even combinations of multiple (i.e.,
two or more) miRNAs can serve as excellent markers for the
detection of prostate cancer. In this context, the combina-
tions of multiple miRNAs are not limited to the combina-
tions of the miRNAs added in the order of the statistically
significant difference as described above, and any combina-
tion of multiple polynucleotides (miRNAs) can be used in
the detection of prostate cancer.

From these results, it can be concluded that all of the
polynucleotides consisting of the nucleotide sequences rep-
resented by SEQ ID NOs: 1 to 152 serve as excellent
diagnostic markers.

TABLE 2

Sample name Cancer stage

Training cohort

PRO4 I
PRO6 v
PRO8 I
PRO9 I
PR12 I
PR19 I
PR21 I
PR22 I
PR23 I
PR29 I
PR30 I
PR32 I
PR46 I
PR48 I
PR51 I
PR52 I
PR53 I
PR64 I
PR63 I
PR66 I
PR69 v
PR73 I
PR75 I
PR80 v
PR81 I
PR83 I
PR84 I
PR&3 I
PR87 I
PROO I
PR93 I
PRO4 I
PRO7 I
PR99 v

Validation cohort

PRO1 I
PR17 I
PR26 I
PR27 I
PR28 I
PR33 I
PR40 I
PR435 I
PR59 I
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TABLE 2-continued
Sample name Cancer stage
PR62 I
PR67 I
PR71 I
PRR2 I
PRO1 I
PR92 I
PR96 I
PR100 I

TABLE 3

P value after

Expression level
in prostate cancer

SEQ Bonferroni patient relative
ID NO: Gene name correction to healthy subject

1 hsa-miR-4443 2.10E-23 +
2 hsa-miR-1908-5p 7.83E-18 +
3 hsa-miR-4257 2.21E-17 -
4 hsa-miR-3197 S.78E-17 +
5 hsa-miR-3188 5.96.E-17 +
6 hsa-miR-4649-5p 6.34.E-17 -
7 hsa-miR-1343-3p 2.48.E-16 -
8 hsa-miR-6861-5p 1.15.E-15 -
9 hsa-miR-1343-5p 3.73.E-15 +
10 hsa-miR-642b-3p 3.94.E-15 -
11 hsa-miR-6741-5p 3.03.E-14 -
12 hsa-miR-4745-5p 4.76.E-14 -
13 hsa-miR-6826-5p 1.27.E-13 -
14 hsa-miR-3663-3p 1.61.E-13 -
15 hsa-miR-3131 5.67.E-13 -
16 hsa-miR-92a-2-5p 1.04.E-12 +
17 hsa-miR-4258 1.59.E-12 -
18 hsa-miR-4448 2.54.E-12 +
19 hsa-miR-6125 4.39.E-12 +
20 hsa-miR-6880-5p 6.24.E-12 +
21 hsa-miR-6132 8.70.E-12 +
22 hsa-miR-4467 1.45.E-11 +
23 hsa-miR-6749-5p 1.46.E-11 -
24 hsa-miR-2392 1.68.E-11 +
25 hsa-miR-1273g-3p 2.09.E-11 -
26 hsa-miR-4746-3p 243.E-11 +
27 hsa-miR-1914-3p 2.94.E-11 -
28 hsa-miR-78435-5p 3.03.E-11 +
29 hsa-miR-6726-5p 5.00.E-11 -
30 hsa-miR-128-2-5p 5.60.E-11 -
31 hsa-miR-4651 6.14.E-11 -
32 hsa-miR-6765-3p 6.43.E-11 -
33 hsa-miR-3185 7.07.E-11 +
34 hsa-miR-4792 7.39.E-11 +
35 hsa-miR-6887-5p 9.57.E-11 -
36 hsa-miR-5572 1.01.E-10 +
37 hsa-miR-3619-3p 1.89.E-10 -
38 hsa-miR-6780b-5p 2.55.E-10 +
39 hsa-miR-4707-5p 2.83.E-10 +
40 hsa-miR-8063 2.93.E-10 -
41 hsa-miR-4454 3.34.E-10 -
42 hsa-miR-4525 3.73.E-10 -
43 hsa-miR-7975 3.87.E-10 -
44 hsa-miR-744-5p 4.00.E-10 +
45 hsa-miR-3135b 4.73.E-10 -
46 hsa-miR-4648 5.10.E-10 +
47 hsa-miR-6816-5p 6.76.E-10 +
48 hsa-miR-4741 9.16.E-10 +
49 hsa-miR-7150 1.34.E-09 +
50 hsa-miR-6791-5p 2.31.E-09 +
51 hsa-miR-1247-3p 3.07.E-09 +
52 hsa-miR-7977 3.35.E-09 -
53 hsa-miR-4497 4.19.E-09 -
54 hsa-miR-6090 5.36.E-09 +
55 hsa-miR-6781-5p 8.00.E-09 +
56 hsa-miR-6870-5p 1.48.E-08 +
57 hsa-miR-6729-5p 1.56.E-08 +
58 hsa-miR-4530 2.60.E-08 +
59 hsa-miR-7847-3p 3.09.E-08 -
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P value after

Expression level
in prostate cancer

SEQ Bonferroni patient relative
ID NO: Gene name correction to healthy subject

60 hsa-miR-6825-5p 3.86.E-08 +
61  hsa-miR-4674 3.88.E-08 -
2 hsa-miR-3917 4.11.E-08 -
63 hsa-miR-4707-3p 4.52.E-08 +
64  hsa-miR-6883-5p 5.06.E-08 -
65  hsa-miR-6722-3p 5.76.E-08 +
66  hsa-miR-4516 6.32.E-08 -
67  hsa-miR-6757-5p 6.81.E-08 -
68  hsa-miR-6840-3p 1.30.E-07 -
69  hsa-miR-5193-3p 1.45.E-07 -
70 hsa-miR-6756-5p 1.48.E-07 -
71 hsa-miR-6800-5p 1.61.E-07 +
2 hsa-miR-6727-5p 1.65.E-07 -
73 hsa-miR-6126 1.87.E-07 +
74 hsa-miR-6872-3p 2.21.E-07 -
75 hsa-miR-4446-3p 3.28.E-07 -
76  hsa-miR-1268a 4.54.E-07 +
77 hsa-miR-1908-3p 5.41.E-07 -
78  hsa-miR-3679-5p 5.53.E-07 +
79  hsa-miR-4534 7.45.E-07 +
80  hsa-miR-4673 7.91.E-07 -
81  hsa-miR-7108-5p 1.01.E-06 +
2 hsa-miR-6799-5p 1.57.E-06 +
83 hsa-miR-4693-5p 3.59.E-06 +
84 hsa-miR-3178 4.54.E-06 +
85  hsa-miR-5090 4.93.E-06 -
86 hsa-miR-3180 6.40.E-06 +
87  hsa-miR-1237-5p 9.54.E-06 +
88  hsa-miR-4758-5p 1.50.E-05 -
89 hsa-miR-3184-5p 1.60.E-03 +
90  hsa-miR-4286 1.96.E-03 -
91  hsa-miR-6784-5p 2.81.E-05 +
2 hsa-miR-6768-5p 3.47.E-05 +
93 hsa-miR-6785-5p 3.51.E-05 -
94 hsa-miR-4706 3.72.E-05 -
95 hsa-miR-711 4.59.E-05 +
96  hsa-miR-1260a 5.06.E-05 -
97  hsa-miR-6746-5p 5.35.E-05 -
98  hsa-miR-6089 7.26.E-05 +
99  hsa-miR-6821-5p 7.94.E-05 +
100 hsa-miR-4667-5p 8.38.E-05 +
101 hsa-miR-8069 9.70.E-05 +
102 hsa-miR-4726-5p 1.11.E-04 -
103 hsa-miR-6124 1.59.E-04 +
104 hsa-miR-4532 1.87.E-04 -
105 hsa-miR-4486 1.92.E-04 +
106  hsa-miR-4728-5p 1.96.E-04 -
107 hsa-miR-4508 2.20.E-04 +
108 hsa-miR-128-1-5p 3.56.E-04 +
109 hsa-miR-4513 3.75.E-04 -
110 hsa-miR-6793-5p 5.28.E-04 -
111 hsa-miR-4689 5.85.E-04 -
112 hsa-miR-6763-5p 6.01.E-04 +
113 hsa-miR-8072 6.56.E-04 +
114 hsa-miR-6763-5p 6.67.E-04 +
115 hsa-miR-4419b 7.40.E-04 -
116  hsa-miR-7641 8.72.E-04 -
117 hsa-miR-3928-3p 9.57.E-04 +
118 hsa-miR-1227-5p 9.66.E-04 +
119 hsa-miR-4492 1.12.E-03 -
120 hsa-miR-296-3p 1.39.E-03 -
121 hsa-miR-6769a-5p 1.42.E-03 -
122 hsa-miR-6889-5p 1.46.E-03 +
123 hsa-miR-4632-5p 1.74.E-03 +
124 hsa-miR-4503 1.94.E-03 +
125 hsa-miR-3154 1.97.E-03 +
126 hsa-miR-3648 2.03.E-03 -
127 hsa-miR-4442 2.15.E-03 -
128 hsa-miR-3141 3.29.E-03 +
129 hsa-miR-7113-3p 3.29.E-03 +
130 hsa-miR-6819-5p 5.95.E-03 -
131 hsa-miR-3193 6.78.E-03 +
132 hsa-miR-1199-5p 7.39.E-03 -
133 hsa-miR-6738-5p 8.00.E-03 -
134 hsa-miR-4656 8.53.E-03 -
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TABLE 3-continued TABLE 4-continued
Expression level Training cohort
P value after  in prostate cancer
SEQ Bonferroni patient relative SEQ Accu-  Sensi- Validation cohort
ID NO: Gene name correction to healthy subject 2
D racy tivity  Specificity Accuracy Sensitivity Specificity
135 hsa-miR-6820-5p 9.18.E-03 + NO: (%) (%) (%) (%) (%) (%)
136 hsa-miR-615-5p 1.89.E-11 -
137 hsa-miR-486-3p 4.76.E-11 - 45 89.9 743 95.7 89.1 70.6 95.7
138 hsa-miR-1225-3p 8.87.E-11 + 46 82.9 60 9L.5 84.4 76.5 87.2
139 hsa-miR-760 1.05.E-10 - 10 47 83.7 60 92.6 79.9 58.8 87.2
140 hsa-miR-187-5p 9.50.E-09 - 48 82.9 543 93.6 82.8 58.8 91.5
141 hsa-miR-1203 6.86.E-08 + 49 845 571 94.7 79.9 52.9 89.4
142 hsa-miR-7110-5p 2.08.5-07 + S0 783 486 £9.4 87.3 64.7 95.7
143 hsa-miR-371a-5p 4.75.E-07 - 51 82.2 48.6 94.7 75 47.1 85.1
144 hsa-miR-939-5p 9.56 F-07 R 52 806 514 91.5 797 412 93.6
145 hsa-miR-575 241.E-06 + 15 B3 W60 §7.2 859 0.6 oL3
146 hsa-miR-92b-5p .89 .F-06 + 54_1 80.6 429 94.7 87.5 52.9 100
~ . 55 82.9 571 92.6 76.6 29.4 93.6
147 hsa-miR-887-3p 1.35.E-05 + 56 306 543 90.4 766 353 015
148 hsa-miR-920 3:39.5-05 B 57 853 514 979 81.2 412 957
149 hsa-miR-1915-5p 2.33.E-04 - 58 806 543 904 81.2 58.8 894
150 hsa-miR-1231 3.11E-04 + 59 791 514 894 81.2 52.9 915
151 hsa-miR-663b 1.18.E-03 - 20 6 783  s14 88.3 76.6 41.2 89.4
152 hsa-miR-1225-5p 8.49.E-03 + 61 814 486 93.6 85.9 70.6 91.5
62 82.9 543 93.6 82.8 52.9 93.6
63 82.9 60 9L.5 78.1 353 93.6
64 80.6 429 94.7 89.1 64.7 97.9
TABLE 4 65 783 40 92.6 79.7 29.4 979
25 66 80.6 457 93.6 84.4 70.6 89.4
Training cohort 67 806 571 89.4 84.4 70.6 894
68 79.1 429 92.6 85.9 76.5 89.4
SEQ Accu-  Sensi- Validation cohort 69 822 48.6 94.7 81.2 38.8 89.4
70 79.8 514 90.4 92.2 70.6 100
D racy tivity  Specificity Accuracy Semsitivity Specificity 7L 798 45.7 92.6 79.7 35.3 95.7
NO: (%) (%) (%) ) (%) (%) 30 72 79.8 514 90.4 78.1 58.8 85.1
73 715 429 90.4 81.2 58.8 89.4
1 93 85.7 95.7 92.2 88.2 93.6 74 814 514 92.6 73.4 47.1 83
2 87.6 85.7 88.3 92.2 94.1 91.5 75 79.1 543 88.3 82.8 70.6 87.2
3 89.9 771 947 89.1 76.5 93.6 76 76 429 88.3 84.4 76.5 87.2
4 85.3 714 90.4 95.3 88.2 97.9 77 783 514 88.3 9.7 58.8 87.2
5 89.1 771 93.6 92.2 88.2 93.6 35 78 0.6 514 91.5 92.2 82.4 95.7
6 88.4 771 92.6 92.2 94.1 91.5 79 78.3 429 91.5 68.8 235 85.1
7 86 743 90.4 82.8 76.5 85.1 80 79.1 40 93.6 84.4 52.9 95.7
8 86.8 743 91.5 84.4 64.7 91.5 81 79.1 45.7 91.5 81.2 41.2 95.7
9 83.7 743 87.2 92.2 88.2 93.6 82 79.1 45.7 9L.5 78.1 47.1 89.4
10 86.8 68.6 93.6 92.2 76.5 97.9 83 76.7 429 89.4 89.1 64.7 91.9
11 86 68.6 92.6 85.9 64.7 93.6 84 80.6 45.7 93.6 78.1 41.2 91.5
12 8 743 904 90.6 824 036 40 &5 798 371 957 84.4 42 100
13 89.1 771 93.6 89.1 70.6 95.7 86 79.8 45.7 92.6 7 35.3 89.4
14 79.8 429 93.6 95.3 88.2 97.9 87 78.1 324 94.7 85.9 47.1 100
15 83.7 68.6 89.4 76.6 529 85.1 88 79.1 314 96.8 84.4 47.1 97.9
16 87.6 77.1 91.5 734 471 83 89 75.2 343 90.4 76.6 41.2 89.4
17 82.9 571 92.6 81.2 70.6 85.1 90 76.7 371 91.5 76.6 294 93.6
18 884 657 96.8 93.8 94.1 93.6 45 91 744 343 89.4 70.3 17.6 89.4
19 88.4 82.9 90.4 84.4 70.6 89.4 92 83.7 514 95.7 9.7 41.2 93.6
20 82.9 571 92.6 92.2 76.5 97.9 93 775 429 90.4 84.4 64.7 91.5
21 87.6 62.9 96.8 92.2 76.5 97.9 94 79.8 429 93.6 76.6 35.3 91.5
22 82.2 60 90.4 89.1 70.6 95.7 95 82.2 48.6 94.7 89.1 70.6 95.7
23 82.2 60 90.4 89.1 70.6 95.7 96 783 45.7 90.4 73.4 29.4 89.4
24 84.5 571 947 71.9 294 87.2 50 97 76 343 91.5 7 47.1 85.1
25 87.6 62.9 96.8 82.8 58.8 91.5 98 74.4 257 92.6 76.6 294 93.6
26 84.5 65.7 91.5 93.8 8R.2 95.7 99 78.3 429 91.5 85.9 52.9 91.9
27 82.2 65.7 88.3 76.6 58.8 83 100 73.6 229 92.6 87.5 64.7 95.7
28 81.4 57.1 90.4 89.1 76.5 93.6 101 79.8 457 92.6 84.4 47.1 97.9
29 87.6 68.6 947 85.9 64.7 93.6 102 76 371 90.4 67.2 17.6 85.1
30 85.3 60 94.7 87.5 76.5 91.5 55 103 79.1 314 96.8 76.6 235 95.7
31 82.2 571 91.5 82.8 64.7 89.4 104 775 28.6 95.7 81.2 35.3 91.9
32 84.5 60 93.6 79.7 471 91.5 105 775 343 93.6 81.2 47.1 93.6
33 83.7 65.7 90.4 90.6 76.5 95.7 106 73.6 314 89.4 9.7 35.3 95.7
34 29.9 743 95.7 87.5 824 89.4 107 715 257 96.8 7 35.3 89.4
35 81.4 571 90.4 85.9 70.6 91.5 108 76 343 91.5 84.4 52.9 95.7
36 79.8 571 88.3 78.1 47.1 89.4 109 76.7 343 92.6 7 235 93.6
37 845 60 93.6 875 64.7 9s7 %9 10 76 229 957 78.1 35.3 93.6
38 81.4 543 91.5 82.8 58.8 91.5 111 75.2 143 97.9 84.4 47.1 97.9
39 79.1 543 88.3 87.5 52.9 100 112 729 20 92.6 85.9 52.9 91.9
40 83.7 743 87.2 90.6 82.4 93.6 113 75.2 229 94.7 78.1 235 97.9
41 85.3 60 94.7 79.7 64.7 85.1 114 73.6 17.1 94.7 76.6 235 95.7
42 79.1 48.6 90.4 89.1 70.6 95.7 115 76.7 28.6 94.7 3.4 17.6 93.6
43 81.4 543 91.5 85.9 64.7 93.6 65 116 73.6 28.6 90.4 7 29.4 91.5

44 85.3 54.3 96.8 90.6 70.6 97.9 117 79.1 343 95.7 7 17.6 95.7
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Training cohort

