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(57) ABSTRACT

Screening methods for identifying patients with an increased
likelihood of having ovarian cancer are provided. The screen-
ing methods involve the detection of expression of a plurality
of biomarkers in a body sample, wherein overexpression of
the biomarkers is indicative of an increased likelihood of
having ovarian cancer. The screening methods may further
comprise a two-step analysis. Biomarkers of interest include
genes and proteins that are, for example, involved in defects
in DNA replication/cell cycle control, cell growth and prolif-
eration, escape from apoptosis, angiogenesis or lymphogen-
esis, or the mechanisms of cancer cell motility and invasion.
In some aspects of the invention, expression of a biomarker is
detected at the protein level using a biomarker-specific anti-
body or at the nucleic acid level using nucleic acid hybridiza-
tion techniques. Methods for detecting ovarian cancer in
patients are further disclosed herein. Kits for practicing the
methods of the invention are further provided.

ROC Curve For MM Data

Ol Saple

Seutity

e e hedete de e g e Rk g A

R R RN RN RN RN R N R

05050803 LE6NF0FNRDELEN

~Speccly (3



US 2009/0068690 A1

fogcoes 2
001"LL. : :
9DUELI0LIDG POULGLIOT).

09g'zS¥ L ‘eAeboON osessiq| ove'erL ‘onebaN aseesig
006'L ‘BAnIsod asessig 00L LY [BAlISOd Bseesi(

{dajs Apssy puosag) 1sa] xalay

000 v8e 9 SAREDON Sseesi( 000965 T “BAHEBON osessig
000'L :anISOy eseasiq 00061 BnIs0d esessiq
000'58€'9 000°SLO'L

SAnEboN 350 ]

Mar. 12,2009 Sheet 1 of 14

(deyg Aessy jsiiy) yso) Bujuaaiog

|

%16 %08 Apoyoedg
%06 %56 Aungsuag
Xapay uaaldg

} 'Old

Patent Application Publication



US 2009/0068690 A1

Mar. 12,2009 Sheet 2 of 14

Patent Application Publication

1) Apipedgm) (%) Appadg—

BEEBTRBYEYUYLBOSEFFYFEE XS O &0 NERBRELLIETBBESEYFEELESDE &0
Vol o b b b b b byt b by b b L B by e b bl ot b b bt b b by b b b b s by by by by 1y b el

!

SR G RERA R G ReRRAE T

SRFRELR GEREYINRARVR S

{59 Apsieg {0 Amseg
alurg [BRAO %< by
Bjeg {2 J04 annd J0H geq $9H 104 aAnd O0H
d \v4
¢ 'Old



US 2009/0068690 A1

Mar. 12,2009 Sheet 3 of 14

Patent Application Publication

(o) Apypadg-t

s EIBBILUSIBSEPFPrELERS G SO
____—_u_—.__—«m-__——‘.—_ﬁ_““_u_q____—_—._

CERSHERRE BEERYIRRNRRA 0

Awpsieg

SElLES BRAO

Eled HNI {04 aAIND J0d

(o) Ayogoadg—)
00 96 06 B 08 G 02 G3 0 G5 0G G OF C8 0 S (%2
1o d b b b b bl cboa b b o b b gl

— &2

+

- @
a9
-

Q< aby

€led HNI 40d eAIn) DY

€ "Old




US 2009/0068690 A1

Mar. 12,2009 Sheet 4 of 14

Patent Application Publication

) Apupedg—|

BEEPBLUBSBESEFFEELES G SO
ﬁm_____.~—~_—_m-.w___—___m.—__—_____.___

BN M aan I A Rt I LBt NS N ML LA S
QUEBKReRPS

-
Ry

SRS [BRHO

G20 IV10udd 404 AnJ 20

() Angstes

v "Old



Patent Application Publication = Mar. 12,2009 Sheet 5 of 14 US 2009/0068690 A1

LR R

1-Spadiicty ()