SEQ Accu-  Sensi- Validation cohort
1D racy tivity  Specificity Accuracy Sensitivity Specificity
NOL ) % ) %) %) ()
118 4.4 229 93.6 71.9 17.6 91.5
119 73.6 229 92.6 85.9 52.9 97.9
120 73.6 25.7 91.5 79.7 41.2 93.6
121 77.5 34.3 93.6 75 235 93.6
122 4.4 25.7 92.6 70.3 11.8 91.5
123 76.7 25.7 935.7 78.1 235 97.9
124 81.4 40 96.8 84.4 41.2 100
125 4.4 20 94.7 71.9 17.6 91.5
126 76.7 28.6 94.7 82.8 471 95.7
127 75.2 314 91.5 76.6 294 93.6
128 76.7 229 96.8 87.3 58.8 97.9
129 69.8 229 &7.2 734 11.8 95.7
130 74.4 229 93.6 75 11.8 97.9
131 4.4 28.6 91.5 81.2 294 100
132 74.4 229 93.6 75 235 93.6
133 68.2 114 89.4 75 11.8 97.9
134 75.2 20 95.7 76.6 17.6 97.9
1335 73.6 229 92.6 78.1 294 95.7
136 86.8 65.7 94.7 75 58.8 80.9
137 86 68.6 92.6 93.8 88.2 95.7
138 86.8 68.6 93.6 85.9 76.5 89.4
139 79.8 54.3 89.4 81.2 58.8 89.4
140 80.6 514 91.5 734 52.9 80.9
141 80.6 45.7 93.6 84.4 47.1 97.9
142 76 48.6 86.2 78.1 353 93.6
143 79.8 429 93.6 79.7 52.9 80.4
144 729 429 84 76.6 29.4 93.6
145 79.8 48.6 91.5 82.8 47.1 95.7
146 79.1 48.6 90.4 92.2 76.5 91.9
147 74.4 34.3 89.4 87.5 58.8 97.9
148 75.2 34.3 90.4 67.2 294 80.9
149 76 28.6 93.6 78.1 294 95.7
150 76 28.6 93.6 78.1 294 95.7
151 79.8 34.3 96.8 81.2 41.2 95.7
152 729 14.3 94.7 78.1 235 97.9
TABLE 3
SEQ Discriminant Constant
ID NO: coeflicient term
1 2.841 19.421
2 4.435 51.871
3 3.207 21.845
4 3.253 31.499
5 4.075 25.795
6 2.840 29.134
7 2.539 19.203
8 4.359 31.785
9 4.100 43.343
10 2.475 23.187
11 4.875 33.924
12 2.662 31.800
13 2.576 15.891
14 3.758 45.427
15 3.007 21.322
16 2.086 20.103
17 2.415 21.597
18 1.386 8.309
19 5.265 63.510
20 2.601 20.485
21 3.480 28.174
22 2.098 21.131
23 5.034 50.773
24 4.361 26.275
25 2.837 21.020
26 3.180 21.510
27 4.832 36.754
28 3.240 22.334
29 3.297 32.746
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TABLE 5-continued
SEQ Discriminant Constant
ID NO: coefficient term
30 2.751 29.763
31 5.736 63.070
32 1.809 15.805
33 2.566 18.600
34 1.963 13.501
35 3.448 22.503
36 2.577 17.708
37 2.326 19.136
38 3.057 27.631
39 4.748 35.803
40 2.880 23.980
41 2.262 26.203
42 2.961 20.754
43 2.220 21.988
44 2.353 16.969
45 3.102 24.441
46 1.594 9.958
47 4.468 45.625
48 3.732 37.591
49 4.378 34.624
50 4.896 45.653
51 4.268 27572
52 2.192 21.441
53 3.013 38.151
54 6.888 90.453
55 5.516 58.347
56 3.641 27.465
57 7.874 99.518
58 2.492 24.657
59 4.058 26.380
60 2.350 15.623
61 3.450 35.983
62 3.384 20.446
63 3.330 22.289
64 2.906 32.309
65 6.296 54.722
66 4.911 64.684
67 3.206 23.658
68 3.285 29.269
69 3.237 22.571
70 5.038 42.229
71 4.159 36.268
72 6.806 87.077
73 3.063 33.575
74 2.552 15.751
75 2.791 20.526
76 3.285 37.356
77 3.362 22.864
78 2.811 19.633
79 3.759 26.864
80 2.982 22.991
81 3.997 37.078
82 4.484 37972
83 4.600 35223
84 6.026 73.901
85 4.239 33.902
86 5.314 47.015
87 4.798 61.512
88 6.806 59.152
89 2.706 22.080
90 2.498 18.719
91 3.833 48.285
92 3.325 32.674
93 2.793 25.551
94 3.860 30.344
95 3.878 32.579
96 2.688 18.916
97 4.301 28.806
98 6.386 86.216
99 3.660 32.730
100 4.747 30.458
101 5.928 76.530
102 4.003 27.083
103 2.947 21.339
104 3.195 38.076
105 3.103 22.617
106 5.105 36.656
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TABLE 5-continued TABLE 6-continued
SEQ Discriminant Constant Training cohort Validation cohort
ID NO: coeflicient term
SEQ Accu-  Sensi- Acou-
107 8.087 105.473 5 ID racy tivity  Specificity racy  Sensitivity Specificity
108 2.927 22.240 NO: (%) (%) (%) (%) (%) (%)
109 4.111 25.157
110 4.803 30.149 1.21 91.5 77.1 96.8 96.9 88.2 100
111 3.332 31.704 1.22 93 85.7 95.7 93.8 94.1 93.6
112 3.855 27.615 1.23 91.5 82.9 94.7 922 88.2 93.6
113 4.606 57.067 10 1.24 93.8 88.6 95.7 922 88.2 93.6
114 4.801 51.079 1.25 93.8 88.6 95.7 95.3 94.1 95.7
115 3.144 19.952 1.26 93.8 88.6 95.7 95.3 94.1 95.7
116 1.519 11.331 1.27 9.2 82.9 95.7 93.8 94.1 93.6
117 3.217 19.269 1.28 93.8 88.6 95.7 93.8 88.2 95.7
118 6.074 58.552 1.29 93 88.6 94.7 95.3 94.1 95.7
119 5.508 57.411 15 1.30 93 85.7 95.7 93.8 88.2 95.7
120 2.408 14.813 1.31 94.6 914 95.7 93.8 94.1 93.6
121 4.332 28.554 1.32 93.8 914 94.7 90.6 88.2 91.5
122 3.286 24.338 1.33 94.6 914 95.7 95.3 94.1 95.7
123 4.276 34.402 1.34 96.1 94.3 96.8 93.8 88.2 95.7
124 3.879 33.369 1.35 94.6 914 95.7 95.3 88.2 97.9
125 4.935 30.296 1.36 93 85.7 95.7 90.6 88.2 91.5
126 2311 30.293 20 1.37 93 88.6 94.7 95.3 88.2 97.9
127 3.246 31.192 1.38 93 82.9 96.8 93.8 88.2 95.7
128 4.684 33.975 1.39 92.2 82.9 95.7 95.3 94.1 95.7
129 3.468 20.714 140 93 85.7 95.7 922 88.2 93.6
130 6.033 46.013 1.41 94.6 88.6 96.8 922 88.2 93.6
131 3.614 30.304 1.42 95.3 914 96.8 98.4 94.1 100
132 2.869 19.654 25 143 94.6 914 95.7 922 88.2 93.6
133 4.117 30.189 1. 44 93 85.7 95.7 93.8 88.2 95.7
134 3.842 27.896 1.45 94.6 88.6 96.8 92.2 88.2 93.6
135 3.012 23.016 1.46 93 85.7 95.7 93.8 88.2 95.7
136 2.496 16.713 1.47 93 85.7 95.7 922 88.2 93.6
137 3.062 24.479 1.48 94.6 914 95.7 93.8 88.2 95.7
138 3.805 22.035 30 1.49 93.8 85.7 96.8 93.8 88.2 95.7
139 3.410 30.192 1.50 953 914 96.8 93.8 94.1 93.6
140 2.159 21.828 1.51 93.8 85.7 96.8 95.3 88.2 97.9
141 2.667 17.063 1.52 93.8 88.6 95.7 92.2 88.2 93.6
142 1.850 14.572 1.53 92.2 85.7 94.7 93.8 94.1 93.6
143 3.628 27.064 1.54 92.2 82.9 95.7 96.9 94.1 97.9
144 3613 50101 55 155 922 829 957 922 882 93.6
145 1.927 12.938 1.56 92.2 85.7 94.7 92.2 88.2 93.6
1.57 93 85.7 95.7 96.9 94.1 97.9
1:3 ;465‘91 i?gg; 1.58 93 85.7 95.7 93.8 88.2 95.7
’ : 1.59 92.2 85.7 94.7 93.8 88.2 95.7
148 2381 13.080 160 922 87 947 906 882 915
149 1552 10.112 1,61 93 857 957 938 88.2 957
150 3511 23.568 40 62 93 857 957 938 88.2 957
151 3.078 27.364 1.63 938 914 94.7 93.8 88.2 957
152 3739 27.780 1.64 938 886 95.7 92.2 $8.2 93.6
1.65 93 85.7 95.7 92.2 88.2 93.6
166 91.5 82.9 94.7 95.3 88.2 97.9
1.67 92.2 85.7 94.7 93.8 88.2 95.7
TABLE 6 45 1.68 93 857 957 922 882 93.6
1.69 93 82.9 96.8 93.8 88.2 95.7
Training cohort Validation cohort 1.70 938 943 93.6 953 94.1 95.7
1.71 93 85.7 95.7 92.2 88.2 93.6
SEQ  Accu  Semsi- Accu 172 915 857 936 906 882 915
D racy tivity  Specificity racy  Semsitivity Specificity 1.73 93 85.7 95.7 92.2 88.2 93.6
NO: (%) (%) (%) (%) (%) (%) 50 1.74 94.6 88.6 96.8 92.2 88.2 93.6
1.75 92.2 85.7 94.7 92.2 88.2 93.6
12 96.1 91.4 97.9 953 94.1 95.7 1.76 92.2 82.9 95.7 93.8 88.2 95.7
13 94.6 94.3 94.7 96.9 88.2 100 1.77 93.8 88.6 95.7 92.2 88.2 93.6
14 94.6 91.4 935.7 922 8.2 93.6 1.78 94.6 914 95.7 93.8 94.1 93.6
15 3.8 88.6 935.7 953 94.1 95.7 1.79 95.3 914 96.8 96.9 94.1 97.9
16 93 88.6 04.7 2.2 88.2 93.6 55 180 93 85.7 95.7 92.2 88.2 93.6
1.7 96.1 94.3 96.8 93.8 88.2 95.7 1.81 93 85.7 95.7 92.2 88.2 93.6
1.8 94.6 91.4 95.7 93.8 88.2 95.7 1.82 93 85.7 95.7 92.2 88.2 93.6
1.9 93.8 88.6 95.7 93.8 88.2 95.7 1.83 93 85.7 95.7 92.2 88.2 93.6
110 93.8 2R.6 957 953 94.1 957 1.84 94.6 914 95.7 95.3 94.1 95.7
111 96.1 97.1 935.7 953 94.1 95.7 1.85 94.6 914 95.7 95.3 88.2 97.9
1.12 94.6 94.3 94.7 96.9 94.1 97.9 60 1.86 93 85.7 95.7 922 88.2 93.6
1.13 96.1 914 97.9 953 88.2 97.9 1.87 93 85.3 95.7 922 88.2 93.6
1.14 938 857 9.8 922 $8.2 93.6 1.88 915 80 95.7 96.9 94.1 97.9
1.15 94.6 914 95.7 953 88.2 97.9 1.89 93 85.7 95.7 922 94.1 915
1.16 96.9 943 97.9 92.2 88.2 93.6 1.90 94.6 91.4 95.7 92.2 88.2 93.6
117 93 85.7 935.7 922 8.2 93.6 1.91 92.2 82.9 95.7 93.8 88.2 95.7
118 93.8 2R.6 957 953 8.2 97.9 1.92 92.2 82.9 95.7 92.2 88.2 93.6
1.19 93.8 88.6 95.7 922 88.2 93.6 65 1.93 93 85.7 95.7 92.2 88.2 93.6
1.20 93 85.7 95.7 953 94.1 95.7 1.94 92.2 85.7 94.7 93.8 88.2 95.7
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TABLE 6-continued

Training cohort

Validation cohort
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SEQ Accu-  Sensi- Accu-

D racy tivity Specificity racy  Semsitivity Specificity 3
NO: @) % %) %) o) %)
1.95 95.3 914 96.8 93.8 88.2 95.7
1.96 94.6 88.6 96.8 90.6 88.2 91.5
1.97 94.6 914 95.7 92.2 88.2 93.6
1.98 92.2 82.9 95.7 93.8 88.2 95.7
1.99 93.8 914 94.7 953 94.1 95.7
1_100 94.6 88.6 96.8 90.6 88.2 91.5
1.101 93 85.7 95.7 92.2 88.2 93.6
1.102 94.6 88.6 96.8 953 94.1 95.7
1.103 93 85.7 95.7 93.8 88.2 95.7
1_104 93 82.9 96.8 95.3 88.2 97.9
1.105 92.2 85.7 94.7 92.2 88.2 93.6
1_106 93 88.6 94.7 953 88.2 97.9
1.107 92.2 85.7 94.7 92.2 94.1 91.5
1_108 93.8 88.6 95.7 92.2 88.2 93.6
1_109 93.8 85.7 96.8 92.2 88.2 93.6
1_110 93.8 88.6 95.7 95.3 94.1 95.7
1_111 93 85.7 95.7 93.8 88.2 95.7
1112 91.5 82.9 94.7 92.2 88.2 93.6
1_113 93 85.7 95.7 92.2 88.2 93.6
1114 93 85.7 95.7 92.2 88.2 93.6
1_115 92.2 85.7 94.7 95.3 88.2 97.9
1_116 93 88.6 94.7 93.8 94.1 93.6
1117 93 88.6 94.7 93.8 88.2 95.7
1_118 93 85.7 95.7 93.8 88.2 95.7
1_119 93.8 85.7 96.8 93.8 94.1 93.6
1.120 92.2 82.9 95.7 95.3 88.2 97.9
1.121 93 85.7 95.7 93.8 88.2 95.7
1,122 93 85.7 95.7 92.2 88.2 93.6
1,123 93 85.7 95.7 93.8 88.2 95.7
1.124 91.5 80 95.7 92.2 88.2 93.6
1.125 94.6 88.6 96.8 93.8 94.1 93.6
1.126 93.8 85.7 96.8 92.2 88.2 93.6
1.127 93.8 88.6 95.7 93.8 88.2 95.7
1.128 93.8 914 94.7 92.2 88.2 93.6
1.129 93 85.7 95.7 92.2 88.2 93.6
1.130 93 82.9 96.8 95.3 88.2 97.9
1.131 90.7 82.9 93.6 93.8 88.2 95.7
1,132 93 85.7 95.7 92.2 88.2 93.6
1,133 94.6 88.6 96.8 95.3 88.2 97.9
1134 93.8 88.6 95.7 95.3 94.1 95.7
1.135 93 85.7 95.7 93.8 88.2 95.7
1.136 96.9 97.1 96.8 93.8 94.1 93.6
1.137 91.5 80 95.7 92.2 88.2 93.6
1.138 93.8 88.6 95.7 93.8 94.1 93.6
1.139 92.2 85.7 94.7 96.9 94.1 97.9
1_140 94.6 88.6 96.8 92.2 88.2 93.6
1_141 95.3 914 96.8 93.8 88.2 95.7
1142 93 85.7 95.7 92.2 88.2 93.6
1_143 92.2 82.9 95.7 92.2 88.2 93.6
1_144 93 85.7 95.7 92.2 88.2 93.6
1_145 93 85.7 95.7 92.2 88.2 93.6
1_146 93 85.7 95.7 93.8 88.2 95.7
1_147 93 85.7 95.7 92.2 88.2 93.6
1_148 93 85.7 95.7 93.8 88.2 95.7
1_149 92.2 82.9 95.7 93.8 88.2 95.7
1_150 93.8 88.6 95.7 96.9 9%4.1 97.9
1.151 93 85.7 95.7 93.8 88.2 95.7
1.152 92.2 85.7 94.7 92.2 88.2 93.6

Example 3

<Selection of Gene Marker Using all Samples and
Method for Evaluating Prostate Cancer Discriminant Per-

formance with Acquired Gene Marker>

In this Example, the samples in the training cohort and the
validation cohort used in Examples 1 and 2 were integrated,
and selection of a gene marker and evaluation of its prostate
cancer discriminant performance were conducted using all
of the samples.

Specifically, the miRNA expression levels in the serum of
the 52 prostate cancer patients and the 141 healthy male
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suibjects obtained in the preceding Reference Examples were
normalized by quantile normalization. In order to acquire
diagnostic markers with higher reliability, only genes that
showed gene expression levels of 2° or higher in 50% or
more of the samples in either of the prostate cancer patient
group or the healthy subject group were selected in the gene
marker selection. In order to further acquire statistical sig-
nificance for discriminating a prostate cancer patient group
from a healthy subject group, the P value obtained by
two-tailed t-test assuming equal variance as to each gene
expression level was corrected by the Bonferroni method,
and genes that satisfied p<0.01 were selected as gene mark-
ers for use in explanatory variables of a discriminant. The
obtained genes are described in Table 7. In this way,
hsa-miR-4763-3p. hsa-miR-3656, hsa-miR-4488, hsa-miR-
125a-3p, hsa-miR-1469, hsa-miR-1228-5p, hsa-miR-6798-
5p, hsa-miR-1268b, hsa-miR-6732-5p, hsa-miR-1915-3p,
hsa-miR-4433b-3p, hsa-miR-1207-5p, hsa-miR-4433-3p,
hsa-miR-6879-5p. hsa-miR-4417, hsa-miR-30c-1-3p, hsa-
miR-4638-5p, hsa-miR-6088, hsa-miR-4270, hsa-miR-
6782-5p, hsa-miR-665, hsa-miR-486-5p, hsa-miR-4655-5p,
hsa-miR-1275, hsa-miR-6806-5p, hsa-miR-614, hsa-miR-
3937, hsa-miR-6752-5p, hsa-miR-6771-5p, hsa-miR-4450,
hsa-miR-211-3p, hsa-miR-663a, hsa-miR-6842-5p, hsa-
miR-7114-5p and hsa-miR-6779-5p genes, and the nucleo-
tide sequences of SEQ ID NOs: 153 to 187 related thereto
were found in addition to the genes described in Table 3. As
with the nucleotide sequences of SEQ ID NOs: 1 to 152, the
results obtained about the polynuclectides shown in the
nucleotide sequences of SEQ ID NOs: 153 to 187 also
showed that the measurement values were significantly
lower (-) or higher (+) in the prostate cancer patient group
than in the healthy subject group (Table 7). These results
were able to be validated in the validation cohort. The
presence or absence of prostate cancer in the newly obtained
samples can be determined by the methods described in
Examples 1 and 2 by using the gene expression level
measurement values described in Table 7 either alone or in
combination with the gene expression level measurement
values described in Table 3.

TABLE 7

Expression level

P value after  in prostate cancer

SEQ Bonferroni  patient with relative
ID NO: Gene name correction to healthy subject
1 hsa-miR-4443 1.11E-37 +
2 hsa-miR-1908-5p 1.13E-31 +
3 hsa-miR-4257 6.48E-24 -
4 hsa-miR-3197 1.28E-30 +
5 hsa-miR-3188 S.67E-27 +
6 hsa-miR-4649-5p 3.70E-27 -
7 hsa-miR-1343-3p 7.09E-23 -
8 hsa-miR-6861-5p 1.80E-24 -
9 hsa-miR-1343-5p 2.82E-24 +
10 hsa-miR-642b-3p 1.07E-27
11 hsa-miR-6741-5p 6.82E-22 -
12 hsa-miR-4745-5p 1.13E-23 -
13 hsa-miR-6826-5p 3.61E-19 -
14 hsa-miR-3663-3p 3.08E-23 -
15 hsa-miR-3131 3.50E-15 -
16 hsa-miR-92a-2-5p 4.74E-16 +
17 hsa-miR-4258 5.92E-20 -
18 hsa-miR-4448 7.18E-20 +
19 hsa-miR-6125 2.60E-19 +
20 hsa-miR-6880-5p 4.86E-19 +
21 hsa-miR-6132 2.01E-19 +
22 hsa-miR-4467 7.91E-20 +
23 hsa-miR-6749-5p 1.81E-19 -
24 hsa-miR-2392 2.70E-11
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TABLE 7-continued

P value after

Expression level
in prostate cancer

P value after

Expression level
in prostate cancer

SEQ Bonferroni  patient with relative SEQ Bonferroni  patient with relative
ID NO: Gene name correction to healthy subject 2 ID NO: Gene name correction to healthy subject

25 hsa-miR-1273g-3p 3.27E-19 - 100 hsa-miR-4667-5p 9.12E-07 +
26 hsa-miR-4746-3p 4.55E-21 + 101 hsa-miR-8069 1.81E-09 +
27 hsa-miR-1914-3p 8.27E-13 - 102 hsa-miR-4726-3p 2.71E-05

28 hsa-miR-78435-5p 5.79E-19 + 103 hsa-miR-6124 9.11E-05 +
29 hsa-miR-6726-5p 7.72E-19 - 10 104 hsa-miR-4532 2.46E-09 -
30 hsa-miR-128-2-5p 5.33E-19 - 105 hsa-miR-4486 6.30E-09 +
31 hsa-miR-4651 5.90E-18 - 106 hsa-miR-4728-3p 8.48E-09 -
32 hsa-miR-6763-3p 8.39E-16 - 107 hsa-miR-4508 1.66E-06 +
33 hsa-miR-3183 1.60E-19 + 108 hsa-miR-128-1-5p 2.04E-08 +
34 hsa-miR-4792 1.45E-17 + 109 hsa-miR-4513 1.44E-06 -
35 hsa-miR-6887-5p 1.16E-14 - 15 110 hsa-miR-6793-3p 1.12E-06 -
36 hsa-miR-5572 4.90E-16 + 111 hsa-miR-4689 8.95E-09 -
37 hsa-miR-3619-3p 2.51E-16 - 112 hsa-miR-6763-3p 2.59E-09 +
38 hsa-miR-6780b-5p 1.37E-16 + 113 hsa-miR-8072 1.32E-07 +
39 hsa-miR-4707-5p L.51E-17 + 114 hsa-miR-6763-3p 4.48E-03 +
40 hsa-miR-8063 5.05E-20 - 115 hsa-miR-4419b 1.22E-04 -
41 hsa-miR-4454 6.07E-14 - 116 hsa-miR-7641 3.99E-08 -
42 hsa-miR-4523 6.00E-19 - 20 117 hsa-miR-3928-3p 7.30E-06 +
43 hsa-miR-7973 6.13E-15 - 118 hsa-miR-1227-3p 6.47E-06 +
44 hsa-miR-744-5p 5.25E-18 + 119 hsa-miR-4492 3.11E-10 -
45 hsa-miR-3135b 1.17E-09 - 120 hsa-miR-296-3p 1.31E-06 -
46 hsa-miR-4648 9.53E-17 + 121 hsa-miR-6769a-5p 2.26E-05 -
47 hsa-miR-6816-5p 2.60E-15 + 122 hsa-miR-6889-5p 5.29E-04 +
48 hsa-miR-4741 5.52E-16 + 25 123 hsa-miR-4632-3p 3.39E-05 +
49 hsa-miR-7150 2.35E-13 + 124 hsa-miR-4503 6.21E-06 +
50 hsa-miR-6791-5p 6.63E-17 + 125 hsa-miR-3154 1.41E-05 +
51 hsa-miR-1247-3p 6.77E-13 + 126 hsa-miR-3648 2.83E-06 -
52 hsa-miR-7977 2.22E-14 - 127 hsa-miR-4442 2.03E-07 -
53 hsa-miR-4497 4.39E-16 - 128 hsa-miR-3141 3.73E-07 +
54 hsa-miR-6090 4.58E-17 + 30 129 hsa-miR-7113-3p 4.11E-05 +
55 hsa-miR-6781-5p 1.08E-11 + 130 hsa-miR-6819-3p 5.08E-03 -
56 hsa-miR-6870-5p 4.41E-09 + 131 hsa-miR-3193 1.18E-04 +
57 hsa-miR-6729-5p 6.57E-14 + 132 hsa-miR-1199-5p 8.59E-05 -
58 hsa-miR-4530 1.48E-10 + 133 hsa-miR-6738-5p 2.49E-05 -
59 hsa-miR-7847-3p 6.31E-12 - 134 hsa-miR-4656 1.45E-05 -
60 hsa-miR-6825-5p 3.31E-12 + 15 135 hsa-miR-6820-5p 3.40E-04 +
61 hsa-miR-4674 7.19E-14 - 136 hsa-miR-615-5p 1.98E-14 -
62 hsa-miR-3917 1.78E-12 - 137 hsa-miR-486-3p 9.28E-17 -
63 hsa-miR-4707-3p 6.32E-12 + 138 hsa-miR-1225-3p 3.41E-16 +
64 hsa-miR-6885-5p 1.69E-14 - 139 hsa-miR-760 4.58E-15 -
65 hsa-miR-6722-3p 1.09E-10 + 140 hsa-miR-187-5p 7.21E-11 -
66 hsa-miR-4516 9.57E-15 - 141 hsa-miR-1203 8.06E-14 +
67  hsa-miR-6757-5p 1.02E-11 - 40 142 hea-miR-7110-5p 7.39E-11 +
68 hsa-miR-6840-3p 6.73E-14 - 143 hsa-miR-371a-5p 3.27E-12 -
69 hsa-miR-5195-3p 1.21E-11 - 144 hsa-miR-939-5p 2.77E-11 +
70 hsa-miR-6756-5p 1.46E-15 - 145 hsa-miR-575 1.85E-10 +
71 hsa-miR-6800-5p 3.18E-11 + 146 hsa-miR-92b-5p 7.45E-16 +
72 hsa-miR-6727-5p 2.88E-09 - 147 hsa-miR-887-3p 3.99E-12 +
73 hsa-miR-6126 4.50E-12 + 45 148 hsa-miR-920 1.63E-05 -
74 hsa-miR-6872-3p 4.58E-09 - 149 hsa-miR-1915-5p 1.24E-07 -
75 hsa-miR-4446-3p 1.90E-12 - 150 hsa-miR-1231 1.35E-07 +
76 hsa-miR-1268a 1.09E-13 + 151  hsa-miR-663b 6.03E-07 -
71 hsa-miR-1908-3p 2.75E-10 - 152 hsa-miR-1225-5p 2.89E-06 +
78 hsa-miR-3679-5p 4.14E-15 + 153 hsa-miR-4763-3p 1.50E-07 +
79 hsa-miR-4534 1.65E-06 + 50 154 hsa-miR-3656 2.20E-06 +
80 hsa-miR-4675 8.56E-11 - 155 hsa-miR-4488 3.80E-06 +
81 hsa-miR-7108-5p 5.97E-11 + 156  hsa-miR-125a-3p 8.47E-06 -
82 hsa-miR-6799-5p 1.21E-10 + 157 hsa-miR-1469 8.73E-06 +
83 hsa-miR-4695-5p 2.08E-13 + 158  hsa-miR-1228-5p 1.34E-05 +
84 hsa-miR-3178 1.33E-10 + 159 hsa-miR-6798-5p 1.73E-05 +
85 hsa-miR-5090 6.85E-11 - 55 160 hsa-miR-1268b 1.93E-05 +
86 hsa-miR-3180 1.01E-09 + 161  hsa-miR-6732-5p 2.42E-05 +
87 hsa-miR-1237-5p 7.78E-13 + 162 hsa-miR-1915-3p 3.96E-05 +
88 hsa-miR-4758-5p 1.97E-09 - 163 hsa-miR-4433b-3p 4.24E-05 +
89 hsa-miR-3184-5p 4.70E-10 + 164  hsa-miR-1207-5p 4.14E-05 +
90 hsa-miR-4286 2.39E-08 - 165  hsa-miR-4433-3p 4.84E-05 +
91 hsa-miR-6784-5p 1.24E-07 + 166  hsa-miR-6879-5p 5.79E-05 +
92 hsa-miR-6768-5p 2.85E-07 + 60 167  hsa-miR-4417 8.44E-05 +
93 hsa-miR-6785-5p 2.78E-10 - 168  hsa-miR-30c-1-3p 8.49E-05 +
94 hsa-miR-4706 3.20E-06 - 169  hsa-miR-4638-5p 7.97E-05 +
95 hsa-miR-711 7.50E-11 + 170 hsa-miR-6088 2.07E-04 -
96 hsa-miR-1260a 3.06E-07 - 171 hsa-miR-4270 2.44E-04 -
97 hsa-miR-6746-5p 6.04E-06 - 172 hsa-miR-6782-5p 6.53E-04 +
98 hsa-miR-6089 1.19E-08 + 65 173 hsa-miR-665 7.52E-04 -
99 hsa-miR-6821-5p 4.27E-10 + 174 hsa-miR-486-5p 9.25E-04 +
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TABLE 7-continued

Expression level

P value after  in prostate cancer

SEQ Bonferroni  patient with relative
ID NO: Gene name correction to healthy subject
175 hsa-miR-4655-5p 1.04E-03 +
176 hsa-miR-1275 1.11E-03 +
177 hsa-miR-6806-5p 1.78E-03 -
178  hsa-miR-614 1.92E-03 -
179 hsa-miR-3937 2.41E-03 +
180  hsa-miR-6752-5p 2.47E-03 +
181 hsa-miR-6771-5p 3.30E-03 -
182 hsa-miR-4450 3.79E-03 +
183 hsa-miR-211-3p 6.22E-03 -
184 hsa-miR-663a 5.44E-03 +
185  hsa-miR-6842-5p 8.58E-03 +
186 hsa-miR-7114-5p 8.30E-03 -
187  hsa-miR-6779-5p 8.35E-03 -
Example 4

<Method for Evaluating Prostate Cancer-Specific Dis-
criminant Performance with Combination of Multiple Gene
Markers Using Samples in the Validation Cohort>

In this Example, gene expression levels of miRNAs in
serum were compared between prostate cancer patients and
a control group that consists of healthy subjects and breast
cancer patients, in the same way as the method described in
Example 1 in the training cohort obtained in Reference
Example 2 to select a statistically significant gene for
diagnosis. Polynucleotides consisting of the nucleotide
sequences represented by SEQ ID NOs: 580 to 611 thus
newly selected were each further combined with the gene
markers selected in Example 1 to study a method for
evaluating prostate cancer-specific discriminant perfor-
mance.

Specifically, first, the miRNA expression levels in the
training cohort and the validation cohort obtained in Refer-
ence Example 2 mentioned above were combined and
normalized by quantile normalization. Next, Fisher’s linear
discriminant analysis was conducted as to combinations of
1 to 4 expression level measurement values comprising at
least one or more of the expression level measurement
values of the polynucleotides consisting of the nucleotide
sequences represented by SEQ ID NOs: 1 to 187, 580to 611,
to construct a discriminant for determining the presence or
absence of prostate cancer. Next, accuracy, sensitivity, and
specificity in the validation cohort obtained in Reference
Example 2 were calculated using the discriminant thus
prepared, with the prostate cancer patient group as a positive
sample group, and the healthy subject group and the breast
cancer patient group as a negative sample group. The
discriminant performance of the selected polynucleotides
was validated using the independent samples.

Most of polynucleotides consisting of the nucleotide
sequences represented by these SEQ ID NOs (SEQ ID NOs:
1 to 187, and 580 to 611 corresponding to the miRNA
markers of Table 1) or complementary sequences thereof
mentioned above were able to provide relatively high accu-
racy, sensitivity, and specificity in the determination of the
presence or absence of prostate cancer, and furthermore,
were able to specifically discriminate prostate cancer from
the other cancers. For example, among the combinations of
multiple polynucleotides selected from the group consisting
of polynucleotides consisting of the nucleotide sequences
represented by SEQ ID NOs: 1,3, 4, 5, 6,7, 9, 10, 12, 14,
15,16, 17, 18, 20, 24, 29, 35, 37, 42, 51, 55, 58, 61, 63, 64,
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67,70, 72, 79, 82, 89, 91, 97, 98, 101, 103, 104, 112, 113,
114, 116, 119, 126, 135, 136, 139, 140, 141, 145, 147, 154,
155, 156, 158, 169, 173, 175, 178, 182, 580, 581, 582, 583,
584, 585, 586, 587, 588, 589, 590, 591, 592, 593, 594, 595,
596, 597, 598, 599, 600, 601, 602, 603, 604, 605, 606, 607,
608, 609, 610 and 611, or complementary sequences thereof
(the cancer type-specific polynucleotide group 1) as poly-
nucleotides capable of specifically binding to target markers,
combinations comprising at least one or more polynucle-
otide(s) selected from the group consisting of polynucle-
otides of SEQ ID NOs: 1, 12, 16, 37, 42, 63, 119, 126, 139,
173, 178, 599, 609 and 611 (the cancer type-specific poly-
nucleotide group 2) that were included in the cancer type-
specific polynucleotide group 1, were able to specifically
discriminate prostate cancer from the other cancers with
high accuracy.

The number of the aforementioned polynucleotides with
cancer type specificity in the combination can be 1, 2, 3, 4,
5,6,7,8,9, 10 or more for the combination. The combi-
nations of 4 or more of these polynucleotides were able to
exhibit discriminant accuracy of 85% or higher.

Specifically, the discriminant accuracy of the measure-
ment using the polynucleotide consisting of the nucleotide
sequence represented by SEQ ID NO: 1 or a complementary
sequence thereof is shown in Table 8-1. The measurement
using the combination of one polynucleotide comprising at
least one polynucleotide consisting of the nucleotide
sequence represented by SEQ ID NO: 1 or a complementary
sequence thereof exhibited accuracy of 94.4% in the training
cohort and accuracy of 91.8% in the validation cohort. Also,
for example, the measurement using the combination of two
polynucleotides comprising at least one polynucleotide con-
sisting of the nucleotide sequence represented by SEQ 1D
NO: 1 or a complementary sequence thereof exhibited the
highest accuracy of 96.4% in the training cohort and the
highest accuracy of 90.8% in the validation cohort. Further-
more, for example, the measurement using the combinations
of three polynucleotides comprising at least one polynucle-
otide consisting of the nucleotide sequence represented by
SEQ ID NO: 1 or a complementary sequence thereof exhib-
ited the highest accuracy of 98.5% in the training cohort and
the highest accuracy of 92.9% in the validation cohort.
Furthermore, for example, the measurement using the com-
binations of four polynucleotides comprising at least one
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ ID NO: 1 or a complementary sequence
thereof exhibited the highest accuracy of 95.4% in the
training cohort and the highest accuracy of 92.9% in the
validation cohort.

The discriminant accuracy of the measurement using the
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ ID NO: 12 or a complementary sequence
thereof is shown in Table 8-2. The measurement using the
combination of one polynucleotide comprising at least one
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ ID NO: 12 or a complementary sequence
thereof exhibited accuracy of 65.5% in the training cohort
and accuracy of 56.1% in the validation cohort. Also, for
example, the measurement using the combination of two
polynucleotides comprising at least one polynucleotide con-
sisting of the nucleotide sequence represented by SEQ ID
NO: 12 or a complementary sequence thereof exhibited the
highest accuracy of 94.9% in the training cohort and the
highest accuracy of 91.8% in the validation cohort. Further-
more, for example, the measurement using the combinations
of three polynucleotides comprising at least one polynucle-
otide consisting of the nucleotide sequence represented by
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SEQ ID NO: 12 or a complementary sequence thereof
exhibited the highest accuracy of 98.0% in the training
cohort and the highest accuracy of 93.9% in the validation
cohort. Furthermore, for example, the measurement using
the combinations of four polynucleotides comprising at least
one polynucleotide consisting of the nucleotide sequence
represented by SEQ ID NO: 12 or a complementary
sequence thereof exhibited the highest accuracy of 98.5% in
the training cohort and the highest accuracy of 94.9% in the
validation cohort.

The discriminant accuracy of the measurement using the
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ ID NO: 16 or a complementary sequence
thereof is shown in Table 8-3. The measurement using the
combination of one polynucleotide comprising at least one
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ ID NO: 16 or a complementary sequence
thereof exhibited accuracy of 71.6% in the training cohort
and accuracy of 74.5% in the validation cohort. Also, for
example, the measurement using the combination of two
polynucleotides comprising at least one polynucleotide con-
sisting of the nucleotide sequence represented by SEQ ID
NO: 16 or a complementary sequence thereof exhibited the
highest accuracy of 95.4% in the training cohort and the
highest accuracy of 93.9% in the validation cohort. Further-
more, for example, the measurement using the combinations
of three polynucleotides comprising at least one polynucle-
otide consisting of the nucleotide sequence represented by
SEQ ID NO: 16 or a complementary sequence thereof
exhibited the highest accuracy of 97.5% in the training
cohort and the highest accuracy of 94.9% in the validation
cohort. Furthermore, for example, the measurement using
the combinations of four polynucleotides comprising at least
one polynucleotide consisting of the nucleotide sequence
represented by SEQ ID NO: 16 or a complementary
sequence thereof exhibited the highest accuracy of 98.0% in
the training cohort and the highest accuracy of 88.8% in the
validation cohort.

The discriminant accuracy of the measurement using the
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ ID NO: 37 or a complementary sequence
thereof is shown in Table 8-4. The measurement using the
combination of one polynucleotide comprising at least one
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ ID NO: 37 or a complementary sequence
thereof exhibited accuracy of 73.6% in the training cohort
and accuracy of 72.4% in the validation cohort. Also, for
example, the measurement using the combination of two
polynucleotides comprising at least one polynucleotide con-
sisting of the nucleotide sequence represented by SEQ 1D
NO: 37 or a complementary sequence thereof exhibited the
highest accuracy of 95.9% in the training cohort and the
highest accuracy of 92.9% in the validation cohort. Further-
more, for example, the measurement using the combinations
of three polynucleotides comprising at least one polynucle-
otide consisting of the nucleotide sequence represented by
SEQ ID NO: 37 or a complementary sequence thereof
exhibited the highest accuracy of 97.0% in the training
cohort and the highest accuracy of 92.9% in the validation
cohort. Furthermore, for example, the measurement using
the combinations of four polynucleotides comprising at least
one polynucleotide consisting of the nucleotide sequence
represented by SEQ ID NO: 37 or a complementary
sequence thereof exhibited the highest accuracy of 97.0% in
the training cohort and the highest accuracy of 89.8% in the
validation cohort.
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The discriminant accuracy of the measurement using the
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ ID NO: 42 or a complementary sequence
thereof is shown in Table 8-5. The measurement using the
combination of one polynucleotide comprising at least one
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ ID NO: 42 or a complementary sequence
thereof exhibited accuracy of 57.4% in the training cohort
and accuracy of 59.2% in the validation cohort. Also, for
example, the measurement using the combination of two
polynucleotides comprising at least one polynucleotide con-
sisting of the nucleotide sequence represented by SEQ ID
NO: 42 or a complementary sequence thereof exhibited the
highest accuracy of 95.4% in the training cohort and the
highest accuracy of 93.9% in the validation cohort. Further-
more, for example, the measurement using the combinations
of three polynucleotides comprising at least one polynucle-
otide consisting of the nucleotide sequence represented by
SEQ ID NO: 42 or a complementary sequence thereof
exhibited the highest accuracy of 97.5% in the training
cohort and the highest accuracy of 95.9% in the validation
cohort. Furthermore, for example, the measurement using
the combinations of four polynucleotides comprising at least
one polynucleotide consisting of the nucleotide sequence
represented by SEQ ID NO: 42 or a complementary
sequence thereof exhibited the highest accuracy of 96.9% in
the training cohort and the highest accuracy of 94.9% in the
validation cohort.

The discriminant accuracy of the measurement using the
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ ID NO: 63 or a complementary sequence
thereof is shown in Table 8-6. The measurement using the
combination of one polynucleotide comprising at least one
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ ID NO: 63 or a complementary sequence
thereof exhibited accuracy of 72.6% in the training cohort
and accuracy of 73.5% in the validation cohort. Also, for
example, the measurement using the combination of two
polynucleotides comprising at least one polynucleotide con-
sisting of the nucleotide sequence represented by SEQ ID
NO: 63 or a complementary sequence thereof exhibited the
highest accuracy of 94.9% in the training cohort and the
highest accuracy of 92.9% in the validation cohort. Further-
more, for example, the measurement using the combinations
of three polynucleotides comprising at least one polynucle-
otide consisting of the nucleotide sequence represented by
SEQ ID NO: 63 or a complementary sequence thereof
exhibited the highest accuracy of 95.9% in the training
cohort and the highest accuracy of 95.9% in the validation
cohort. Furthermore, for example, the measurement using
the combinations of four polynucleotides comprising at least
one polynucleotide consisting of the nucleotide sequence
represented by SEQ ID NO: 63 or a complementary
sequence thereof exhibited the highest accuracy of 94.4% in
the training cohort and the highest accuracy of 89.8% in the
validation cohort.

The discriminant accuracy of the measurement using the
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ 1D NO: 119 or a complementary sequence
thereof is shown in Table 8-7. The measurement using the
combination of one polynucleotide comprising at least one
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ 1D NO: 119 or a complementary sequence
thereof exhibited accuracy of 46.9% in the training cohort
and accuracy of 48.0% in the validation cohort. Also, for
example, the measurement using the combination of two
polynucleotides comprising at least one polynucleotide con-
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sisting of the nucleotide sequence represented by SEQ ID
NO: 119 or a complementary sequence thereof exhibited the
highest accuracy of 94.9% in the training cohort and the
highest accuracy of 91.8% in the validation cohort. Further-
more, for example, the measurement using the combinations
of three polynucleotides comprising at least one polynucle-
otide consisting of the nucleotide sequence represented by
SEQ ID NO: 119 or a complementary sequence thereof
exhibited the highest accuracy of 97.4% in the training
cohort and the highest accuracy of 91.8% in the validation
cohort. Furthermore, for example, the measurement using
the combinations of four polynucleotides comprising at least
one polynucleotide consisting of the nucleotide sequence
represented by SEQ ID NO: 119 or a complementary
sequence thereof exhibited the highest accuracy of 96.4% in
the training cohort and the highest accuracy of 89.8% in the
validation cohort.

The discriminant accuracy of the measurement using the
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ ID NO: 126 or a complementary sequence
thereof is shown in Table 8-8. The measurement using the
combination of one polynucleotide comprising at least one
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ ID NO: 126 or a complementary sequence
thereof exhibited accuracy of 66.0% in the training cohort
and accuracy of 53.1% in the validation cohort. Also, for
example, the measurement using the combination of two
polynucleotides comprising at least one polynucleotide con-
sisting of the nucleotide sequence represented by SEQ ID
NO: 126 or a complementary sequence thereof exhibited the
highest accuracy of 94.4% in the training cohort and the
highest accuracy of 91.8% in the validation cohort. Further-
more, for example, the measurement using the combinations
of three polynucleotides comprising at least one polynucle-
otide consisting of the nucleotide sequence represented by
SEQ ID NO: 126 or a complementary sequence thereof
exhibited the highest accuracy of 96.4% in the training
cohort and the highest accuracy of 90.8% in the validation
cohort. Furthermore, for example, the measurement using
the combinations of four polynucleotides comprising at least
one polynucleotide consisting of the nucleotide sequence
represented by SEQ ID NO: 126 or a complementary
sequence thereof exhibited the highest accuracy of 93.9% in
the training cohort and the highest accuracy of 91.8% in the
validation cohort.

The discriminant accuracy of the measurement using the
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ ID NO: 139 or a complementary sequence
thereof is shown in Table 8-9. The measurement using the
combination of one polynucleotide comprising at least one
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ ID NO: 139 or a complementary sequence
thereof exhibited accuracy of 43.7% in the training cohort
and accuracy of 40.8% in the validation cohort. Also, for
example, the measurement using the combination of two
polynucleotides comprising at least one polynucleotide con-
sisting of the nucleotide sequence represented by SEQ 1D
NO: 139 or a complementary sequence thereof exhibited the
highest accuracy of 94.4% in the training cohort and the
highest accuracy of 92.9% in the validation cohort. Further-
more, for example, the measurement using the combinations
of three polynucleotides comprising at least one polynucle-
otide consisting of the nucleotide sequence represented by
SEQ ID NO: 139 or a complementary sequence thereof
exhibited the highest accuracy of 96.4% in the training
cohort and the highest accuracy of 94.9% in the validation
cohort. Furthermore, for example, the measurement using
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the combinations of four polynucleotides comprising at least
one polynucleotide consisting of the nucleotide sequence
represented by SEQ ID NO: 139 or a complementary
sequence thereof exhibited the highest accuracy of 92.4% in
the training cohort and the highest accuracy of 91.8% in the
validation cohort.

The discriminant accuracy of the measurement using the
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ 1D NO: 173 or a complementary sequence
thereof is shown in Table 8-10. The measurement using the
combination of one polynucleotide comprising at least one
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ ID NO: 173 or a complementary sequence
thereof exhibited accuracy of 43.7% in the training cohort
and accuracy of 55.1% in the validation cohort. Also, for
example, the measurement using the combination of two
polynucleotides comprising at least one polynucleotide con-
sisting of the nucleotide sequence represented by SEQ ID
NO: 173 or a complementary sequence thereof exhibited the
highest accuracy of 94.9% in the training cohort and the
highest accuracy of 91.8% in the validation cohort. Further-
more, for example, the measurement using the combinations
of three polynucleotides comprising at least one polynucle-
otide consisting of the nucleotide sequence represented by
SEQ ID NO: 173 or a complementary sequence thereof
exhibited the highest accuracy of 97.0% in the training
cohort and the highest accuracy of 91.8% in the validation
cohort. Furthermore, for example, the measurement using
the combinations of four polynucleotides comprising at least
one polynucleotide consisting of the nucleotide sequence
represented by SEQ ID NO: 173 or a complementary
sequence thereof exhibited the highest accuracy of 92.4% in
the training cohort and the highest accuracy of 95.9% in the
validation cohort.

The discriminant accuracy of the measurement using the
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ ID NO: 178 or a complementary sequence
thereof is shown in Table 8-11. The measurement using the
combination of one polynucleotide comprising at least one
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ ID NO: 178 or a complementary sequence
thereof exhibited accuracy of 68.0% in the training cohort
and the highest accuracy of 72.4% in the validation cohort.
Also, for example, the measurement using the combination
of two polynucleotides comprising at least one polynucle-
otide consisting of the nucleotide sequence represented by
SEQ ID NO: 178 or a complementary sequence thereof
exhibited the highest accuracy of 94.4% in the training
cohort and the highest accuracy of 91.8% in the validation
cohort. Furthermore, for example, the measurement using
the combinations of three polynucleotides comprising at
least one polynucleotide consisting of the nucleotide
sequence represented by SEQ ID NO: 178 or a complemen-
tary sequence thereof exhibited the highest accuracy of
96.4% 1in the training cohort and the highest accuracy of
94.9% in the validation cohort. Furthermore, for example,
the measurement using the combinations of four polynucle-
otides comprising at least one polynucleotide consisting of
the nucleotide sequence represented by SEQ 1D NO: 178 or
a complementary sequence thereof exhibited the highest
accuracy of 96.4% in the training cohort and the highest
accuracy of 93.9% in the validation cohort.