ROC Curve For PLAUR Data
Oweral Sample

IR EEEEEE R

05 P AN ELEALSLBENBRBL S

| S
TERRBELEEERR PFRBHRLE O

@

Sargiivty

FIG. 5



US 2009/0068690 A1

Mar. 12,2009 Sheet 6 of 14

Patent Application Publication

(o) Apypadg—|

NS EIBLUIBBSKFFPETEITES T S O

bl bl b b o b b b b b by b by Lo da b b ]l

s
|
!
E
!
|
I
I
I
I

4
I
I
I
I
I
I
=
|
|

T

REIWRQReR LS

RRBEORBBE

Siel

s BRI

BlEd A19 404 ANJ Q0

{8 Amsieg

i

Los

1

L

Lt

018 06 G808 CLOLER 00 C0 08 Gy Qv £6

O LAY

(o) Aoioadig-{

L b U da b ol ol o

ket
_._,__ﬂ.ﬁ._._v

@< &by

geg A1 404 sAnd J0H

{5 Aungsueg

9 "Old




Patent Application Publication = Mar. 12,2009 Sheet 7 of 14 US 2009/0068690 A1

1=Specifcty ()

ROC Curve For SLPI Data
Cerall Sample

0 5 D835 PFLHSEAFAENLDE LS

rTrrrrrrrrrTrer=t~r et vttt it e

T RENRHRLREBRRYIRERER 0O

g
"g
o

FIG.7



Patent Application Publication = Mar. 12,2009 Sheet 8 of 14 US 2009/0068690 A1

I - &
| — 8
l — =
I — &
| — &
| — =
l — =
§ | :"3:8
I - 2
by | w5
e | -8
£, |————>g+—————F= §
Og \_[ :’% ¢
3% - -
L. -
L ) | — &
| :‘53
l . L o
LA JELIN AN LA L ML BN R "!||lll;ll|l_.m
FRRFESKEBERBYIERGRRR VS
L

FIG. 8



Patent Application Publication = Mar. 12,2009 Sheet 9 of 14 US 2009/0068690 A1

LI DL UL L DL DL L AL B

e ..____..._|___ ______ :%
X

ROC Curve For PAl Data
Oweral Sample

00 DT LEVTNENN BB D H 0

RN R R

¥ | T ¥ T ¥ ¥ "‘l'""ﬂ..l
FERREBLR BERRYIRBRRLE PO
Pl

Sensfivt

FIG. 9



Patent Application Publication  Mar. 12,2009 Sheet 10 0f14  US 2009/0068690 A1

=Speccy (4

ROC Curve For KLK10 Data
Overall Sample
ﬂﬁ%%@ﬁ%ﬂ@é&@&%é@ﬁ?ﬁ?ﬁ%&%ﬁ%m

5

L DL L L L L L L L L UL LA L B B L DL L L

0

|
| "
|
|
|

CERREEER EEREYSHBRR LS ©S

Sengitdly (%

FIG. 10



US 2009/0068690 A1

Mar. 12,2009 Sheet 11 of 14

Patent Application Publication

{5 Aoyosdg—
WHEBBULURELCIFERRES U O

el e b o bl bl b b d e b la ool ol lal

5

BEES LB RRYRRBURES S

F )
% g

Bjdueg mg

vl Selyd 404 SMn) O0H

() Ayogoada—i
00 GB 0B 6B 09 G2 OL CB 09 GG 05 O» Ob 6 08 02 02 &

RISV WM JE Y N 0 NSO UUNIUG JOUR VOO OO0 OO SO VU0 JON S OO SO0 U0 U0 HOUE OO0 O UL AU T WU YO0 A 0% Y

¢ ¢ ¢
Pt

< by

Eeg 52l 404 sAnd J0H

o) Agsueg

A4
Ll "Old




{u) Apyosdg-1

MEBEFEIBYNSFTBESFPEELE®I T 50
ba b b b b e by b b by bt by b b b la by byt bl

US 2009/0068690 A1

Mar. 12,2009 Sheet 12 of 14

CECEECRERER YIRS ARPR O

(

%

Awnseg

oHleg BRI

geq 9)TH 104 aAind Q0

¢l 'Old

Patent Application Publication



€l 'Old

—

=«

[—]