The discriminant accuracy of the measurement using the
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ 1D NO: 599 or a complementary sequence
thereof is shown in Table 8-12. The measurement using the
combination of one polynucleotide comprising at least one
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polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ ID NO: 599 or a complementary sequence
thereof exhibited accuracy of 61.4% in the training cohort
and the highest accuracy of 65.3% in the validation cohort.
Also, for example, the measurement using the combination
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combination of one polynucleotide comprising at least one
polynucleotide consisting of the nucleotide sequence repre-
sented by SEQ ID NO: 611 or a complementary sequence
thereof exhibited accuracy of 55.8% in the training cohort

. . 5 and accuracy of 62.2% in the validation cohort. Also, for
of two polynucleotides comprising at least one polynucle- . ..
otide consisting of the nucleotide sequence represented by example, th.e measurer.n.ent using the comblnatlon. of two
SEQ ID NO: 399 or a complementary sequence thereof  pelynucleotides comprising at least one polynucleotide con-
exhibited the highest accuracy of 94.4% in the training sisting of the nucleotide sequence represented by SEQ ID
cohort and the highest accuracy of 91.8% in the validation = NO: 611 or a complementary sequence thereof exhibited the
cohort. Furthermore, for example, the measurement using '° highest accuracy of 94.9% in the training cohort and the
the combinations of three polynucleotides comprising at highest accuracy of 91.8% in the validation cohort. Further-
least one polynucleotide conmstmg of the nucleotide more, for example, the measurement using the combinations
sequence represented by SEQ ID NO: 599 or a complemen- of three polynucleotides comprising at least one polynucle-
tary sequence thereof exhibited the highest accuracy of d - Sting of {h leotid ted b
97.5% in the training cohort and the highest accuracy of 15 olide consts 1.ng ot the nucieolide sequence represenied by
92.9% in the validation cohort. Furthermore, for example, SEQ ,ID NO: 6,11 or a complementary ) sequence th?r?Of
the measurement using the combinations of four polynucle- exhibited the hlgheSt accuracy of 98.0% in the training
otides comprising at least one polynucleotide consisting of ~ cohort and the highest accuracy of 90.8% in the validation
the nucleotide sequence represented by SEQ ID NO: 599 or ~ cohort. Furthermore, for example, the measurement using
a complementary sequence thereof exhibited the highest - the combinations of four polynucleotides comprising at least
accuracy of 96.4% in the training cohort and the highest one polynucleotide consisting of the nucleotide sequence
accuracy of 94.9% in the validation cohort. represented by SEQ ID NO: 611 or a complementary
The discriminant accuracy of the measurement using the  sequence thereof exhibited the highest accuracy of 96.4% in
polynucleotide consisting of the nucleotide sequence repre-  the training cohort and the highest accuracy of 90.8% in the
sented by SEQ ID NO: 609 or a complementary sequence validation cohort.
thereof is shown in Table 8-13. The measurement using the 2> Tpe expression level measurement values of the nucleo-
combination of one polynucleotide comprising at least one tide sequences represented by SEQID NOs: 12, 16, 135, and
polynucleotide consisting of the nucleotide sequence repre- 156 w q ;
. were compared among 35 prostate cancer patients, 99
sented by SEQ ID NO: 609 or a complementary sequence . . . .
thereof exhibited accuracy of 59.7% in the training cohort healthy subjects, and 63 breast cancer patients in Fhe.tralmng
and accuracy of 65.3% in the validation cohort. Also, for 3g cohort. As a result, a scatter diagram that significantly
example, the measurement using the combination of two sepgrated the dlscnmlnan.t score of the prostate cancer
polynucleotides comprising at least one polynucleotide con- ~ patient group from the discriminant scores of the other
sisting of the nucleotide sequence represented by SEQ ID  groups was obtained in the training cohort (see the upper
NO: 609 or a complementary sequence thereof exhibited the ~ diagram of FIG. 4). These results were also reproducible in
highest accuracy of 95.4% in the training cohort and the the validation cohort (see the lower diagram of FIG. 4).
TABLE 8-1
Training cohort Validation cohort
Accuracy Sensitivity Specificity Accuracy Sensitivity Specificity
SEQ ID NO: (%) (%) (%) (%) (%) (%)
1 94.4 91.4 95.1 91.8 94.1 91.4
1.597 96.4 97.1 96.3 90.8 88.2 91.4
1729 98.5 100 98.1 9.9 94.1 9.6
1.63_139_600 94.9 91.4 95.7 91.8 88.2 9.6
1.12 63599 95.4 100 94.4 91.8 94.1 91.4
1.141 173_599 95.4 97.1 95.1 91.8 94.1 91.4
1.16 139 178 95.4 100 94.4 9.9 94.1 9.6
1.63 173 5% 93.9 94.3 93.8 90.8 94.1 90.1
highest accuracy of 91.8% in the validation cohort. Further- > TABLE 8-2
more, for example, the measurement using the combinations
of three polynucleotides comprising at least one polynucle- Training cohort Validation cohort
otide consisting of the nucleotide sequence represented by
SEQ ID NO: 609 or a complementary sequence thereof 5 Ac-  Senmsi-  Spe- Ac-  Semsi-  Spe-
exhibited the highest accuracy of 96.4% in the training curacy tivity cificity  curacy  tivity  cificity
cohort and the highest accuracy of 91.8% in the validation SEQ ID NO: (%) (%) (%) (%) (%) (%)
cohort. Furthermore, for example, the measurement using
the combinations of four polynucleotides comprising at least 12 655 743 636 561 706 531
one polynucleotide consisting of the nucleotide sequence 1.12 949 943 951 91.8 941 914
represented by SEQ ID NO: 609 or a complementary 60 1.7.12 98 100 973 939 941 938
sequence thereof exhibited the highest accuracy of 96.4% in 12,42 63609 923 971 913 89.8 100 87.7
the training cohort and the highest accuracy of 88.8% in the 12_16_135_156 985 100  98.1 949 100 93.8
validation cohort. 12.16_169_178 949 100 938 88.8 100 86.4
The discriminant accuracy of the measurement using the 12_16_139_601 949 100 938 91.8 100 90.1
polynucleotide consisting of the nucleotide sequence repre- 65 12 16 42 607 97 100 96.3 939 100 92.6

sented by SEQ ID NO: 611 or a complementary sequence
thereof is shown in Table 8-14. The measurement using the
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TABLE 8-7

Training cohort

Validation cohort

Training cohort

Validation cohort

5
Ac-  Sensi-  Spe- Ac- Sensi- Spe- Ac-  Sensi- Spe- Ac-  Sensi-  Spe-
curacy tivity cificity  curacy  tivity  cificity curacy tivity cificity  curacy tivity cificity
SEQ ID NO: %) (%) (%) ©) (%) (%) SEQ ID NO: @) ) (%) ) ) (%)
16 1.6 971 66 74.5 100 69.1 10 119 46.9 62.9 435 48 58.8 457
116 954 943 957 93.9 94.1 93.8 1.119 94.9 91.4 95.7 91.8 941 914
1.16_42 975 971 975 94.9 94.1 95.1 1.16_119 974 100 96.9 91.8 88.2 926
16_18_139_ 178 944 971 93.8 92.9 94.1 92.6 12_16_37_119 964 100 95.7 89.8 100 87.7
12_16_37_178 98 100 97.5 88.8 100 86.4 15 37_63_119_584 93.4 88.6 94.4 87.8 %41 864
12_16_37_599 975 100 96.9 89.8 100 87.7 63_119_173_178 87.2 88.6 87 82.7 941 80.2
12_16_37 97 964 100 95.7 89.8 100 87.7 63_119_158_173 85.7 88.6 85.1 84.7 88.2 84
12_14_16_599 954 100 94.4 87.8 94.1 86.4 63_119_173_605 87.2 88.6 87 82.7 88.2 815
20
TABLE 8-4 TABLE 8-8
Training cohort Validation cohort Training cohort Validation cohort
25
Ac- Sensi- Spe- Ac- Sensi-  Spe- Ac- Sensi-  Spe- Ac- Sensi-  Spe-
curacy tivity cificity  curacy  tivity  cificity curacy tivity  cificity  curacy tivity cificity
SEQ ID NO: (%) (%) (%) %) (%) (%) SEQ ID NO: (%) (%) (%) (%) (%) (%)
37 73.6 771 72.8 72.4 82.4 70.4 126 66 71.4 64.8 53.1 647  50.6
1.37 959 971 957 92.9 88.2 93.8 30 1126 94.4 94.3 94.4 91.8 941 914
1.37_135 97 97.1 96.9 92.9 88.2 93.8 1.126_597 96.4 97.1 96.3 9.8 882 914
37_63_139_611 934 88.6 944 88.8 94.1 87.7 16_126_597_599 90.9 100 88.9 81.6 88.2 80.2
37_42_63_178 914 943  90.7 90.8 94.1 90.1 16_42_126_599 92.9 94.3 92.6 929 100 914
37_42_63_599 914 914 914 91.8 94.1 91.4 16_126_139_601 939 100 92.6 91.8 100 90.1
37_42_63_139 91.9 914 92 91.8 94.1 91.4 16_126_593_599 89.8 97.1 88.3 85.7 941 84
12_16_37_603 97 100 96.3 89.8 100 87.7 15_16_126_599 91.4 97.1 90.1 81.6 941 79
35
TABLE 8-5 TABLE 8-9
Training cohort Validation cohort 0 Training cohort Validation cohort
Ac-  Sensi-  Spe- Ac- Sensi- Spe- Ac-  Sensi- Spe- Ac-  Sensi-  Spe-
curacy tivity cificity  curacy tivity  cificity curacy tivity cificity  curacy tivity cificity
SEQ ID NO: %) (%) (%) %) (%) (%) SEQ ID NO: ) (D) (%) ) ) (%)
42 574 486  59.3 59.2 52.9 60.5 139 43.7 62.9 39.5 40.8 647 358
1.42 954 943 957 93.9 94.1 93.8 45 1.139 94.4 91.4 95.1 92.9 941 926
1.3 42 97.5 943 981 95.9 94.1 96.3 1.139_141 96.4 97.1 96.3 94.9 941 951
42_63_607_611 904 88.6  90.7 90.8 100 88.9 37_63_139_584 92.4 91.4 92.6 90.8 941 901
42_63_609_611  90.8 88.6 91.3 91.8 100 90.1 63_139_173_178 85.3 91.4 84 89.8 94.1 889
42_63_173.599 893 914 889 90.8 100 88.9 16_63_139_601 92.4 97.1 91.4 91.8 941 914
12_16_42_609 969 100 96.3 94.9 100 93.8 37_63_139_600 89.8 91.4 89.5 88.8 941 877
42_63_91_609 88.3 914 87.6 90.8 100 88.9 50 16.139_178 586 914 100 89.5 929 100 914
TABLE 8-6 TABLE 8-10
Training cohort Validation cohort 55 Training cohort Validation cohort
Ac- Sensi- Spe- Ac- Sensi-  Spe- Ac- Senmsi-  Spe- Ac- Sensi-  Spe-
curacy tivity cificity  curacy  tivity  cificity curacy tivity cificity  curacy tivity cificity
SEQ ID NO: %) (%) (%) %) (%) % SEQ ID NO: %) (%) (%) %) (%) (%)
63 72.6 88.6 €9.1 73.5 8R.2 70.4 60 173 43.7 51.4 42 55.1 58.8 543
1.63 949 914 957 92.9 94.1 92.6 1.173 94.9 94.3 95.1 91.8 94.1 914
1.42 63 959 943 963 95.9 94.1 96.3 1.15.173 97 97.1 96.9 91.8 94.1 914
10_42_63_599 929 971 92 91.8 100 90.1 63_139_173_599 84.8 88.6 84 89.8 94.1 88.9
42 633599 609  88.8 914 88.2 91.8 100 90.1 63_119_173_581 90.3 91.4 90.1 89.8 94.1 88.9
42 63 583 609 944 914 95 89.8 100 87.7 63_173_582_599 8%.3 91.4 87.7 84.5 8%.2 83.8
37_42_63_611 939 914 944 94.9 100 93.8 63_136_173_599 924 943 92 95.9 94.1 96.3
12_63_70_599 909 100 88.9 89.8 94.1 88.9 65 29 63_173_178 87.8 91.4 g7 8%.8 8%.2 88.9
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TABLE 8-11

138
TABLE 8-13-continued

Training cohort Validation cohort

Training cohort

Validation cohort

Ac- Senmsi-  Spe- Ac- Sensi-  Spe- Ac- Senmsi-  Spe- Ac- Sensi- Spe-
curacy tivity cificity  curacy tivity cificity O curacy tivity cificity  curacy tivity cificity
SEQ ID NO: (%) (%) (%) %) (%) (%) SEQ ID NO: (%) (%) (%) %) (%) (%)
178 68 68.6  67.9 724 824 704 12_16_599_609 964 100 95.7 88.8 100 864
1178 944 914 951 918 941 914 16_126 599 609 872 971 851 8.7 882 840
115178 964 971 963 949 941 951
16_139_178_601 934 100 92 9.8 100 89 1o
16_37_139_178 934 943 932 918 941 914
1.12.16_178 964 100 95.7 939 100 926 TABILE 8-14
1.63.173_178 949 943 951 918 941 914
16_139_178_597 939 100 92.6 8.8 100 877 Trainine cohort Validation cohort
15 Ac-  Sensi- Spe- Ac-  Sensi-  Spe-
curacy tivity cificity  curacy tivity cificity
TABLE 8-12 SEQ ID NO: (%) (%) (%) o) (%) (%)
Training cohort Validation cohort 611 35.8 54.3 56.2 62.2 88 63
1611 94.9 94.3 95.1 91.8 9.1 914
: : 10_15_611 98 100 97.5 90.8 100 88.9
Ac- Semsi-  Spe- Ac- Sensi-  Spe- 20 |-
o e e oooTam e 12_16_37_611 94 100 957 908 100 889
curacy tivity cificity  curacy tivity cificity
SEQ ID NO: oy o (%) o 6 ) 1.63_139_611 044 886 957 018 882 926
. 63_158_173_611 87.8 88.6 87.7 83.7 88.2  82.7
500 614 743 585 653 24 617 16 37130 611 939 970 932 908 100 889
1.599 944 914 951 918 941 914 1637 595 611 oLy 971 907 84.7 824 852
3.112_599 975 971 973 929 941 926 s
12_37 63599 919 971 907 88.8 941 877 . . .
47 58 63 590 09 943 901 378 041 %64 As shown in these Examples, the kit, device and the
1.12 16599 964 100 95.7 949 100 938 method of the present invention can detect prostate cancer
63_119_173.599 872 886 87 8.6 82 79 more sensitively than the existing tumor markers and there-
1618 139599 949 971 944 925 941 926 fore permit early decision to carry out the surgical resection
30 of the cancer site. As a result, improvement in 5-year
survival rate and reduction in the rate of recurrence can be
achieved.
TABLE 8-13
Training cohort Validation cohort INDUSTRIAL APPLICABILITY
‘ . 35 . . .
Ac- Senmsi-  Spe- Ac- Sensi-  Spe- According to the present invention, prostate cancer can be
SEO I NO c‘ég/a?'y “(‘g/lt)" °‘(ﬁo/°1)ty cig/asy tt”git)y CI(ﬁO?l)ty effectively detected by a simple and inexpensive method.
N 7 7 . . . . .

Q > . . . . i This permits early detection, diagnosis and treatment of
609 597 711 559 6.3 824 617 prostate cancer. The method of the present invention can
1,609 954 943 957 oL8 941 914 detect prostate cancer with limited invasiveness using the
110609 264 43 969 o8 94l 914 blood of a patient and therefore allows prostate cancer to be
42_63_585_609 89.8 914 804 91.8 100  90.1 patien ; p
4263 592 609 88.8 886 8838 8.8 100 877 detected COPVCPIthly and rapidly. o )
18_42_581_609 934 943 932 90.8 941 901 All publications, patents, and patent applications cited

herein are incorporated herein by reference in their entirety.

<160> NUMBER OF SEQ ID NOS:
<210> SEQ ID NO 1

<211> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 1

uuggaggcgu ggguuuu

<210> SEQ ID NO 2

<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 2

c€ggcggggac ggcgauuggu ¢

«210> SEQ ID NO 3

684

SEQUENCE LISTING

17

21
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140

-continued

<211> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 3

c¢cagaggugyg ggacugag

<210> SEQ ID NO 4

<21l> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 4

ggaggcgceag gcucggaaag gcg

<210> SEQ ID NO 5

<21l> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 5

agaggcuuug ugcggauacy ggg
<210> SEQ ID NO 6

<21l> LENGTH: 24

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 6

ugggegaggyg gugggceucuc agag

<210> SEQ ID NO 7

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 7

cuccugggge ccgcacucuc ge
<210> SEQ ID NO 8

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 8

acuggguagg uggggcucca gg

<210> SEQ ID NO 9

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 9

uggggagegyg ccceccgggug g9

«210> SEQ ID NO 10

«211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 10

agacacauuu ggagagggac cc

18

23

23

24

22

22

22

22
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142

-continued

<210> SEQ ID NO 11

<211>» LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 11

gugggugcug gugggagccyg ug

<210> SEQ ID NO 12

<211>» LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 12
ugagugggge ucccgggacy geg
<210> SEQ ID NO 13

<21l> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 13
ucaauaggaa agagguggga ccu
<210> SEQ ID NO 14

<21l> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 14
ugagcaccac acaggceggg cge
<210> SEQ ID NO 15

<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 15

ucgaggacug guggaagggce cuu

<210> SEQ ID NO 16

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 16

ggguggggau uuguugcauu ac

<210> SEQ ID NO 17

<211> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 17
cceecgecace geceuugg

«210> SEQ ID NO 18

<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 18

ggcuccuugyg ucuaggggua

22

23

23

23

23

22

17

20
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-continued

<210> SEQ ID NO 19

<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 19

gcggaaggcg gagcggcgga

<210> SEQ ID NO 20

<211>» LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 20
ugguggagga agagggcagce uc
<210> SEQ ID NO 21

<21l> LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 21

agcagggeug gggauugcea
<210> SEQ ID NO 22

<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 22

uggeggeggu aguuauggge uu

<210> SEQ ID NO 23

<211l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 23

ucgggecugg gguuggggga ge

<210> SEQ ID NO 24

<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 24

uaggaugggg gugagaggug

<210> SEQ ID NO 25

<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 25
accacugcac uccagccuga g
<210> SEQ ID NO 26
<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 26

ageggugeue cugegggeeg a

20

22

19

22

22

20

21

21
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-continued

<210>» SEQ ID NO 27

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 27
ggaggggucc cgcacuggga g9
<210> SEQ ID NO 28

<21l> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 28

aagggacagg gagggucgug g

<210> SEQ ID NO 29

<21l> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 29
€gggagcugg ggucugcagg u
<210> SEQ ID NO 30

<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 30
gggggecegau acacuguacyg aga
<210> SEQ ID NO 31

<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 31

€ggggugggu gaggucgggce

<210> SEQ ID NO 32

<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 32
ucaccuggeu ggcccgecca g
<210> SEQ ID NO 33
<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 33
agaagaaggc ggucggucug cgg
<210> SEQ ID NO 34

<211> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 34

22

21

21

23

20

21

23
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148

cggugagege ucgcugge

<210> SEQ ID NO 35

<211>» LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 35
uggggggaca gauggagagg aca
<210> SEQ ID NO 36

<21l> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 36

guuggggugce aggggucugce u

<210> SEQ ID NO 37

<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 37
gggaccaucce ugecugeugu gg
<210> SEQ ID NO 38

<21l> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 38

uggggaaggce uuggcaggga aga

<210> SEQ ID NO 39

<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 39

geceeggege gggceggguuc ugg

<210> SEQ ID NO 40

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 40
ucaaaaucag gagucggggc uu
<210> SEQ ID NO 41

<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 41

ggauccgagu cacggcacca

<210> SEQ ID NO 42

<21l> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

«<400> SEQUENCE: 42

18

23

21

22

23

23

22

20
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ggggggaugu gcaugcuggu u

<210>» SEQ ID NO 43

<211> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 43
auccuaguca cggcacca
<210> SEQ ID NO 44

<211>» LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 44
ugcggggeua gggcuaacag ca
<210> SEQ ID NO 45

<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 45

ggcuggagcg agugcagugg ug

<210> SEQ ID NO 46

<21l> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 46

ugugggacug caaaugggag

<210> SEQ ID NO 47

<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 47

uggggcgggyg caggucccug ¢

<210> SEQ ID NO 48

<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 48

cgggcuguce ggaggggucg gcu

<210> SEQ ID NO 49

<21l> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

«<400> SEQUENCE: 49

cuggeagggyg gagaggua

<210> SEQ ID NO 50

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

21

18

22

22

20

21

23

18
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-continued

<400> SEQUENCE: 50

ccccuggggce ugggcaggcyg gda

<210>» SEQ ID NO 51

<211>» LENGTH: 24

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 51
ccccgggaac gucgagacug gage
<210>» SEQ ID NO 52

<21l> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 52
uucccageca acgcacca

<210> SEQ ID NO 53

<21l> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 53
cuccgggacy gceuggge

<210> SEQ ID NO 54

<211l> LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 54

ggggagcegag gggcgggge

<210> SEQ ID NO 55

<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 55
€gggccggag gucaagggeg u
<210> SEQ ID NO 56
<211> LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 56

ugggggagau ggggguuga

<210> SEQ ID NO 57

<211>» LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

«<400> SEQUENCE: 57

ugggegaggyg cggcugageg ge

<210> SEQ ID NO 58

<211> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

22

24

18

17

19

21

19

22
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<400> SEQUENCE: 58

cccagcagga cgggageg

<210> SEQ ID NO 59

<211>» LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 59
cguggaggac gaggaggagg <
<210> SEQ ID NO 60
<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 60

uggggaggug uggagucagce au

<210> SEQ ID NO 61

<21l> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 61

cugggcucgy gacgegegge u

<210> SEQ ID NO 62

<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 62

gcucggacug agcagguggg

<210> SEQ ID NO 63

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 63
agcecegecce agecgagguu cu
<210> SEQ ID NO 64

<211> LENGTH: 25

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 64
aggggggeac ugegcaagea aagec
<210> SEQ ID NO 65

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 65

ugcagggguc gggugggcca gg

<210> SEQ ID NO 66
«<211> LENGTH: 17
«212> TYPE: RNA

18

21

22

21

20

22

25

22
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<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 66

gggagaaggyg ucggggc

<210> SEQ ID NO 67

<211>» LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 67

uagggauggyg aggccaggau ga
<210> SEQ ID NO 68

<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 68

gcccaggacu uugugcegggy ug

<210> SEQ ID NO 69

<21l> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 69
auccaguucu cugagggggc u
<210> SEQ ID NO 70

<21l> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 70

aggguggggce uggagguggg gcu

<210> SEQ ID NO 71

<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 71

guaggugaca gucaggggcg g

<210> SEQ ID NO 72

<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 72
cucggggceag gceggceuggga gcg
<210> SEQ ID NO 73

<211> LENGTH: 18

«212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 73

gugaaggcecc ggcggaga

«<210> SEQ ID NO 74
«211> LENGTH: 21

17

22

22

21

23

21

23

18
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-continued

<212> TYPE: RNA
<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 74
cccaugocue cugecgeggu ¢
<210> SEQ ID NO 75
<211>» LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 75

cagggcugge agugacaugg gu

<210> SEQ ID NO 76

<21l> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 76
€gggeguggu gguggggy

<210> SEQ ID NO 77

<21l> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 77
ceggecgeeg gouccgecee g
<210> SEQ ID NO 78

<211l> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 78

ugaggauaug gcagggaagg gga

<210> SEQ ID NO 79

<211> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 79

ggauggagga ggggucu

<210> SEQ ID NO 80

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 80

ggggcuguga uugaccagea gg

<210> SEQ ID NO 81

«211> LENGTH: 21

«212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 81

guguggccgyg caggcggygug g

«210> SEQ ID NO 82

21

22

18

21

23

17

22

21
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-continued

<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 82
g9ggaggugu gcagggeugy

<210>» SEQ ID NO 83

<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 83

caggaggcag ugggcgagca g9

<210> SEQ ID NO 84

<21l> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 84
ggggegegge cggaucy

<210> SEQ ID NO 85

<21l> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 85

c¢cggggeaga uugguguagy gug
<210> SEQ ID NO 86

<211> LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 86

uggggeggag cuuccggag

<210> SEQ ID NO 87

<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 87
€99999cggg gccgaagege g
<210> SEQ ID NO 88
<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 88

gugaguggga gccgguggyyg cug

«210> SEQ ID NO 89

«211> LENGTH: 24

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 89

ugaggggcecu cagaccgage uuuu

20

22

17

23

19

21

23

24
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-continued

<210> SEQ ID NO 90

<211>» LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 90
accccacuce ugguace

<210> SEQ ID NO 91

<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 91
gecggggeuu ugggugagygy

<210> SEQ ID NO 92

<21l> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 92
cacacaggaa aagcggggee cug
<210> SEQ ID NO 93

<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 93
ugggagggeg uggaugaugg ug
<210> SEQ ID NO 94

<211> LENGTH: 25

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 94
agceggggagg aagugggege ugcuu
<210> SEQ ID NO 95

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 95

gggacccagy gagagacgua ag

<210> SEQ ID NO 96

<211> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 96
aucccaccuc ugccacca

«210> SEQ ID NO 97

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 97

c¢cgggagaag gagguggccu gg

17

20
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25
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-continued

<210> SEQ ID NO 98

<211>» LENGTH: 24

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 98

ggaggccggy guggggceggy gcegg

<210> SEQ ID NO 99

<211>» LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 99
gugeguggug geucgaggey 999
<210> SEQ ID NO 100

<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 100

acuggggage agaaggagaa cc
<210> SEQ ID NO 101

<21l> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 101
ggaugguugg gggeggucgg cgu
<210> SEQ ID NO 102

<211l> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 102
agggecagag gagecuggag ugg
<210> SEQ ID NO 103

<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 103

gggaaaagga agggggagga

<210> SEQ ID NO 104

<211> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 104

cceeggggag cceggeg

<210> SEQ ID NO 105

<211> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 105

gcugggcegag gcuggca

24
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23
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166

-continued

<210> SEQ ID NO 106

<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 106
ugggagggga gaggcagcaa gca
<210> SEQ ID NO 107

<21l> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 107

gcggggcugy gegcgeyg

<210> SEQ ID NO 108

<21l> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 108
cggggoecgua gcacugucug aga
<210> SEQ ID NO 109

<211l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 109
agacugacgg cuggaggcec au
<210> SEQ ID NO 110

<211> LENGTH: 24

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 110

uggggggaca ggaugagagg cugu

<210> SEQ ID NO 111

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 111

uugaggagac augguggggg cc

<210> SEQ ID NO 112

<211> LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 112

cuggggagug gcuggggay

<210> SEQ ID NO 113

<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 113

23
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23

22

24

22

19



167

US 10,619,213 B2

-continued

168

ggcggcggyyg agguaggcag

<210> SEQ ID NO 114

<211> LENGTH: 25

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 114
gugaggcgygyg gcecaggaggg ugugu
<210> SEQ ID NO 115

<21l> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 115

gaggcugaag gaagaugyg

<210> SEQ ID NO 116

<21l> LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 116
uugaucucgyg aagcuaage

<210> SEQ ID NO 117

<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 117

ggaggaaccu uggagcuucg gc

<210> SEQ ID NO 118

<211> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 118

guggggceag gcggugyg

<210> SEQ ID NO 119

<211> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 119

ggggeuggge gegcegece

<210> SEQ ID NO 120

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 120

gaggguuggg uggaggcucu cc

<210> SEQ ID NO 121

<21l> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

«<400> SEQUENCE: 121

20

25
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19
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-continued

170

agguggguau ggaggageec u

<210>» SEQ ID NO 122

<211>» LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 122

ucggggaguc ugggguccgg aau

<210> SEQ ID NO 123

<211>» LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 123
gagggcagcg uggguguggc gga
<210> SEQ ID NO 124

<21l> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 124

aggcugggeu gggacgga

<210> SEQ ID NO 125

<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 125
cagaagggga guugggagca ga
<210> SEQ ID NO 126
<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 126

agecgegggg aucgcecgagg g

<210> SEQ ID NO 127

<211> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 127

gcecggacaag agggagg

<210> SEQ ID NO 128

<21l> LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

«<400> SEQUENCE: 128

gagggegggu ggaggagga

<210> SEQ ID NO 129

<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
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172

-continued

<400> SEQUENCE: 129

couccougee cgecucucuyg cag

<210>» SEQ ID NO 130

<211>» LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 130

uuggggugga gggccaagga gc

<210>» SEQ ID NO 131

<21l> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 131
cgegecggge ccggguu
<210> SEQ ID NO 132
<21l> LENGTH: 20
<212> TYPE: RNA
<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 132
ceugageceg ggecgegeag
<210> SEQ ID NO 133
<211l> LENGTH: 23
<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 133

€gagggguag aagagcacag ggg

<210> SEQ ID NO 134

<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 134
ugggeugagg gcaggaggece ugu
<210> SEQ ID NO 135

<211> LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 135

ugcggcagag cugggguca

<210> SEQ ID NO 136

<211>» LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

«<400> SEQUENCE: 136

ggggguccee ggugcucgga uc

<210> SEQ ID NO 137

<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

23
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-continued

174

<400> SEQUENCE: 137
cggggcagcu caguacagga u
<210>» SEQ ID NO 138
<211>» LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 138
ugagccceug ugecgcecee ag
<210> SEQ ID NO 139
<21l> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 139

cggcucuggyg ucugugggga

<210> SEQ ID NO 140

<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 140
ggcuacaaca caggacccgg go
<210> SEQ ID NO 141
<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 141
cceggageca ggaugeageu ¢
<210> SEQ ID NO 142
<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 142

ugggggugug gggagagaga g

<210> SEQ ID NO 143

<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 143
acucaaacug ugggggcacu

<210> SEQ ID NO 144

<211> LENGTH: 24

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 144

uggggageug aggcucuggg ggug

<210> SEQ ID NO 145
«<211> LENGTH: 19
«212> TYPE: RNA

21
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-continued

176

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 145

gagccaguug gacaggagce

<210> SEQ ID NO 146

<211>» LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 146
agggacggga cgcggugcag ug
<210> SEQ ID NO 147
<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 147

gugaacggge gccauccecga gg

<210> SEQ ID NO 148

<21l> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 148
ggggagcugu ggaagcagua
<210> SEQ ID NO 149
<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 149
accuugecuu gcugeceggyg cc
<210> SEQ ID NO 150
<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 150

gugucuggge ggacageuge
<210> SEQ ID NO 151

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 151
gguggecegg cegugcecuga gg
<210> SEQ ID NO 152

<211> LENGTH: 22

«212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 152

guggguacgyg cccagugyggy g9

«<210> SEQ ID NO 153
«211> LENGTH: 24
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-continued

<212> TYPE: RNA
<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 153

aggcagggge uggugceuggyg cggg
<210> SEQ ID NO 154

<211>» LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 154
ggcgggugey ggggugy

<210> SEQ ID NO 155

<21l> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 155

agggggegygy cuccggey

<210> SEQ ID NO 156

<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 156

acaggugagg uucuugggayg cc

<210> SEQ ID NO 157

<211l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 157

cucggcgcgg ggcgcgggceu cc

<210> SEQ ID NO 158

<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 158
gugggegggg geaggugugu g
<210> SEQ ID NO 159

<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 159

c¢cagggggau gggegageuu ggg

<210> SEQ ID NO 160

«211> LENGTH: 20

«212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 160

€gggcguggu ggugggggug

«210> SEQ ID NO 161
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180

-continued

<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 161
uagggggugyg caggeuggec

<210>» SEQ ID NO 162

<21l> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 162

ccccagygygcy acgcggcegygyg

<210> SEQ ID NO 163

<21l> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 163
caggagugygyg gggugggacg u
<210> SEQ ID NO 164

<21l> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 164

uggcagggag gceugggagyg g

<210> SEQ ID NO 165

<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 165

acaggagugg gggugggaca u

<210> SEQ ID NO 166

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 166
cagggcaggg aaggugggag ag
<210> SEQ ID NO 167
<211> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 167

ggugggcuuc ccggaggy

«210> SEQ ID NO 168

«211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 168

cugggagagg guuguuuacu cc

20

20

21

21

21

22

18

22



181

US 10,619,213 B2
182

-continued

<210> SEQ ID NO 169

<211>» LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 169
acucggcuge gguggacaag u
<210> SEQ ID NO 170
<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 170
agagaugaag <g999999cy
<210> SEQ ID NO 171
<21l> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 171

ucagggaguc aggggagyyc

<210> SEQ ID NO 172

<21l> LENGTH: 25

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 172

uagggguggg ggaauucagg ggugu

<210> SEQ ID NO 173

<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 173
accaggagge ugaggccccu

<210> SEQ ID NO 174

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 174
uccuguacug ageugceceg ag
<210> SEQ ID NO 175

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 175

caccggggau ggcagagggu cg

«210> SEQ ID NO 176

<211> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 176

gugggggaga ggcuguc
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-continued

184

<210>» SEQ ID NO 177

<211>» LENGTH: 24

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 177

uguaggcaug aggcagggcce cagg

<210>» SEQ ID NO 178

<211>» LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 178
gaacgccugu ucuugccagy ugy
<210> SEQ ID NO 179

<21l> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 179

acaggcggeu guagecaaugg ggg
<210> SEQ ID NO 180

<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 180

g9g99ggugug gagccagggg ge

<210> SEQ ID NO 181

<211l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 181

cucgggaggg caugggccag gc

<210> SEQ ID NO 182

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 182

uggggauuug gagaaguggu ga

<210> SEQ ID NO 183

<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 183

gcagggacag caaaggggug ¢

<210> SEQ ID NO 184

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 184

aggceggggeg ccgegggace go
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185

-continued

186

<210>» SEQ ID NO 185

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 185
uggggguggu cucuagecaa gg
<210> SEQ ID NO 186

<21l> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 186
ucuguggagu ggggugecug u
<210> SEQ ID NO 187

<21l> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 187

cugggagggg cuggguuugg <

<210> SEQ ID NO 188

<211l> LENGTH: 53

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 188

gguggggguu ggaggcegugg guuuuagaac cuaucccuuu cuageocuga gca
<210> SEQ ID NO 189

<211> LENGTH: 80

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 189

cgggaaugee geggegggga cggegauugg uccguaugug uggugecace ggecgeegge
uccgeeeegg ceecegecea

<210> SEQ ID NO 190

<211> LENGTH: 86

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 190

ggcuuagaaa caguccceuag guaggauuug gggaggagcu aagaagceccec uacagggcecce

agaggugggg acugagccuu aguugg
<210>» SEQ ID NO 191

<211> LENGTH: 73

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 191

ggcgagggga ggcgeaggeu cggaaaggcg cgcgaggcouc caggcuccuu cccgauccac

cgcucuccuc gcu

«210> SEQ ID NO 192
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187

-continued

188

<211> LENGTH: 85

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 192

ggcgeouccu goucugeugu gecgecaggg ccuccecuag cgegecuucu ggagaggouu

ugugcggaua cggggcugga ggcau

<210>» SEQ ID NO 193

<211> LENGTH: 64

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 193

ucugggcegayg gggugggcuc ucagaggggce uggcaguacu goucugaggce cugcecucuce
ccag

<210> SEQ ID NO 194

<21l> LENGTH: 84

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 194

gouggegucy gugcugggga geggececeeg ggugggocuc ugeucuggec ccuccuggygy
ceegeacucu cgeucuggge ccge

<210> SEQ ID NO 195

<211l> LENGTH: 64

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 195

gaggcacugy guaggugggg cuccagggcu ccugacaccu ggaccucuce uccccaggece
caca

<210> SEQ ID NO 196

<211> LENGTH: 77

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 196

gaguugggag guucccucuc caaauguguc uugaucccece accccaagac acauuuggag
agggacccue ccaacuc

<210> SEQ ID NO 197

<211> LENGTH: 63

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 197

aauggguggy ugcugguggyg ageogugece uggccacuca uucggoucuc ucccucacce
uag

<210> SEQ ID NO 198

<211> LENGTH: 62

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 198

gugagugggyg cuccegggac ggoegeccgec cuggeccugg coeggegacg ucucacgguc
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-continued

190

cc

<210>» SEQ ID NO 199

<211> LENGTH: 98

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 199

cuuggucaau aggaaagagg ugggaccucc uggcuuuuce ucugceagcau ggceucggace
uagugcaaug uuuaageuce ccucucuuuc cuguucag

<210> SEQ ID NO 200

<21l> LENGTH: 97

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 200

ccegggaccu ugguccagge gouggucuge guggugeucyg gguggauaayg ucugaucuga
gcaccacaca ggccgggege cgggaccaag ggggeuc

<210> SEQ ID NO 201

<21l> LENGTH: 63

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 201

gagucgagga cugguggaag ggcouuucce cucagaccaa ggeccuggee ccagouucuu
cuc

<210> SEQ ID NO 202

<211> LENGTH: 75

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 202

ucaucccugyg guggggauuu guugcauuac uuguguucua uauaaaguau ugcacuuguc

ceggecugug gaaga
<210> SEQ ID NO 203

<211> LENGTH: 91

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 203

acgccoceeeg coecgecace gecuuggagg cugaccucuu acuuucggue ggucuucuuc

ccugggcuug guuuggggyce gggggagugu <

<210> SEQ ID NO 204

<21l> LENGTH: 86

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

«<400> SEQUENCE: 204

aggagugace aaaagacaag agugegagece uucuauuaug ccecagacagg gecaccagag
ggcuccuugg ucuaggggua augcca

<210> SEQ ID NO 205

<211> LENGTH: 96
«212> TYPE: RNA
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192

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 205

gocucugggge gugccegecge cgucgcugec accuccccua ccgcuagugyg aagaagaugg
cggaaggegy ageggeggau cuggacacce agceggu

<210> SEQ ID NO 206

<21l> LENGTH: 62

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 206

gagggugguyg gaggaagagg gcagcouccca ugacugecug accgccuucu cuccuccece
ag

<210> SEQ ID NO 207

<21l> LENGTH: 109

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 207

ugcuauugue uuvacugeuac agcagggeug gggauugcag uauccgeugu ugcugougeu
ccecaguccuyg coecugeuge uaccuaguce agcecucaccyg caucccaga

<210> SEQ ID NO 208

<21l> LENGTH: 63

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 208

ugguggegge gguaguuaug ggcouucucuu ucucaccage ageceeuggg cegecgecue
ceu

<210> SEQ ID NO 209

<211> LENGTH: 69

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 209

ggeccucggyg ccugggguug ggggageucu guccugucue acucauugeu ccuccaecuge
cuggeccag

<210> SEQ ID NO 210

<211> LENGTH: 84

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 210

auggucccuc ccaauccage cauuccucag accaggugge uccegageca ccccaggeug
uaggaugggg gugagaggug cuag

«210> SEQ ID NO 211

«211> LENGTH: 100

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 211

gaggugggag gauugcuuga gucagggugg uugaggcuge aguaaguugu gaucauacca

cugcacucca gocugaguga cagagcaaga ccuugucuca
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194

<210>» SEQ ID NO 212

<211> LENGTH: 71

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 212
gugucuguge cggucceagdg agaaccugca gaggcaucgg gucagceggug cuccugeggg
ccgacacuca ¢

<210> SEQ ID NO 213

<211> LENGTH: 80

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 213

cgugugagece cgeccuguge ccggoccacu ucugceuuccu cuuagegcay gagggguccce

gecacugggayg gggcccucac

<210> SEQ ID NO 214

<21l> LENGTH: 99

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 214

gcaagggaca gggagggucg uggcgacacu cgcgccagou cocgggacgg cugggoucgg
gougguegee gaccuccgac ccuccacuag augecugge

<210> SEQ ID NO 215

<211l> LENGTH: 61

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 215

gggggeggga geuggggucu gcagguucge acugaugecu geucgeecug ucuccegaua
g

<210> SEQ ID NO 216

<211> LENGTH: 84

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 216

ugugcagugg gaagggggygc cgauacacug uacgagagug aguagcaggu cucacaguga
accggucucu uucccuacug uguc

<210> SEQ ID NO 217

<211> LENGTH: 73

<212> TYPE: RNA
<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 217

cggegacgge gggguggguyg aggucgggec ccaagacucg ggguuugeceyg ggegecucag
uucacegegy ¢y

<210> SEQ ID NO 218

<211> LENGTH: 87

<212> TYPE: RNA
<213> ORGANISM: Homo sapiens
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196

<400> SEQUENCE: 218

gugaggceggg gcecaggaggg uguguggegu gggugceugeg gggecgucag ggugecugeg
ggacgcoucac cuggcuggee cgcccag

<210>» SEQ ID NO 219

<211> LENGTH: 68

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 219

gaauggaaga agaaggeggu cggucugegyg gagocaggec gcagagecau ccgecuucug
uccauguc

<210> SEQ ID NO 220

<21l> LENGTH: 74

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 220

gcagcoeggu gagcegoucge uggocuggca gugcgucgga agaacagggce ggguggggece
gegcacaucu cuge

<210> SEQ ID NO 221

<21l> LENGTH: 65

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 221

gagaaugggy ggacagaugg agaggacaca ggcuggcacu gagguccecceu ccacuuuccu
ceuayg

<210> SEQ ID NO 222

<211> LENGTH: 137

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 222

agccagacaa gagggucaug gggagucacu gucaacccag agcaggcacu gecceugega
cecagecuggy geaucgguuyg gggugeaggg gucugcouggu gaugeuuuce aucucuuuge
uuyuguccuga uuguage

<210> SEQ ID NO 223

<211> LENGTH: 83

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 223

acggcaucuu ugcacucage aggcaggeug gugcageceg ugguggggga ccauccugec
ugcugugggg uaaggacggc ugu

«210> SEQ ID NO 224

«211> LENGTH: 79

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 224

cagccugggg aaggcuugge agggaagaca caugagcagu gocuccacuu cacgccucuc

ccuugucuce uuucccuag
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<210>» SEQ ID NO 225

<211> LENGTH: 80

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 225

gguuccggayg ccccggegeg ggoggguucu gggguguaga cgeugeugge cagecogece
cagccgaggu ucucggeacce

<210> SEQ ID NO 226

<211> LENGTH: 81

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 226

uagaggcagu uucaacagau guguagacuu uugauaugag aaauugguuu caaaaucagg
agucggggcu uuacugcuuu u

<210> SEQ ID NO 227

<21l> LENGTH: 55

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 227

ccggauccga gucacggcac caaauuucau gegugucogu gugaagagac cacca
<210> SEQ ID NO 228

<211> LENGTH: 75

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 228

gucagagggy ggaugugcau gcugguuggg gugggcugece uguggaccaa ucagcegugcea

cuuccccacce cugaa

<210> SEQ ID NO 229

<211> LENGTH: 68

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 229
gugcaaagag caggaggaca ggggauuuau cucccaaggg agguccecug auccuaguca
cggcacca

<210> SEQ ID NO 230

<211> LENGTH: 98

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 230

uugggcaagyg ugcggggcua gggouaacag cagucuuacu gaagguuucc uggaaaccac

gcacaugcug uugccacuaa ccucaaccuu acucgguc

<210> SEQ ID NO 231

<211> LENGTH: 68

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 231
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ugcccaggcu ggagegagug caguggugca gucaguccua gcucacugea gocucgaacu
ccugggcu

<210>» SEQ ID NO 232

<211>» LENGTH: 72

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 232

ugugggacug caaaugggag cucagcaccu gecugecace cacgcagace ageccaugeu
cuguucccac ag

<210> SEQ ID NO 233

<21l> LENGTH: 66

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 233

ccgagugggy cggggcaggu cocugcaggg acugugacac ugaaggaccu gcaccuucgce
ccacay

<210> SEQ ID NO 234

<21l> LENGTH: 90

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 234

cgggegggge ggguccggee gecuccgage ceggecggea gecceceggee uuaaagoegey

ggeugucegy aggggucgge uuucccaceg

<210> SEQ ID NO 235

<211l> LENGTH: 94

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 235

cacggugucce ccugguggaa ccuggcaggg ggagagguaa ggucuuucag ccucuccaaa

gecccauggue agguacucag gugggggage ccug

<210> SEQ ID NO 236

<211> LENGTH: 67

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 236

cecagacccecu ggggeuggge aggeggaaag aggucugaac ugecucuges uccuuggucu
ceggeay

<210> SEQ ID NO 237

<211> LENGTH: 136

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 237

cegeuugecu cgeccagege ageccaggec gougggegea cecguccegu ucgucecagyg

acguugcucu cuacccceggyg aacgucgaga cuggagegece cgaacugagce caccuucgcey

gaccccgaga geggeg
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202

<210> SEQ ID NO 238

<211> LENGTH: 49

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 238

uucccageca acgcaccaaa aaugauaugg gucuguuguc uggagaaac
<210> SEQ ID NO 239

<211> LENGTH: 89

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 239

accuccggga cggcugggey coggceggoecyg ggagauccge geuuccugaa ucccggcecgyg
cecegeocogge goccguecge cogeggguc