2

& (&) Apipadg~|

S

S DEEIABLUDOEEFPPETESREA S O

m bbbt b bt bbb b b b by bty bty

z _ 0

8

| 0

= | T

= 8

- W m%

E | / T

= i

N -

Q | « g %

o t\ﬁ\\\a v

5 | £

= . 3
* 5

= -5

S * e

3 () A

=

'y

= SRS RO

S

E Bed Ny 104 sunJ 204

E

<

g

=

=™



Patent Application Publication  Mar. 12,2009 Sheet 14 0f14  US 2009/0068690 A1

- B2
:—%‘3
- =
- 8
:‘%
—
- =
= -8
S5 - = =
Em _—% '%_
23 - f
gg ”—ﬁ
S - &
ol [~ ¥
8 - &
— W2
-
[ o
- <
FERFREELEEBRREYSRRBRERR NS
X

FIG. 14



US 2009/0068690 A1

METHODS FOR IDENTIFYING PATIENTS
WITH AN INCREASED LIKELIHOOD OF
HAVING OVARIAN CANCER AND
COMPOSITIONS THEREFOR

CROSS REFERENCE TO RELATED
APPLICATIONS

[0001] This application is a continuation of U.S. applica-
tion Ser. No. 11/699,229, filed Jan. 29, 2007, which claims the
benefit of U.S. Provisional Application Ser. No. 60/762,760,
filed on Jan. 27, 2006, both of which are incorporated herein
by reference in their entirety.

REFERENCE TO A SEQUENCE LISTING
SUBMITTED AS A TEXT FILE VIA EFS-WEB

[0002] Theofficial copy of the sequence listing is submitted
concurrently with the specification as a text file via EFS-Web,
in compliance with the American Standard Code for Infor-
mation Interchange (ASCII), with a file name of
364717SequenceListing.txt, a creation date of Oct. 29, 2008,
and a size of 284 KB. The sequence listing filed via EFS-Web
is part of the specification and is hereby incorporated in its
entirety by reference herein.

FIELD OF THE INVENTION

[0003] The present invention relates to methods and com-
positions for identifying women having an increased likeli-
hood of having ovarian cancer.

BACKGROUND OF THE INVENTION

[0004] Ovarian cancer represents a heterogeneous group of
diseases that affect women on a global basis. There are several
forms of ovarian cancer which include epithelial cancer,
germ-line cancer of the ovaries and ovarian stromal cancer.
Epithelial ovarian cancer represents the most common form
of the disease. Approximately 5-10% of epithelial ovarian
cancer represents a hereditary form of the disease and three
common patterns are recognized: ovarian cancer alone; ova-
rian and breast cancer linked to BRAC1 and BRCA?2 genetic
linkage on chromosomes 17q21 and 13q12 respectively; and
ovarian and colon cancer. The most important risk factor for
ovarian cancer is a first degree relative with the disease (e.g.,
a mother, sister or daughter with ovarian cancer). See, for
example, Patridge et al. (1999) CA4-4 Cancer Journal for
Clinicians 49:297-320In 2005, there were an estimated
22,000 new cases of ovarian cancer diagnoses and 16,000
deaths from ovarian cancer. See generally American Cancer
Society websiteat www.cancer.org; National Cancer Institute
website at www.cancer.gov. Ovarian cancer is a disease that
primarily affects post-menopausal women with the median
age for diagnosis at 63 years of age. However, the disease can
affect women at all age groups. National Cancer Institute
Surveillance, Epidemiology, and End Results (SEER) Pro-
gram at Www.seer.cancer.gov.

[0005] The classification of ovarian cancer stage is based
upon the extent of localization versus spread of the disease
beyond the ovaries. Stage 1 ovarian cancer is confined to one
or both of the ovaries. Stage 2 disease involves a tumor in one
or both ovaries with pelvic extension. In Stage 3 ovarian
cancer, a tumor is present in or both ovaries with microscopi-
cally confirmed peritoneal metastasis outside the pelvis and/
or regional lymph node metastasis. Stage 4 ovarian cancer is
characterized by distant metastasis beyond the peritoneal
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cavity. Ovarian cancer is generally diagnosed in an advance
stage of the disease due to the lack of specific clinical symp-
toms that would indicate the presence of small tumors. For
women under the age of 50, less than 40% of ovarian cancers
are detected when tumors are localized to one or both ovaries
and when disease prognosis is best. For women over the age
of 50, that number drops to less than 15%. Approximately
68% of women of all age groups afflicted with ovarian cancer
are not diagnosed until distant metastasis is present. See
generally National Cancer Institute Surveillance, Epidemiol-
ogy, and End Results (SEER) Program at www.seer.cancer.
gov.