<210> SEQ ID NO 240

<21l> LENGTH: 60

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 240

cgeuggguce gegegeccug ggeegggega uguccegeuug ggggagegag gggeggggeg
<210> SEQ ID NO 241

<211l> LENGTH: 64

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 241

aaccercggge cggaggucaa gggogucgou ucucccuaau guugecucuu uuccacggec
ucag

<210> SEQ ID NO 242

<211> LENGTH: 60

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 242

caaggugggg gagauggggg uugaacuuca uuucucaugc ucauccccau cuccuuucag
<210> SEQ ID NO 243

<211> LENGTH: 65

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 243

gaggguggge gagggcggeu gagoggeuce auccccecgge cugcucauce cccucgeccu

cucag

<210> SEQ ID NO 244

<211> LENGTH: 56

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 244
cgaccgcacce cgeccgaage ugggucaagg agcccagcag gacgggageg cggcge
<210> SEQ ID NO 245

«<211> LENGTH: 103
«212> TYPE: RNA
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204

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 245

gugucggeug uggcgugacu gucccucugu guccccecacu aggceccacug cucaguggag
cguggaggac gaggaggagyg ccguccacga gcaaugccag cau

<210> SEQ ID NO 246

<21l> LENGTH: 66

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 246

gggcaugggy agguguggag ucagcauggg geuaggaggce ccegegceuga cocgocuucu

ccgeay

<210> SEQ ID NO 247

<21l> LENGTH: 87

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 247

ccecaggegece cgeuccegac ccacgecgeg cegecgggue ceuccuceee ggagaggouyg

ggcucgggac gegeggeuca geucggyg

<210> SEQ ID NO 248

<21l> LENGTH: 93

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 248

ggegeuuuug ugegegeceg ggucuguugg ugcucagagu guggucagge ggeucggacu
gageaggugg gugeggggeu cggaggagge gge

<210> SEQ ID NO 249

<211> LENGTH: 66

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 249

ccuggaggygg ggcacugege aagcaaagece agggaccecug agaggouuug cuuccugeuc
cccuag

<210> SEQ ID NO 250

<211> LENGTH: 78

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 250

ggccucagge aggegcacec gaccacauge auggcuggug geggegugea gggguegggu
gggecaggceu guggggcy

«210> SEQ ID NO 251

«211> LENGTH: 86

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 251

agggagaagg gucggggcag ggagggcagg gcaggcucug ggguggggyg ucugugaguc

agccacggcou cugcccacgu cuccac
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<210>» SEQ ID NO 252

<211> LENGTH: 69

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 252
gggcuuaggy augggaggce aggaugaaga uuaaucccua auccccaaca cuggoouuge
uvauccccag

<210> SEQ ID NO 253

<211>» LENGTH: 71

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 253

ugaccaccce cgggcaaaga ccugcagauc cccuguuaga gacgggecca ggacuuugug

cggggugece a

<210> SEQ ID NO 254

<21l> LENGTH: 115

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 254

gagcaaaaac cagagaacaa caugggagceg uuccuaacce cuaaggcaac uggaugggag
accugaccca UCcaguucuc ugagggggou cuuguguguu cuacaagguu guuca
<210> SEQ ID NO 255

<211l> LENGTH: 63

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 255

acccuagggu ggggeuggag guggggouga ggcugagucu uccuccceuu ccucecugec
cag

<210> SEQ ID NO 256

<211> LENGTH: 82

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 256

accuguaggu gacagucagg ggcggggugu gguggggeoug gggcuggece ccuccucaca

ccucuccugyg caucgcecee ag

<210> SEQ ID NO 257

<211> LENGTH: 65

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 257

gggugeuegyg ggcaggegge ugggagegge ccucacauug auggeuccug ccaccuccuc

cgcay

<210> SEQ ID NO 258

<211> LENGTH: 89

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
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<400> SEQUENCE: 258

agccuguggyg aaagagaaga gcagggcagg gugaaggooe ggcggagaca cucugeccac
cccacacccu gocuauggge cacacageu

<210>» SEQ ID NO 259

<211>» LENGTH: 62

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 259

gugggucucyg caucaggagyg caaggccagg acccgougac ccaugocuce ugecgogguc
ag

<210> SEQ ID NO 260

<21l> LENGTH: 67

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 260

cugguccauu ucccugecau ucccuuggeu ucaauuuacu cccagggcouy gcagugacau

gggucaa

<210>
<21l>
<212>
<213>

<400>

SEQ ID NO 261

LENGTH: 52

TYPE: RNA

ORGANISM: Homo sapiens

SEQUENCE: 261

uagccgggey ugguggugygyg ggccuguggu cccagcouacu uuggaggoug ag

<210> SEQ ID NO 262

<211l> LENGTH: 68

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 262
cguggugagg auauggeagg gaaggggagu uucccucuau ucccuuccee ccaguaaucu
ucaucaug

<210> SEQ ID NO 263

<211> LENGTH: 60

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 263

ugugaaugac ccccuuccag agccaaaauc accagggaug gaggaggggu cuuggguacu

<210>
<211>
<212>
<213>

SEQ ID NO 264

LENGTH: 77

TYPE: RNA

ORGANISM: Homo sapiens

<400> SEQUENCE: 264

caugagaaau ccugcugguc aaccauagec cuggucagac ucuccgggge ugugauugac
cagecaggacu ucucaug

<210> SEQ ID NO 265

<211> LENGTH: 87

<212> TYPE: RNA
<213> ORGANISM: Homo sapiens
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210

<400> SEQUENCE: 265

guguggcegyg caggcegggug ggcgggggcyg gocgguggga accccgecec geooecgegeo
cgcacucace cgeccgucuc cccacag

<210> SEQ ID NO 266

<211> LENGTH: 69

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 266

gaggagggga ggugugeagg gcugggguca cugacucuge uuccccugec cugcauggug
uccccacag

<210> SEQ ID NO 267

<21l> LENGTH: 74

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 267

ccugcaggay gcagugggey agcaggcggdyg geageccaau gcecaugggeo ugaucucace
gecugecouceu uccee

<210> SEQ ID NO 268

<211l> LENGTH: 84

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 268

gaggcuggge ggggegegge cggaucgguc gagagegucce uggcugauga cggucucccyg
ugeccacgee ccaaacgcag ucuc

<210> SEQ ID NO 269

<211> LENGTH: 85

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 269

ucugagguac ccggggeaga uugguguagg gugceaaagee ugecegeced cuaagacuuc
ugeccocaac uccagecugu cagga

<210> SEQ ID NO 270

<211> LENGTH: 153

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 270

gecuccgecee acgucgeaug cgeccceggga acgcegugggg cggagceuuce ggaggeccecg

cucugcugee gacccugugg ageggagggu gaagecuccg gaugecaguc ccucaucgeu
ggccuggucg cgcuguggcg aagggggcegy age

«210> SEQ ID NO 271

<211> LENGTH: 153

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 271

gcuccgecee acgucgeaug cgeccceggga acgcegugggy cggagceuuce ggaggoccecg
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212

coccugougee gacccugugyg ageggagggu gaageocuccg gaugecaguc ccucaucgceu
ggeccggucg cgeuguggceg aagggggceygy age

<210>» SEQ ID NO 272

<211> LENGTH: 102

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 272

gugggaggge ccaggegcgg geaggggugg ggguggcaga gcgceugucec gggggceggyy

ccgaagegeg gogaccguaa cuccuucuge uccgucccoce ag

<210> SEQ ID NO 273

<21l> LENGTH: 71

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 273

ggugaguggyg agecggugygyg gouggaguaa gggcacgeoe ggggeugeee caccugeuga

ccacccucee ¢

<210> SEQ ID NO 274

<21l> LENGTH: 75

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 274

aagcaagacu gaggggecuc agaccgageu uuuggaaaau agaaaagucu cgcoucucuge
ceeucagecu aacuu

<210> SEQ ID NO 275

<211> LENGTH: 93

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 275

uacuuaugge accecacuce ugguaccaua gucauaaguu aggagauguu agagcuguga
guaccaugac uuaagugugg uggouuaaac aug

<210> SEQ ID NO 276

<211> LENGTH: 67

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 276

uacaggcegyg ggeuuugggu gagggaccee cggagucugu cacggucuca ccccaacucu
gceccag

<210> SEQ ID NO 277

<211>» LENGTH: 72

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 277

ccaggcacac aggaaaageg gggeccuggg uucggcugeu accccaaagg ccacauucuc

cugugcacac ag

«210> SEQ ID NO 278
«211> LENGTH: 81
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214

<212> TYPE: RNA
<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 278

cucccuggga gggeguggau gaugguggga gaggageooe acuguggaayg ucugacccce
acaucgcece accuucccea g

<210> SEQ ID NO 279

<211>» LENGTH: 82

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 279

gcuacggggda gceggggagda agugggcgcu geuucugogu uaucuggaag gagcagecca
cuccuguccu gggceucuguyg gu

<210> SEQ ID NO 280

<21l> LENGTH: 76

<212> TYPE: RNA

<213> ORGANISM: Homo saplens

<400> SEQUENCE: 280

acugacuuug agucucuccu cagggugcug caggcaaage uggggaccca gggagagacyg
uaagugaggy gagaug

<210> SEQ ID NO 281

<21l> LENGTH: 73

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 281

accuuuccag cucaucccac cucugocace aaaacacuca ucgegggguc agagggagug
ccaaaaaagyg uaa

<210> SEQ ID NO 282

<211> LENGTH: 63

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 282

cuugeceggy agaaggaggu ggecuggaga gougcougucu ccagecgecy cougucucca
cag

<210> SEQ ID NO 283

<211> LENGTH: 64

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 283
ceeegggece ggeguueeeu ceccuucegu gegecagugg aggceeggggu ggggeggggce

9999

«210>
<211>
<212>
<213>

<400>

SEQ ID NO 284

LENGTH: 64

TYPE: RNA

ORGANISM: Homo sapiens

SEQUENCE: 284

ceceegggece ggeguucccou ccccuucegu gegecagugg aggceeggggu ggggegggge
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216

9999

<210> SEQ ID NO 285

<211>» LENGTH: 74

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 285

gugcegugguyg gceucgaggcy gggguggggyg ccoucgceccuyg cuugggeccu cocugaccuc

uccgeuccge acag

<210> SEQ ID NO 286

<21l> LENGTH: 66

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 286

ugacugggga gcagaaggag aacccaagaa aagcugacuu ggaggucccou ccuucuguce

ccacay

<210> SEQ ID NO 287

<21l> LENGTH: 86

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 287

cgecugageg ugcagcagga caucuuccug accugguaau aauuagguga gaaggauggu

ugggggcggu cggcguaacu caggga

<210> SEQ ID NO 288

<211> LENGTH: 58

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 288

agggccagag gagccuggag uggucggguc gacugaacce agguucccuc uggccgca
<210> SEQ ID NO 289

<211> LENGTH: 85

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 289

ggggagguayg ggaaaaggaa gggggaggag aaggugagac caauguccug ggugccacuc

cugcccagug ccucccuuce ucguu

<210> SEQ ID NO 290

<211> LENGTH: 51

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 290

acagacceeg gggagceccgg cggugaageu ccugguauce ugggugucug a
<210> SEQ ID NO 291

<211> LENGTH: 63

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 291

gcaugcouggyg cgaggougge aucuageaca ggegguagau gouugceucuu gocauugcaa
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218

uga

<210> SEQ ID NO 292

<211> LENGTH: 67

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 292

gugggagggy agaggcagca agcacacagg gcecugggacu ageaugcuga ccuccouccu
gccccay

<210> SEQ ID NO 293

<21l> LENGTH: 70

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 293

aggacccage ggggcuggge gegeggagea gogouggguyg cagegecuge geeggeageu
gcaagggeey

<210> SEQ ID NO 294

<21l> LENGTH: 82

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 294

ugagcuguug gauucgggge cguagcacug ucugagaggu uuacauducu cacagugaac
cggucucuul uucageugeu uc

<210> SEQ ID NO 295

<211> LENGTH: 86

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 295

auucuagguyg gggagacuga cggeuggagg cccauaagcu gucuaaaacu ucggeecaca
gauuucuggu cuccccacuu cagaac

<210> SEQ ID NO 296

<211> LENGTH: 68

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 296

aggguugggy ggacaggaug agaggcuguc Uucauucccl cuugaccace ccucguuucu
ucecccay

<210> SEQ ID NO 297

<21l> LENGTH: 70

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 297

gguuucuceu ugaggagaca ugguggggge cggucaggea gaecaugaca uguguecuca

uggagaggcce

<210> SEQ ID NO 298
«<211> LENGTH: 65
«212> TYPE: RNA
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<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 298

uucuccuggy gaguggeudyg ggagcagaca gacccaaccu caugeuccee ggecucugec
cceag

<210>» SEQ ID NO 299

<21l> LENGTH: 80

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 299

gogucaagau ggcgygcggdy agguaggceag agcaggacgce cgeugeugec gecgecaccyg
ccgecuccge uccagucgec

<210> SEQ ID NO 300

<21l> LENGTH: 68

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 300

cucaggcuca guggugcaug cuuauaguce cagccacucu ggaggcugaa ggaagaugge
uugagecu

<210> SEQ ID NO 301

<21l> LENGTH: 61

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 301

ucucguuuga ucucggaage uaagcagggu ugggecuggu uaguacuugg augggaaacu
u

<210> SEQ ID NO 302

<211> LENGTH: 53

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 302

guuugaucuc ggaagcuaag cagggucggg ccugguuagu acuuggaugg gag

<210> SEQ ID NO 303

<211> LENGTH: 58

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 303

geugaageuc uaagguuccg ccugegggea ggaageggag gaaccuugga geuucgge
<210> SEQ ID NO 304

<211> LENGTH: 88

<212> TYPE: RNA
<213> ORGANISM: Homo sapiens

«<400> SEQUENCE: 304

guggggccag gcgguggugg gcacugcugg ggugggcaca gcagccaugc agagcgggca

uuugacccecg ugcecacccuu uuccccayg

«210> SEQ ID NO 305
«211> LENGTH: 80
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<212> TYPE: RNA
<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 305

cugcagcgug cuucuccagg ccccgegege ggacagacac acggacaagu ccegecaggy
gecugggegeyg cgccagecgy

<210> SEQ ID NO 306

<211> LENGTH: 80

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 306

aggacccuuc cagagggece coccucaauc cuguugugece uaauucagayg gguugggugy
aggcucuccu gaagggcucu

<210> SEQ ID NO 307

<21l> LENGTH: 73

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 307

aggccaggug gguauggagg ageccucaua uggcaguugg cgagggecca gugagecocu
cucugcucuce cag

<210> SEQ ID NO 308

<21l> LENGTH: 59

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 308

cugugucggy gagucugggyg uccggaauuc uccagageocu cugugececu acuucecag
<210> SEQ ID NO 309

<211> LENGTH: 61

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 309

gagggcageg ugggugugge ggaggcagge gugaccguuu geegeocucu cgeugaucua

g

<210> SEQ ID NO 310

<211> LENGTH: 73

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 310
ggaggecuggg cugggacgga cacccggecu ccacuuucug uggcagguac cuccuccaug
ucggeeegee uug

<210> SEQ ID NO 311

«211> LENGTH: 84

«212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 311

ggecccouecl UCucagecce ageucccgcll caccecugee acgucaaagyg aggcagaagg

ggaguuggga gcagagaggg gacc
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<210>» SEQ ID NO 312

<211> LENGTH: 180

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 312

¢gcgacugeg gceggeggugyg uggggggage cgcggggauc gecgagggeco ggucggecge
ccegggugece gogeggugee gocggoggeyg gugaggecooe gegogugugu cceggeugey
gucggeegey cucgaggggu cccaguggeg uccocuuccee cgecggecge cuuucucgeg
<210>» SEQ ID NO 313

<21l> LENGTH: 67

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 313

gegoooucce ucucuceccyg gugugcaaau guguguguge gguguuauge cggacaagag
ggaggug

<210> SEQ ID NO 314

<21l> LENGTH: 61

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 314

ucaccogguy agggegggug gaggaggagg guccccacca ucagccuuca cugggacggg

a

<210> SEQ ID NO 315

<211> LENGTH: 59

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 315

cuccagggayg acagugugug aggccucuug ccauggecuc ceugecegee ucucugeag
<210> SEQ ID NO 316

<211> LENGTH: 61

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 316

gaggguuggyg guggagggec aaggageugyg guggggugee aagccucugu cceccacccea

g

<210> SEQ ID NO 317

<211> LENGTH: 84

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 317
cecgecageege cgegecggge ccggguugge cgcugaccee cgeggggece ccggeggacyg

gg9g9cggggge gggggcugee ccgg

<210> SEQ ID NO 318

<21l> LENGTH: 119

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

«<400> SEQUENCE: 318
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agccugegee ggagecgggg ccugageceg ggccgogeag gecgugaacu cgucgageug
cgcgugegge cggugcucaa ccugeogggu ccuggceeceg cgceuccegey cgeccugga

<210>» SEQ ID NO 319

<211> LENGTH: 64

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 319

gaaggcgagg gguagaagag cacagggguu cugauaaacc cuucugecug cauucuacuc
ccag

<210> SEQ ID NO 320

<21l> LENGTH: 75

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 320

aggcuggegu gggcugaggg caggaggecu guggecggue ccaggecuce ugeuuccugyg
geucaggeuc gguuu

<210> SEQ ID NO 321

<21l> LENGTH: 62

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 321

ccuucugegy cagagceuggg gucaccagcec cucauguacu ugugacuucu ccccugecac

ag

<210> SEQ ID NO 322

<211> LENGTH: 96

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 322

cucgggagygyg gcegggagggg gguccceggu geucggaucu cgagggugeu uauuguucgg

uccgagcecocug ggucucccuc uuccccccaa cccccece

<210> SEQ ID NO 323

<211> LENGTH: 68

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 323
gcauccugua cugageugec ccgaggeccu ucaugcougee cagcouegggg cageucagua
caggauac

<210> SEQ ID NO 324

<211> LENGTH: 64

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 324

uccuguacug agcugcecceg agcugggeag caugaagggce cucggggcag cucaguacag

gaug

«210> SEQ ID NO 325
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<211> LENGTH: 90

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 325

guggguacgyg cccaguggdyg gggagaggga cacgcccugyg goucugecca gggugcagec
ggacugacug agcccecugug ccgaccccag

<210> SEQ ID NO 326

<211> LENGTH: 80

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 326

ggcgegucge cccccucagu ccaccagage ccggauaccu cagaaauucyg goucuggguc

uguggggagce gaaaugcaac

<210> SEQ ID NO 327

<211l> LENGTH: 109

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 327

ggucgggceuc accaugacac agugugagac cucgggcuac aacacaggac ccgggogeug
cucugaceee ucgugucuuyg uguugcagece ggagggacge agguccgea

<210> SEQ ID NO 328

<211> LENGTH: 85

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 328

uccucceegy agccaggaug cagcoucaage cacagcaggg uguuuagege ucuucagugg
cuccagauuyg uggcgcouggu geagyg

<210> SEQ ID NO 329

<211> LENGTH: 86

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 329

ggggcugggy guguggggag agagagugca cagccagcuc agggauuaaa gceucuuucuc

ucucucucuc ucccacuucc cugcag

<210> SEQ ID NO 330

<211> LENGTH: 67

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 330

guggcacuca aacugugggdg gcacuuucug cucucuggug aaagugecgc caucuuuuga
guguuac

<210> SEQ ID NO 331

<211> LENGTH: 82

<212> TYPE: RNA
<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 331

ugugggcagg gcececugggga gcugaggcuc ugggggugge cggggcugac ccugggcecuc
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ugcuccccag ugucugaccyg cg

<210>» SEQ ID NO 332

<211> LENGTH: 94

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 332

aauucagece ugecacugge uuaugucaug accuugggou acucaggcoug ucugcacaau
gagccaguug gacaggagca gugccacuca acuc

<210> SEQ ID NO 333

<211l> LENGTH: 96

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 333

cgggeccegy gogggeggga gggacgggac geggugeagu guuguuuuuu cceccgecaa
vauugcacuc gucceggecu ccggececeee cggecee

<210> SEQ ID NO 334

<21l> LENGTH: 79

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 334

gugcagauce uugggagccoe uguuagacuc uggauuuuac acuuggagug aacgggcegec
auccegagge uuugeacag

<210> SEQ ID NO 335

<211> LENGTH: 75

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 335

guaguuguuc uacagaagac cuggaugugu aggagcuaag acacacucca ggggagcougu
ggaagcagua acacyg

<210> SEQ ID NO 336

<211> LENGTH: 80

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 336

ugagaggeeg caccuugccu ugcugeecgyg gecgugeace cgugggecee agggcegacge
ggegggggey gcccuagega

<210> SEQ ID NO 337

<21l> LENGTH: 92

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 337

gucagugucu gggeggacag cugcaggaaa gggaagacca aggcuugeug ucuguecagu
cugccacccu acccugucug uucuugccac ag
<210> SEQ ID NO 338

«<211> LENGTH: 115
«212> TYPE: RNA
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<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 338

ggugcogagyg gecgucegge auccuaggceg ggucgougeg guaccucccu ccugucugug
gceggugggau cccguggecg uguuuuccug guggeccgge cgugecugag guuuc
<210>» SEQ ID NO 339

<21l> LENGTH: 92

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 339

ccuguccceuce cugeccugey ccugeccage ccuccugouce uggugacuga ggaccgcecayg

gcaggggeug gugcuggycy ggyggcegycy g9

<210> SEQ ID NO 340

<21l> LENGTH: 69

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 340

cuuucggeca gogggacgge auccgaggug ggcuaggeuc gggecegugg cgggugeggyg
ggugggagy

<210> SEQ ID NO 341

<21l> LENGTH: 62

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 341

gguaggggge gggcuccegge gcugggacce cacuagggug gegecuugge cccgecccge

cc

<210> SEQ ID NO 342

<211> LENGTH: 86

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 342

ugccagucuc uagguccecug agacccuuua accugugagg acauccaggg ucacagguga

gguucuuggyg agccuggegu cuggece

<210> SEQ ID NO 343

<211> LENGTH: 47

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 343

cucggegegyg ggegegggeu ccggguuggg gcegagcecaac gceegggyg

<210> SEQ ID NO 344

<211> LENGTH: 73

«<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 344

gugggcgygygy gcaggugugu ggugggugygu ggccugeggu gagcaggygec cucacaccug

ccucgecccee cag
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<210> SEQ ID NO 345