[0006] Ovarian cancer spreads via local shedding from the
ovarian epithelium into the peritoneal cavity followed by
implantation on the peritoneum and local invasion of the
bowel and bladder. The presence of lymph node involvement
in ovarian cancer is evident in all stages of diagnosed ovarian
cancer. The percentage of positive lymph nodes increases
significantly with progression of the disease (i.e., Stage 1,
24%; Stage 2, 50%, Stage 3, 74%; Stage 4, 73%). Id.

[0007] The survival of patients with ovarian cancer is a
function of the stage at which the disease is diagnosed, with
the 5-year survival decreasing with advanced disease. More
than 90% of women diagnosed with ovarian cancer in Stage 1
survive for at least 5 years following diagnosis. The 5-year
survival rate drops to less than 30% when the disease is not
diagnosed until Stage 4 (i.e., distant metastasis). Id.

[0008] Epithelial ovarian cancer is the most common form
of the disease. There are four recognized major histological
classes of epithelial ovarian cancer and include serous,
endometrioid, clear cell, and mucinous subtypes. The patho-
genesis of ovarian cancer is poorly understood but is believed
to arise from ovarian surface epithelium. See Bell (2005)
Mod. Pathol. 18 (Suppl 2):519-32. Life factors that provide
the greatest reduction in risk of ovarian cancer include mul-
tiparity, use of oral contraceptives, and breast feeding, all of
which prevent ovulation. Because ovulation results in epithe-
lial damage, followed by repair and possible inflammatory
responses, repetition of this process throughout a woman’s
reproductive life without interruption appears to lead to cell
damage and to increase the risk of ovarian cancer. See, for
example, Ness et al. (1999) J. Natl. Cancer Inst. 91:1459-
1467. However, there is no recognized, stepwise progression
of ovarian cancer through defined precursor lesions, such as
those recognized for both cervical carcinoma and colon can-
cer. Hence, considerable research has been directed at undet-
standing the molecular basis for ovarian cancer and to under-
stand the basic differences between the various histological
subtypes of ovarian cancer. These studies have utilized gene
expression analysis to provide this understanding and have
identified a series of potential biomarkers for evaluation in
diagnostic applications. See for example Ono et al. (2000)
Cancer Res. 60:5007-11; Welsh etal. (2001)Proc. Natl. Acad.
Sci. US4 98:1176-1181; Donninger et al. (2004)Oncogene
23:8065-8077; and Lee et al. (2004) Int. J. Oncol. 24(4):847-
851.

[0009] Ovarian cancer is often detected with the presenta-
tion of overt clinical symptoms, most notably the presentation
of abdominal pain, an adnexal mass, abdominal bloating, and
urinary urgency. As such, the detection of ovarian cancer is
often detected at an advanced stage, where the prognosis and
clinical outcome is poor. Detection of ovarian cancer at an
early stage (i.e., Stage 1) results in approximately 90% cure
rate using standard surgery and chemotherapy; hence there is
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aclinical need to detect ovarian cancer at an early stage where
treatment will be most effective. Unfortunately, current
screening methods to detect early stage ovarian cancer are
insufficient. The current practice for ovarian cancer screening
employs the use of CA 125 and transvaginal ultrasound
(sonography). Rising serum levels of CA125 are associated
with ovarian cancer and subsequent utilization of transvagi-
nal ultrasound helps detect the presence of ovarian cancer.
Confirmation of ovarian disease is based upon invasive pro-
cedures such as laprotomy. However, the use of CA125 is
ineffective for general population screening due to issues of
limited sensitivity, limited specificity, and a poor positive
predictive value of <3%. Bast (2003) J Clin Oncol. 21 (10
Suppl):200-205. As a result, there is no consensus on the
recommendations for generally screening for ovarian cancer
in the asymptomatic patient population. See National Cancer
Institute Web Site at www.cancer.gov. For high risk patients,
the generally accepted procedures for the detection of ovarian
cancer include the use of pelvic examinations, the use of
CA125 serum testing, and transvaginal ultrasound (sonogra-
phy). Patridge et al. (1999) C4-4 Cancer Journal for Clini-
cians 49:297-320.

[0010] CA125 is a well characterized tumor marker nor-
mally expressed on the surface of epithelial cells and is often
detected in the serum of normal patients at 35 U/mL. Elevated
serum levels of CA125 (>35 U/mL) are often detected in
approximately 85% of ovarian cancer patients; the remaining
15% of ovarian cancer patients have normal serum levels of
CA125. Furthermore, Calif. 125 is elevated in only 50% of
stage 1 ovarian cancer patients, thereby limiting its clinical
utility in the early detection of ovarian cancer. However,
elevated serum levels of CA125 are used for the monitoring of
disease recurrence following therapeutic intervention and
this represents the currently approved use for CA125 by the
FDA. In addition, elevated serum levels of CA125 are pre-
dictive of future detectable ovarian cancer.

[0011] The low prevalence rates of ovarian cancer in the
general population create significant challenges for the devel-
opment of a screening test that would promote early detection
of the disease. Screening methods for diseases with low
prevalence rates such as ovarian cancer often result in a high
ratio of false positives to true positives that limits the clinical
utility of such screening programs. Given the significant risks
associated with surgical exploration for possible ovarian can-
cer, a clinically useful screening test should refer to surgery
no more than 10 women for every woman who actually has
ovarian cancer (i.e., a positive predictive value (PPV) of at
least 10%). Skates et al. (2004) J. Clin. Oncol. 22:4059-4066.
PPV is highly dependent upon the prevalence rates for a
particular disease or condition and will shift dramatically as a
result of differences in disease prevalence. Therefore, with
low-prevalence diseases, such as ovarian cancer, screening
diagnostic tests with a relatively low PPV still have signifi-
cant clinical utility. Potential ovarian cancer screening pro-
grams must be adjusted for the low prevalence of ovarian
cancer and assessed for biomarker performance and clinical
need. See, for example, Skates et al. (2004) J. Clin. Oncol.
22:4059-4066; Bast et al. (2005) Int. J. Gynecol. Cancer
15:274-281; and Rosen et al. (2005) Gyn. Oncol. 99:267-277.
Despite efforts to identify a biomarker or panel of biomarkers
for the detection, particularly early detection, of ovarian can-
cer, no adequate screening or diagnostic test that satisfies
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clinical needs currently exists. Currently available methods,
such as detection of CA125, exhibit unacceptably high false-
positive rates.

[0012] The current recommendations from the National
Cancer Institute state that “there is insufficient evidence to
establish that screening for ovarian cancer with serum mark-
ers such as CA 1235, transvaginal ultrasound or pelvic exami-
nations would result in a decrease in mortality from ovarian
cancer” (NCI Summary of Evidence (Level 4, 5); dated Feb-
ruary 2005). In light of the serious risk of false-positives with
currently available screening techniques, the NCI has not
supported institution of general screening procedures for ova-
rian cancer. As such, no standardized screening test exists for
ovarian cancer, despite the fact that early diagnosis signifi-
cantly improves 5-year survival rates.

[0013] Therefore, a significant need exists in the art for
reliable methods and compositions that are capable of spe-
cifically identifying women that have ovarian cancer. In par-
ticular, screening methods for identifying patients with an
increased likelihood of having ovarian cancer are needed.
Women identified as having an increased likelihood of having
ovarian cancer could be selected for more aggressive diag-
nostic methods to definitively determine if they presently
have the disease. Moreover, such screening methods could be
performed in the general female patient population on a rou-
tine basis to facilitate the detection of ovarian cancer in the
early stages of the disease when prognosis and disease out-
come are best.