<211> LENGTH: 67

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 345
ggcagecagy gggaugggcg agouugggoe cauuccuuue cuuacccuac cocccaucce
ccuguay

<210> SEQ ID NO 346

<21l> LENGTH: 50

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 346

acccgggegu gguggugggy gugggugocu guaauuccag cuaguuggga

<210> SEQ ID NO 347

<21l> LENGTH: 60

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 347
aggccuaggg gguggcagge uggccaucag ugugggeuaa cecuguccuce ucccucecag
<210> SEQ ID NO 348

<211l> LENGTH: 102

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 348

uguguucccu auccuccuua ugucccacce ccacuccudgu uugaauauuu caccagaaac

aggagugggg ggugggacgu aaggaggaug ggggaaagaa ca

<210> SEQ ID NO 349

<211> LENGTH: 87

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 349

geagggceugg cagggaggeu gggaggggceu ggeugggucu gguagugggce aucageugge

ccucauuucu uaagacagca cuucugu

<210> SEQ ID NO 350

<211> LENGTH: 81

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 350

cauccuccuu acgucccace ¢cccacuccu guuucuggug aaauauucaa acaggagugg

gggugggaca uaaggaggau a

<210> SEQ ID NO 351

«211> LENGTH: 66

«212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 351

cagagcaggy cagggaaggu gggagagggg cccagcugac ccuccuguca cccgcuccuu

gceccag

60

67

50

60

60

102

60

87

60

8l

60

66
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236

<210>
<211>
<212>
<213>

SEQ ID NO 352

LENGTH: 73

TYPE: RNA

ORGANISM: Homo sapiens

<400> SEQUENCE: 352

gaaaacaacc aggugggcuu cccggaggge ggaacaccca gocccagcau ccagggouca
ccuaccacgu uug

<210> SEQ ID NO 353

<21l> LENGTH: 89

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 353

accaugcugu agugugugua aacauccuac acucucageu gugageucaa gguggeuggyg
agaggguugu uuacuccuuc ugccaugga

<210> SEQ ID NO 354

<21l> LENGTH: 68

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 354

gacucggcug c¢gguggacaa guccggceuce agaaccugga caccgeucag ccggcecgegg

cagggguc

<210> SEQ ID NO 355

<21l> LENGTH: 51

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 355
agagaugaag cgggggggeg gggucuugeu cuauugecua cgcugaucuc a
<210> SEQ ID NO 356

<211> LENGTH: 70

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 356

acaaauagcu ucagggaguc aggggagggce agaaauagau ggccuuccece ugcugggaag

aaaguggguc

<210> SEQ ID NO 357

<211> LENGTH: 69

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 357

ugggguaggy gugggggaau ucaggggugu cgaacucaug gougecaccu uuguguccce

auccugcag
<210> SEQ ID NO 358

<211> LENGTH: 72

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 358

ucuccucgag gggucucuge cucuacccag gacucuuuca ugaccaggag gcugaggecce

60

73

60

89

60

68

51

60

70

60

69

60
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238

cucacaggceg gc

<210>» SEQ ID NO 359

<211>» LENGTH: 74

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 359

ccaagggeac accggggaug gcagaggguc gugggaaagu guugacccuc gucagguccce
cggggagece cugyg

<210> SEQ ID NO 360

<21l> LENGTH: 80

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 360

ccucugugay aaaggguguyg ggggagagge ugucuugugu cuguaaguau gccaaacuua
uuuuccccaa ggcagaggga

<210> SEQ ID NO 361

<21l> LENGTH: 64

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 361

ugcucuguayg gcaugaggca gggoccaggu uccaugugau gougaagouc ugacauuccu
gecag

<210> SEQ ID NO 362

<211> LENGTH: 90

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 362

ucuaagaaac gcaguggucu cugaagecug caggggcagyg ccageecuge acugaacgece
uguucuugee agguggeaga agguugeuge

<210> SEQ ID NO 363

<211> LENGTH: 106

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 363

agaagaaugc ccaaccagec cucaguugcu acaguucccu guuguuucag cucgacaaca

acaggcggeu guagcaaugg ggggcuggau gggcaucuca augugce

<210> SEQ ID NO 364

<21l> LENGTH: 71

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

«<400> SEQUENCE: 364

auggagygyy guguggagee agggggecca ggucuacage uucuceeege ucecugecee
cauacuccca g

<210> SEQ ID NO 365

«<211> LENGTH: 60
«212> TYPE: RNA

72

60

74

60

80

60

64

60

90

60

106

60

71
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240

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 365

ggugccucgyg gagggcaugg gcecaggecac auaaugagec aaaccccugu cuacccgeag
<210> SEQ ID NO 366

<211> LENGTH: 65

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 366

ugucugggga uuuggagaag uggugagcege aggucuuugyg caccaucucc ccuggucccu
uggeu

<210> SEQ ID NO 367

<211l> LENGTH: 110

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 367

ucaccuggee augugacuug ugggouucce uuugucaucce uucgcecuagg geucugagea
gggcagggac agcaaagggg ugcucaguug ucacuuccca cagcacggag

<210> SEQ ID NO 368

<21l> LENGTH: 93

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 368

ceuuceggeg ucccaggegyg ggcgecgegg gaccgocoue gugucugugy cggugggauc

cegeggocgu guuuuccugyg uggeceggee aug

<210> SEQ ID NO 369

<211> LENGTH: 65

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 369

agcceugggg guggucucua gecaaggouce uggggucuca cecuuggeug gucucugeuc
cgcag

<210> SEQ ID NO 370

<211> LENGTH: 61

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 370

uccgecucugu ggaguggggu gecuguccee ugecacuggg ugacccacec cucuccacca
g

<210> SEQ ID NO 371

<211> LENGTH: 64

«212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 371

gagcucuggy aggggcugydg uuuggcagga caguuuccaa goocugucuc cucccaucuu

ccag

60

60

65

60

110

60

93

60

65

60

61

60

64
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<210> SEQ ID NO 372

<211>» LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 372

guuggaggcyg uggguuuuag a

<210> SEQ ID NO 373

<211>» LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 373
guuggaggcg ugggu
<210> SEQ ID NO 374
<21l> LENGTH: 22
<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 374
€gegygeyggygy acggcgauug gu
<210> SEQ ID NO 375
<21l> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 375
cggcggggac ggegauu

<210> SEQ ID NO 376
<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 376
ggaggcgeag gcucggaaag gcg
<210> SEQ ID NO 377

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 377

gcaggeucgy aaagyg

<210> SEQ ID NO 378

<211> LENGTH: 26

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 378
ccuucuggag aggcuuugug cggaua
«210> SEQ ID NO 379

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 379

ccuucuggayg aggcu

21

15

22

17

23

15

26

15
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<210>» SEQ ID NO 380

<211>» LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 380

ucugggcgag gggug

<210>» SEQ ID NO 381

<211>» LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 381
ucugggcegayg gggug

<210> SEQ ID NO 382

<21l> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 382
cuccugggge ccgeacucuc geu
<210> SEQ ID NO 383

<21l> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 383
cuccugggge ccgeacuc

<210> SEQ ID NO 384

<211l> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 384
aagacacauu uggagaggga

<210> SEQ ID NO 385

<211> LENGTH: 16

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 385
agacacauuu ggagag

<210> SEQ ID NO 386

<211> LENGTH: 20

<212> TYPE: RNA
<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 386

ugaguggggce ucccgggacg

<210> SEQ ID NO 387

<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 387

ugagugggge ucccgggacg

15

15

23

18

20

16

20

20
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<210>» SEQ ID NO 388

<211> LENGTH: 24

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 388
ucgaggacug guggaagggce cuuu
<210>» SEQ ID NO 389

<21l> LENGTH: 16

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 389

ucgaggacug guggaa

<210> SEQ ID NO 390

<21l> LENGTH: 25

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 390
ggguggggau uuguugeauu acuug
<210> SEQ ID NO 391

<21l> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 391

ggguggggau uuguugcauu

<210> SEQ ID NO 392

<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 392

ggcuccuugy ucuaggggua

<210> SEQ ID NO 393

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 393

cuuggucuag gggua

<210> SEQ ID NO 394

<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 394
cuaguggaag aagauggcegyg aag
<210> SEQ ID NO 395

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 395

24

1le

25

20

20

15

23
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uaguggaaga agaug

<210> SEQ ID NO 396

<211>» LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 396
acagcaggyge uggggauuge agu
<210> SEQ ID NO 397

<21l> LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 397
ugcugeucce aguccugec

<210> SEQ ID NO 398

<21l> LENGTH: 25

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 398
uggcggeggu aguuauggge uucuc
<210> SEQ ID NO 399

<21l> LENGTH: 25

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 399

uggceggeggu aguuauggge uucuc

<210> SEQ ID NO 400

<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 400
uaggaugggy gugagaggug

<210> SEQ ID NO 401

<211> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 401
uaggaugggy gugagagyg

<210> SEQ ID NO 402

<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 402
cagccugagu gacagagcaa g
<210> SEQ ID NO 403

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

«<400> SEQUENCE: 403

15

23

19

25

25

20

18

21
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acugcacucce agccu

<210> SEQ ID NO 404

<211>» LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 404

aggagggguc ccgcacuggg agg

<210> SEQ ID NO 405

<211>» LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 405
ugggagggge ccuca

<210> SEQ ID NO 406

<21l> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 406
gggggecegau acacuguacyg aga
<210> SEQ ID NO 407

<21l> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 407

gggggccegau acacuguacg

<210> SEQ ID NO 408

<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 408

ggugggugayg gucgggecee aag

<210> SEQ ID NO 409

<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 409

€ggggugggu gaggucgggce

<210> SEQ ID NO 410

<21l> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

«<400> SEQUENCE: 410

agaagaagyge ggucggueuyg cgg

<210> SEQ ID NO 411

<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

15

23

15

23

20

23

20

23
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<400> SEQUENCE: 411

aagaaggegyg ucggucugeyg g

<210> SEQ ID NO 412

<211>» LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 412

ggugagegeu cgeugge

<210> SEQ ID NO 413

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 413
cggugagege ucgeu

<210> SEQ ID NO 414

<21l> LENGTH: 16

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 414
ugcuggugau gouuuc

<210> SEQ ID NO 415

<211l> LENGTH: 16

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 415
ugcuggugau gouuuc

<210> SEQ ID NO 416

<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 416

geceeggege gggceggguuc ugg

<210> SEQ ID NO 417

<211> LENGTH: 16

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 417

ggageccegg ¢gceggg

<210> SEQ ID NO 418

<211>» LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

«<400> SEQUENCE: 418
cggauccgag ucacggcacce a
<210> SEQ ID NO 419
<211> LENGTH: 15

<212> TYPE: RNA
<213> ORGANISM: Homo sapiens

21

17

15

16

16

23

16

21
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<400> SEQUENCE: 419

ggauccgagu cacgyg

<210>» SEQ ID NO 420

<211>» LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 420
ggggggaugu gcaugcuggu ugy
<210> SEQ ID NO 421

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 421
aucagceguge acuuc

<210> SEQ ID NO 422

<21l> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 422
uccuagucac ggcacca

<210> SEQ ID NO 423

<211> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 423
uccuagucac ggcacca

<210> SEQ ID NO 424

<211> LENGTH: 25

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 424

ugcggggeua gggcuaacag caguc

<210> SEQ ID NO 425

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 425
ugeggggeua gggeu

<210> SEQ ID NO 426

<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 426

ccecaggeugyg agegagugea g

<210> SEQ ID NO 427
«<211> LENGTH: 15
«212> TYPE: RNA

15

23

15

17

17

25

15

21
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<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 427
agcucacuge agecu

<210>» SEQ ID NO 428

<211>» LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 428
ugugggacug caaaugggag cu
<210> SEQ ID NO 429

<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 429

ugugggacug caaaugggag cu

<210> SEQ ID NO 430

<21l> LENGTH: 26

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 430

gcgggcuguc c¢ggagggguc ggcuuu

<210> SEQ ID NO 431

<21l> LENGTH: 16

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 431

gcuguccgga gggguc

<210> SEQ ID NO 432

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 432

ccgggaacgu cgagacugga ge
<210> SEQ ID NO 433

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 433
cgggaacguc gagac

<210> SEQ ID NO 434

<211> LENGTH: 17

«212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 434

ceuccgggac ggcuggy

<210> SEQ ID NO 435
«211> LENGTH: 15

15

22

22

26

16

22

15

17
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<212> TYPE: RNA
<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 435
cuccgggacy gougyg
<210> SEQ ID NO 436
<211>» LENGTH: 21
<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 436

cccagcagga ¢gggagcgcy g

<210> SEQ ID NO 437

<21l> LENGTH: 16

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 437

aagcuggguc aaggag

<210> SEQ ID NO 438

<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 438

cugggcucgy gacgegegge uc

<210> SEQ ID NO 439

<211l> LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 439

cugggcucgg gacgcegegy

<210> SEQ ID NO 440

<211> LENGTH: 29

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 440

ggucaggegg cucggacuga gcagguggyg

<210> SEQ ID NO 441

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 441

agaguguggu c¢aggce
<210> SEQ ID NO 442

«211> LENGTH: 23

«212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 442

cagceogece cagcecgaggu ucu

«210> SEQ ID NO 443

15

21

16

22

19

29

15

23
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<211> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 443
agccegeece agecgayg

<210> SEQ ID NO 444

<21l> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 444

agggucyggygyg cagggaggygyc aggy

<210> SEQ ID NO 445

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 445

gggagaaggyg ucggy

<210> SEQ ID NO 446

<21l> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 446
auccaguucu cugaggggge u
<210> SEQ ID NO 447

<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 447
auccaguucu cugaggggge u
<210> SEQ ID NO 448

<211> LENGTH: 16

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 448
gugaaggecc ggegga

<210> SEQ ID NO 449

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 449

gugaaggccc ggcgy

«210> SEQ ID NO 450

«211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 450

ccagggcugg cagugacaug ggu

17

23

15

21

21

16

15

23
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<210> SEQ ID NO 451

<211>» LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 451

cagggcugge agugacaug

<210> SEQ ID NO 452

<211>» LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 452
gcecgggcegug gugguggygyy <
<210> SEQ ID NO 453
<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 453

uagecgggcy uggug

<210> SEQ ID NO 454

<21l> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 454
ceggecgeeg goucegeeee g
<210> SEQ ID NO 455
<211> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 455
ceggecgeag geucege
<210> SEQ ID NO 456
<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 456

ugaggauaug gcagggaagg gga

<210> SEQ ID NO 457

<211> LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 457

ugaggauaug gcagggaag

«210> SEQ ID NO 458

<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 458

aggaggcagu gggcgagcag g
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<210>» SEQ ID NO 459

<211>» LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 459

aggaggcagu gggcgagcag g

<210>» SEQ ID NO 460

<211>» LENGTH: 24

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 460
gaucggucga gagceguccug goug
<210> SEQ ID NO 461

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 461
geugggeggy gegey

<210> SEQ ID NO 462

<21l> LENGTH: 24

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 462

c¢ccggggcag auugguguag ggug

<210> SEQ ID NO 463

<211> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 463

cggggcagau uggugua
<210> SEQ ID NO 464

<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 464

uggggeggayg cuucceggagg ccc

<210> SEQ ID NO 465

<211> LENGTH: 16

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 465
aucgcuggec uggucg

<210> SEQ ID NO 466

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 466

uggcagageg cuguc
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<210> SEQ ID NO 467

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 467
uggcagageyg cuguc
<210> SEQ ID NO 468
<21l> LENGTH: 24
<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 468

gugaguggga gccggugyggy cugg

<210> SEQ ID NO 469

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 469
ggggeuggag uaagg

<210> SEQ ID NO 470

<211l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 470
accccacuce ugguaccaua gu
<210> SEQ ID NO 471

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 471
accccacuce uggua

<210> SEQ ID NO 472

<211> LENGTH: 25

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 472

agceggggagg aagugggege ugcuu

<210> SEQ ID NO 473

<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 473
ageggggagg aagugggege u
<210> SEQ ID NO 474
<211> LENGTH: 16

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 474
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ggacccaggyg agagac

<210> SEQ ID NO 475

<211>» LENGTH: 16

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 475
ggacccaggyg agagac

<210> SEQ ID NO 476

<21l> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 476
aucccaccuc ugecaccaaa

<210> SEQ ID NO 477

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 477
aucccaccuc ugeca

<210> SEQ ID NO 478

<21l> LENGTH: 16

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 478

cgggecegge guuccee

<210> SEQ ID NO 479

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 479

cegggecegy cguuc

<210> SEQ ID NO 480

<211> LENGTH: 24

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 480

ugacugggga gcagaaggag aacc

<210> SEQ ID NO 481

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 481
gacuggggag cagaa
<210> SEQ ID NO 482
<21l> LENGTH: 27
<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

«<400> SEQUENCE: 482

16
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agggccagag gagccuggag uggucgg

<210> SEQ ID NO 483

<211>» LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 483

agggccagag gagccuggag ugg

<210> SEQ ID NO 484

<211> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 484
aaaaggaadg gygaggag
<210> SEQ ID NO 485
<21l> LENGTH: 16
<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 485

aaggaagggg gaggag

<210> SEQ ID NO 486

<21l> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 486

cccececggggag ccecggeggug

<210> SEQ ID NO 487

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 487

acccegggga geecg

<210> SEQ ID NO 488

<211> LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 488

gecugggegayg gcuggcauc

<210> SEQ ID NO 489

<21l> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

«<400> SEQUENCE: 489

geugggegag geuggea

<210> SEQ ID NO 490

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
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<400> SEQUENCE: 490

ugggagggga gaggcagcaa gc

<210>» SEQ ID NO 491

<211>» LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 491

ugggagggga gaggcagcaa gc

<210> SEQ ID NO 492

<21l> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 492
cageggggceu gggegege

<210> SEQ ID NO 493

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 493
cageggggceu gggcy

<210> SEQ ID NO 494

<211l> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 494
cggggoecgua gcacugucug aga
<210> SEQ ID NO 495

<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 495

cggggecgua gcacugucug

<210> SEQ ID NO 496

<211> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 496

ucuagguggy gagacuga

<210> SEQ ID NO 497

<211>» LENGTH: 16

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

«<400> SEQUENCE: 497

guggggagac ugacgg

<210> SEQ ID NO 498

<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
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<400> SEQUENCE: 498

uugaggagac augguggggyg <

<210>» SEQ ID NO 499

<211>» LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 499
uugaggagac auggu
<210> SEQ ID NO 500
<21l> LENGTH: 18
<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 500

gaggcugaag gaagaugyg

<210> SEQ ID NO 501

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 501
gaggcugaag gaaga
<210> SEQ ID NO 502
<211> LENGTH: 22
<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 502

ggcaggaage ggaggaaccu ug

<210> SEQ ID NO 503

<211> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 503

ggaggaaccu uggagcu

<210> SEQ ID NO 504

<211> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 504
aggggeuggyg cgegege

<210>» SEQ ID NO 505

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 505

caggggcugyg gcgeg

<210> SEQ ID NO 506
«<211> LENGTH: 22
«212> TYPE: RNA
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<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 506

gaggguuggg uggaggcucu cc

<210>» SEQ ID NO 507

<211>» LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 507
gaggguuggyg uggag
<210> SEQ ID NO 508
<21l> LENGTH: 21
<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 508

gagggcagcg uggguguggyc g

<210> SEQ ID NO 509

<21l> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 509
gagggeageg ugggugugge g
<210> SEQ ID NO 510

<21l> LENGTH: 30

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 510
geugggeugg gacggacace cggacuccac
<210> SEQ ID NO 511

<211> LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 511

gaggeuggge ugggacgga

<210> SEQ ID NO 512

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 512
cagaagggga guugggagca ga
<210> SEQ ID NO 513
<211> LENGTH: 16

«212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 513

gaaggggagu ugggag

«210> SEQ ID NO 514
«211> LENGTH: 29
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<212> TYPE: RNA
<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 514

gggagcecegeg gggaucgecg agggccggu
<210> SEQ ID NO 515

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 515
ggcggeggug guggy
<210> SEQ ID NO 516
<21l> LENGTH: 20
<212> TYPE: RNA
<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 516
cuccecggug ugcaaaugug
<210> SEQ ID NO 517
<21l> LENGTH: 15
<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 517
gugugcggug uuaug

<210> SEQ ID NO 518

<211l> LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 518
gagggegggu ggaggagga

<210> SEQ ID NO 519

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 519
geggguggag gagga

<210> SEQ ID NO 520

<211> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 520

9999¢€99999 <€g9gggge

<210> SEQ ID NO 521

«211> LENGTH: 15

«212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 521

c€gegecggyge ¢cggy

«210> SEQ ID NO 522
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<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 522
ggggguccce ggugcucgga ucu
<210> SEQ ID NO 523

<21l> LENGTH: 16

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 523

ucgggagyyy <gggag

<210> SEQ ID NO 524

<21l> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 524
cggggcageu caguacagga uac
<210> SEQ ID NO 525

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 525
agcucaguac aggau

<210> SEQ ID NO 526

<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 526

ucggeucugg gucuguggygyg age

<210> SEQ ID NO 527

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 527
gecceggauac cucag
<210> SEQ ID NO 528
<211> LENGTH: 23
<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 528
ggcuacaaca caggacccgg gcg
«210> SEQ ID NO 529

«211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 529

ggcuacaaca caggacccgg g
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<210> SEQ ID NO 530

<211>» LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 530
acucaaacug ugggggceacu uu
<210> SEQ ID NO 531
<211>» LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 531
acucaaacug ugggggeac
<210> SEQ ID NO 532
<21l> LENGTH: 24

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 532

uggggageug aggcucuggyg ggug

<210> SEQ ID NO 533

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 533

ggcccugggyg agceug

<210> SEQ ID NO 534

<211> LENGTH: 27

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 534
gugaacggge gccaucccga ggouuug
<210> SEQ ID NO 535

<211> LENGTH: 16

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 535

gugaacggge gccauc

<210> SEQ ID NO 536

<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 536
caccuugccu ugcugecegg gcec
«210> SEQ ID NO 537

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 537

caccuugecu ugeugeeegyg go
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<210>» SEQ ID NO 538

<211>» LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 538
ggceeggecg ugecugaggu uuc
<210>» SEQ ID NO 539

<211>» LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 539
ggcegguggga uccey

<210> SEQ ID NO 540

<21l> LENGTH: 24

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 540
aggcagggge uggugeugygy cggyg
<210> SEQ ID NO 541

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 541

999¢999999 <¢9ggcyg

<210> SEQ ID NO 542

<211l> LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 542

uggeggguge 9gggguggy

<210> SEQ ID NO 543

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 543

uggceggguge g9gggyg

<210> SEQ ID NO 544

<211> LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 544

agggggcggyg cuccggcege

<210> SEQ ID NO 545

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 545

guagggggcyg ggeuc

23

15

24

15

19

15

19

15



285

US 10,619,213 B2
286

-continued

<210> SEQ ID NO 546

<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 546
cacaggugag guucuuggga gcc
<210>» SEQ ID NO 547

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 547
acaggugagg uucuu

<210> SEQ ID NO 548

<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 548
gugggegggg geaggugugu gg
<210> SEQ ID NO 549

<211l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 549

€gggggcagg ugugu

<210> SEQ ID NO 550

<211> LENGTH: 24

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 550
c€gggeguggu ggugggggug ggug
<210> SEQ ID NO 551

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 551
c€gggeguggu ggugg

<210> SEQ ID NO 552

<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 552

cceccagggceyg acgceggcegygg

<210> SEQ ID NO 553

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 553
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€geggeygygygy gcggce

<210> SEQ ID NO 554

<211>» LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 554
acaggagugy gggugggaca uaa
<210> SEQ ID NO 555

<21l> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 555

acaggagugg gggugggaca

<210> SEQ ID NO 556

<21l> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 556

ggugggcuuc ccggaggy

<210> SEQ ID NO 557

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 557

ggugggcuuc ccgga

<210> SEQ ID NO 558

<211> LENGTH: 27

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 558

caagguggcu gggagagggu uguuuac

<210> SEQ ID NO 559

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 559

gugagcucaa ggugyg

<210> SEQ ID NO 560

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 560
acucggcuge gguggacaag uc
<210> SEQ ID NO 5¢61
<21l> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

«<400> SEQUENCE: 561
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acucggcuge gguggacaayg

<210> SEQ ID NO 562

<211>» LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 562

ugaagcgggy 99gcy

<210> SEQ ID NO 563

<211>» LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 563
ugaagegggy 9g99cy

<210> SEQ ID NO 564

<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 564
accaggagge ugaggceccu ca
<210> SEQ ID NO 565

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 565
accaggagge ugagg

<210> SEQ ID NO 566

<211> LENGTH: 25

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 566
uccuguacug ageugceceg aggcec
<210> SEQ ID NO 567

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 567
uccuguacug ageug

<210> SEQ ID NO 568

<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

«<400> SEQUENCE: 568

acaccgyggga uggcagaggyg uc

<210> SEQ ID NO 569

<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

20

15

15

22

15

25

15

22



291

US 10,619,213 B2
292

-continued

<400> SEQUENCE: 569

caccggggau ggcagagggu

<210>» SEQ ID NO 570

<211>» LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 570

gugggggaga ggcugucuug ugu

<210>» SEQ ID NO 571

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 571
guguggggga gagge
<210> SEQ ID NO 572
<21l> LENGTH: 17
<212> TYPE: RNA
<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 572
ugcaggggea ggecage
<210> SEQ ID NO 573
<211l> LENGTH: 17
<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 573

ugcaggggca ggccage

<210> SEQ ID NO 574

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 574
uggggauuug gdagaaguggu ga
<210> SEQ ID NO 575
<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 575

uggggauuug gagaaguggu ga

<210> SEQ ID NO 576

<211>» LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

«<400> SEQUENCE: 576

ggcagggaca gcaaaggggu gc

<210> SEQ ID NO 577

<211> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
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<400> SEQUENCE: 577

gcagggacag caaagggyg

<210>» SEQ ID NO 578

<211>» LENGTH: 26

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 578
cggugggauc ccgeggecgu guuuuc
<210> SEQ ID NO 579

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 579

ggggcgcecege gggac

<210> SEQ ID NO 580

<21l> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 580

gecugggaagy caaagggacg u

<210> SEQ ID NO 581

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 581
agacacauuu ggagagggaa cc
<210> SEQ ID NO 582
<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 582

ggggeugggyg ccggggecga ge

<210> SEQ ID NO 583

<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 583
gugccageug caguggggga g
<210> SEQ ID NO 584

<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 584

uuagggagua gaaggguggg gag

<210> SEQ ID NO 585
«<211> LENGTH: 18
«212> TYPE: RNA

18
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<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 585

€ggggcggca ggggccuc

<210> SEQ ID NO 586

<211>» LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 586
caggcacggy ageucaggug ag
<210> SEQ ID NO 587
<21l> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 587
agcaggugceg 9g9gegycy
<210> SEQ ID NO 588
<21l> LENGTH: 20
<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 588

guggguuggg gegggceucug

<210> SEQ ID NO 589

<21l> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 589

gggagucuac agcaggyg

<210> SEQ ID NO 5%0

<211> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 590

gggugeggge ©€ggcegggy

<210> SEQ ID NO 591

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 591

caggaaggau uuagggacag gc

<210> SEQ ID NO 592

<211> LENGTH: 24

«<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 592

ugggggagcee augagauaag agca

«<210> SEQ ID NO 593
«211> LENGTH: 22
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<212> TYPE: RNA
<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 593
uggggaagge gucagugucg gg
<210> SEQ ID NO 594

<211>» LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 594
cuggeggage ccauuccaug cca
<210> SEQ ID NO 595

<21l> LENGTH: 25

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 595
aagggaggag gagceggaggyg gceecu
<210> SEQ ID NO 596

<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 596

gc¢gggggugyg cggcggeauc cc

<210> SEQ ID NO 597

<211l> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 597

gggceugggyge geggggaggu

<210> SEQ ID NO 598

<211> LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 598

aaggggcugg gggagcaca

<210> SEQ ID NO 599

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 599

aggcgaugug gggauguaga gda

<210> SEQ ID NO 600

«211> LENGTH: 23

«212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 600

cugggccceyge ggcgggcgug 999

«210> SEQ ID NO 601
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<211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 601
acggggaguc aggcaguggu gga
<210> SEQ ID NO 602

<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 602

agugggagga caggaggcag gu

<210> SEQ ID NO 603

<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 603
uggegggggu agageuggeu ge
<210> SEQ ID NO 604

<21l> LENGTH: 24

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 604
guaggggegu ccegggegeg ¢ggy
<210> SEQ ID NO 605

<211> LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 605

cggggcecaga gcagagage

<210> SEQ ID NO 606

<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 606
caggcaggug uaggguggag ¢
<210> SEQ ID NO 607
<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 607

uagcagcacyg uaaauauugg cg

«210> SEQ ID NO 608

«211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 608

ugaggggcag agagcgagac uuu
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<210> SEQ ID NO 609

<211>» LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 609
aaaccguuac cauuacugag uu
<210> SEQ ID NO 610

<211>» LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 610
aggcacgguyg ucagcaggce

<210> SEQ ID NO 611

<21l> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 611

aggaagccecu ggagyggeuy gag

<210> SEQ ID NO 612

<21l> LENGTH: 110

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 612

ggecuacaguc uuucuucaug ugacucgugg acuucccuuu gucauccuau gocugagaau
auaugaagga ggcugggaag gcaaagggac guucaauugu caucacuggc

<210> SEQ ID NO 613

<211> LENGTH: 97

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 613

aucugaguug ggagggucee ucuccaaaug ugucuugggyg ugggggauca agacacauuu
ggagagggaa ccucccaacu cggocucuge caucauu

<210> SEQ ID NO 614

<211> LENGTH: 83

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 614

ggeceggeue cgggucucgg cccguacagu ceggecggee augeuggegg ggeuggggee
ggggecgage c¢cgeggegygg gec

<210>» SEQ ID NO 615

<211> LENGTH: 83

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 615

ccugeugeag aggugccage ugcagugggg gaggcacuge cagggcougeco cacucugcouu

agccagcagyg ugccaagaac agg

«210> SEQ ID NO 616
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<211> LENGTH: 82

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 616

cugacuuuuu uagggaguag aagggugggdyg agcaugaaca auguuucuca cucccuacce
cuccacucce caaaaaaguc ag

<210>» SEQ ID NO 617

<211> LENGTH: 64

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 617

ggguggggge ggggeggcag gggocuccee cagugcecagyg coccaulcug cuucucucce
agcu

<210> SEQ ID NO 618

<21l> LENGTH: 83

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 618

aauvagagggu gcacaggcac gggagcoucag gugaggcagyg gagcugagceu caccugaccu
ceccaugecug ugeacocucu auu

<210> SEQ ID NO 619

<211l> LENGTH: 105

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 619

gegggeggey geggeggeag cagcageagg ugeggggegy c¢ggcecgegeu ggecegeucga
cucegcageou goucguucuyg cuucuccage uugegcacca geuce

<210> SEQ ID NO 620

<211> LENGTH: 102

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 620

geuuaucgag gaaaagaucg agguggguug gggcegggeouce uggggauuug gucucacage

c¢cggauccca gcccacuuac cuugguuacu cuccuuccuu cu

<210> SEQ ID NO 621

<211> LENGTH: 76

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 621

ccgaugocue gggagucuac agcagggoca ugucugugag ggcccaaggyg ugcauguguc

ucccagguuu cgguge
<210> SEQ ID NO 622
<211> LENGTH: 54
<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 622

acgecggguge gggceeggegy gguagaagec acccggecag geccggeceyg goga
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<210> SEQ ID NO 623

<211> LENGTH: 70

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 623

aaaagccugu cccuaaguce cucccagocu uccagaguug gugccaggdaa ggauuuaggy
acaggcuuug

<210> SEQ ID NO 624

<211> LENGTH: 81

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 624

aguugguggy ggagccauga gauaagagca ccuccuagag aauguugaac uaaaggugece
cucucuggeu ccuccccaaa g

<210> SEQ ID NO 625

<21l> LENGTH: 90

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 625

gugucucucu ggagacecug cagocuucce acccaccagg gagcouuucca ugggougugg

ggaaggcegue agugucgggu gagggaacac

<210> SEQ ID NO 626

<211l> LENGTH: 76

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 626

cgecaggecuc uggeggageo cauuccaugce cagaugcuga gcgauggceug gugugugoug

cuccacaggce cuggug

<210> SEQ ID NO 627

<211> LENGTH: 74

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 627

gggaggaaga agggaggagg agcggagggg cccuugucuu cccagagocu cucccuuccu

ccccuccecce uccce

<210> SEQ ID NO 628

<211> LENGTH: 84

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 628

cgguccagac guggeggggyg uggeggegge auccceggacg gecugugagyg gaugegoeage
ceacugaeee gageegaecuy aceyg

<210> SEQ ID NO 629

<211> LENGTH: 55

<212> TYPE: RNA
<213> ORGANISM: Homo sapiens
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<400> SEQUENCE: 629

gggggcuggy gegeggggag gugauagguc ggocucggou coegegecge accee

<210>» SEQ ID NO 630

<211>» LENGTH: 110

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 630

gucuaccagg ugugggecca gcuuuacaua guucaugcoug aggcecgggau uucaugcaga

aaacugguuyg caaaaggugc ugaaggggcu gggggagcac aagggagaay

<210> SEQ ID NO 631

<21l> LENGTH: 73

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 631

cugguguuuyg aggcgaugug gggauguaga gacaacuucce cagucucauu uccucauccu
gccaggecac cau

<210> SEQ ID NO 632

<21l> LENGTH: 92

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 632

cgeugoegeuu cugggececge ggegggegug gggeugeceg ggecggucga ccagegoegee
guagcucceyg aggcecgage cgcgaccege gg

<210> SEQ ID NO 633

<211l> LENGTH: 66

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 633

ucaagacggg gagucaggcea gugguggaga uggagagece ugagecucca cucuccugge
cececay

<210> SEQ ID NO 634

<211> LENGTH: 73

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 634

guucaagugy gaggacagga ggcaggugug guuggaggaa gcagccugaa ccugccucce

ugacauucca cag

<210> SEQ ID NO 635

<211> LENGTH: 61

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 635

ucggcuggey gggguagage uggougcagg cccggoccocu cucagceugeu gecoucucca

g

<210> SEQ ID NO 636
«211> LENGTH: 98
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<212> TYPE: RNA
<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 636

cgagguaggg gcgucceggg cgcgegggeyg ggucccagge ugggecccuc ggaggcecggy
ugcucacuge ccegucecgg cgeacgugue uccuccag

<210> SEQ ID NO 637

<211> LENGTH: 61

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 637

aacugcgggy ccagagcaga gagcccuuge acaccaccag ccucuccucce cugugeccca

g

<210> SEQ ID NO 638

<21l> LENGTH: 69

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 638

cegggeagge agguguaggg uggagoocac uguggouccu gacucagecee ugcugocuuc
accugccag

<210> SEQ ID NO 639

<21l> LENGTH: 89

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 639

gucagcagug ccuuagcagc acguaaauau uggcguuaag auucuaaaau uaucuccagu
auuaacugug cugcugaagu aagguugac

<210> SEQ ID NO 640

<211> LENGTH: 81

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 640

guuccacucu agcagcacgu aaauauugge guagugaaau auauauuaaa caccaauauu
acugugcuge uuuaguguga ¢

<210> SEQ ID NO 641

<211> LENGTH: 94

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 641

auaaaggaag uuaggcugag gggcagagag cgagacuuuu cuauuuucca aaagcucggu

cugaggcece ucagucuuge uuccuaacce goege

«210>
<211>
<212>
<213>

<400>

SEQ ID NO 642

LENGTH: 72

TYPE: RNA

ORGANISM: Homo sapiens

SEQUENCE: 642

cuugggaaug gcaaggaaac cguuaccauu acugaguuua guaaugguaa ugguucucuu
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gcuauaccca ga

<210> SEQ ID NO 643

<211> LENGTH: 94

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 643

cgggcagegyg gugccaggea cggugucage aggcaacaug gecgagagge cggggecucce
gggcggegee guguccgcga cogaguacce ugac

<210> SEQ ID NO 644

<211l> LENGTH: 118

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 644

gecaggugaac uggcaggcca ggaagaggag gaagcccugg aggggcugga ggugauggau
guuuuccuce gguucucagg gouccaccuc uuucgggeoyg uagagecagyg gougguge
<210> SEQ ID NO 645

<21l> LENGTH: 24

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 645

gaggcuggga aggcaaaggg acgu

<210> SEQ ID NO 646

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 646

cugggaaggce aaagg

<210> SEQ ID NO 647

<211> LENGTH: 24

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 647
agacacauuu ggagagggaa ccuc
<210> SEQ ID NO 648

<211> LENGTH: 16

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 648

agacacauuu ggagag

<210> SEQ ID NO 649

<211> LENGTH: 15

«<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 649

gceugcagugyg gggag

«210> SEQ ID NO 650
«211> LENGTH: 23
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<212> TYPE: RNA
<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 650
agggaguaga agggugggga gca
<210> SEQ ID NO 651

<211> LENGTH: 16

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 651
uagggaguag aagggu

<210> SEQ ID NO 652

<21l> LENGTH: 17

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 652

geggggegge aggggee

<210> SEQ ID NO 653

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 653

99999¢gggg cggca

<210> SEQ ID NO 654

<211l> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 654
gecacgggage ucagguga

<210> SEQ ID NO 655

<211> LENGTH: 18

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 655
geggeggegg cggcagea

<210> SEQ ID NO 656

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 656

gc¢gggeggcyg gegge

<210> SEQ ID NO 657

«211> LENGTH: 19

«212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 657

guggguuggyg gcgggcucu

«210> SEQ ID NO 658
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<211> LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 658
guggguuggyg gcegggeucu

<210>» SEQ ID NO 659

<21l> LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 659

gggugeggygce ¢ggcggggu

<210> SEQ ID NO 660

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 660
ugegyggeegy ¢€g999

<210> SEQ ID NO 661

<21l> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 661
aaggauuuag ggacaggcuu ug
<210> SEQ ID NO 662

<211> LENGTH: 19

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 662
caggaaggau uuagggaca

<210> SEQ ID NO 663

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 663
guuggugggyg gagccaugag au
<210> SEQ ID NO 664

<211> LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 664

ggggagcecau gagauaagag ca

«210> SEQ ID NO 665

«211> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 665

uggggaaggc gucagugucg ggu
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-continued

<210> SEQ ID NO 666

<211>» LENGTH: 16

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 666

uggggaaggce gucagu

<210> SEQ ID NO 667

<211>» LENGTH: 22

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 667
uggcggagee cauuccauge ca
<210> SEQ ID NO 668

<21l> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 668
cuggcggage ccauuccaug ¢
<210> SEQ ID NO 669

<21l> LENGTH: 23

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 669
aagggaggag gagcggaggg gece
<210> SEQ ID NO 670

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 670
gggaggagga gcgga
<210> SEQ ID NO 671
<211> LENGTH: 15
<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 671

ggcgegggga gguge

<210> SEQ ID NO 672

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 672
ggcgegggga gguge

«210> SEQ ID NO 673

<211> LENGTH: 21

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 673

gaggcgaugu ggggauguag a
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-continued

<210> SEQ ID NO 674

<211> LENGTH: 20

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 674
ccecagucuca uuuccucauc

<210>» SEQ ID NO 675

<211> LENGTH: 25

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 675
uucugggece geggeggygeg ugyggy
<210> SEQ ID NO 676

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 676
€gceggeggge guggy

<210> SEQ ID NO 677

<21l> LENGTH: 27

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 677
uagcagcacyg uaaauauugg cguuaag
<210> SEQ ID NO 678

<211l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 678
cacguaaaua uugge

<210> SEQ ID NO 679

<211> LENGTH: 30

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 679
ugaggggeag agagcegagac uuuucuauuu
<210> SEQ ID NO 680

<211> LENGTH: 15

<212> TYPE: RNA
<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 680
cagagagcga gacuu

<210> SEQ ID NO 681

<211> LENGTH: 27

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 681

aaaccguuac cauvuacugag uuuagua
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-continued

<210> SEQ ID NO 682

<211> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 682

uaccauuacu gaguu

<210> SEQ ID NO 683

<21l> LENGTH: 25

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 683

aggaagcccu ggaggygcug gaggu

<210> SEQ ID NO 684

<21l> LENGTH: 15

<212> TYPE: RNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 684

aggaagagga ggaag

15

25

15

The invention claimed is:

1. A method for detecting prostate cancer, comprising
determining an expression level of hsa-miR-4443 in a
sample comprising blood, serum, or plasma from a human
subject using a kit comprising a nucleic acid(s), as a primer
(s) for PCR, or a probe(s) for Northern blot, Southern blot,
or in situ hybridization, capable of specifically binding to
hsa-miR-4443, wherein the determining comprises the fol-
lowing steps of:

(a) contacting hsa-miR-4443 in the sample or comple-
mentary polynucleotide(s) thereof prepared from hsa-
miR-4443 with the nucleic acid(s);

(b) measuring an expression level of hsa-miR-4443 by
quantitative RT-PCR using the nucleic acid(s) as the
primer(s), or Northern blot, Southern blot, or in situ
hybridization using the nucleic acids as the probe(s);
and

(c) comparing the expression level of hsa-miR-4443 mea-
sured in the step (b) with a control expression level of
hsa-miR-4443 in a control sample from a healthy
subject measured in the same way as in the step (b),

wherein a higher expression level of hsa-miR-4443 in the
sample comprising blood, serum, or plasma from the
subject as compared to the control expression level is
detected and is indicative that the subject has prostate
cancer; and

treating the subject for prostate cancer or performing a
diagnostic procedure on the prostate of the subject,
wherein the treatment comprises surgery, radiotherapy,
chemotherapy or the combination thereof, and wherein
the diagnostic procedure comprises rectal examination,
transrectal ultrasonography of the prostate, or imaging
of prostate tissue.

2. A method for detecting prostate cancer, comprising

determining an expression level of hsa-miR-4443 in a
sample comprising blood, serum, or plasma from a human

subject using a device comprising a nucleic acid(s), as a

0 probe(s), capable of specifically binding to hsa-miR-4443,

35

40

45

50

55

60

wherein the method determining comprises the following
steps of:

(a) binding hsa-miR-4443 in the sample or cDNA thereof
prepared from hsa-miR-4443 to the nucleic acid(s) to
measure an expression level of hsa-miR-4443 by
hybridization using the nucleic acid(s); and

(b) comparing the expression level of hsa-miR-4443
measured in the step (a) with a control expression level
of hsa-miR-4443 in a sample from a healthy subject
measured in the same way as in the step (a),

wherein a higher expression level of hsa-miR-4443 in the
sample comprising blood, serum, or plasma from the
subject as compared to the control expression level is
detected and is indicative that the subject has prostate
cancer; and

treating the subject for prostate cancer or performing a
diagnostic procedure on the prostate of the subject,
wherein the treatment comprises surgery, radiotherapy,
chemotherapy or the combination thereof, and wherein
the diagnostic procedure comprises rectal examination,
transrectal ultrasonography of the prostate, or imaging
of prostate tissue.

3. The method according to claim 1, wherein the step (c)
further comprises preparing a discriminant based on a for-
mula.

4. The method according to claim 3, wherein the discrimi-
nant is compared to a threshold.

5. The method according to claim 2, wherein the step (b)
further comprises preparing a discriminant based on a for-
mula.

6. The method according to claim 5, wherein the discrimi-
nant is compared to a threshold.
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