BRIEF SUMMARY OF THE INVENTION

[0014] Screening methods for identifying patients with an
increased likelihood of having ovarian cancer are provided.
The methods of the invention generally comprise detecting in
a patient body sample expression of a plurality of biomarkers
that are selectively overexpressed in ovarian cancer. Overex-
pression of the biomarkers is indicative of an increased like-
lihood that the patient has ovarian cancer. The methods of the
invention may comprise, for example, a “two-step” analysis,
whereina first assay step is performed to detect the expression
of a first biomarker or panel of biomarkers. If the first biom-
arker or panel of biomarkers is overexpressed, a second assay
step 1s performed to detect the expression of a second biom-
arker or panel of biomarkers. Overexpression of the first and
second biomarkers or panels of biomarkers is indicative of an
increased likelihood that the patient has ovarian cancer. The
first assay step may be designed to enrich the patient popula-
tion under review by eliminating a large percentage of women
that are “true negatives.” The second assay step is typically
intended to rule out those patients in the enriched population
that do not presently have ovarian cancer by eliminating
additional true negative patients from the enriched popula-
tion. These assay steps may be performed as a single test
encompassing both assay steps or as two distinct tests,
wherein each test comprises one of the assay steps. A single
biomarker or panel of biomarkers may be used in each analy-
sis step to achieve the desired values for sensitivity, specific-
ity, negative predictive value (NPV), and positive predictive
value (PPV). Algorithms may be developed to combine par-
ticular biomarkers in the different assay steps to achieve the
desired sensitivity, specificity, NPV, and PPV.

[0015] Inotheraspects of the invention, a screening method
foridentifying patients with an increased likelihood ofhaving
ovarian cancer comprises performing a “single-step” or “one-
step” assay in which the overexpression of a plurality of
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biomarkers that are selectively overexpressed in ovarian can-
cer 1is assessed in a patient body sample. Overexpression of
these biomarkers is indicative of an increased likelihood of
the patient having ovarian cancer. In contrast to the two-step
screening method described above, the single-step screening
assay does not require performing a first assay step to detect
overexpression of a particular biomarker(s) followed by a
second assay step to assess if a second biomarker(s) is also
overexpressed in order to identify a patient with an increased
likelihood of having ovarian cancer.

[0016] A patient thatis identified by the screening methods
of the invention as having an increased likelihood of having
ovarian cancer may be subjected to further diagnostic tests to
definitively determine if the patient has ovarian cancer.
Patients that are classified as having an increased likelihood
of having ovarian cancer in accordance with the methods
disclosed herein, but that are determined not to currently have
the disease, are generally monitored on a regular basis for the
development of ovarian cancer. Moreover, the present meth-
ods may be used to screen the general female patient popu-
lation for ovarian cancer on a routine basis. Thus, the screen-
ing methods of the invention may permit the diagnosis of
ovarian cancer at earlier stages of the disease when prognosis
is significantly better. Kits for practicing the screening meth-
ods of the invention are also provided.

[0017] Biomarker expression canbe assessed at the protein
or nucleic acid level. In some embodiments, biomarker
expression is detected at the protein level using biomarker-
specific antibodies. Expression of the biomarkers of the
invention can also be detected by nucleic acid-based tech-
niques, including, for example, hybridization and RT-PCR.
Biomarker expression can be assessed in a variety of body
samples, including but not limited to blood (e.g., whole
blood, blood serum, blood having platelets removed, etc.),
lymph, ascitic fluids, urine, gynecological fluids (e.g., ova-
rian, fallopian, and uterine secretion, menses, etc.), biopsies,
and fluids obtained during laparoscopy.

[0018] Methods for diagnosing ovarian cancer in a patient
are also encompassed by the present invention. The diagnos-
tic methods generally comprise detecting in a body sample
the expression of a plurality of biomarkers that are selectively
overexpressed in ovarian cancer. Overexpression of the plu-
rality of biomarkers is indicative of the presence of ovarian
cancer. Kits for practicing the diagnostic methods of the
invention are also provided.

[0019] Methods for assessing the efficacy of a particular
therapy for ovarian cancer in a patient are also disclosed
herein. The invention is further directed to a method for
monitoring the regression or progression of ovarian cancer in
a patient.

BRIEF DESCRIPTION OF THE DRAWINGS

[0020] FIG. 1 provides a schematic representation of an
exemplary “two-step” screening test for identifying patients
with an increased likelihood of having ovarian cancer. The 8
million female patients screened in this example represent the
high-risk, asymptomatic U.S. patient population, as defined
herein below. In the first assay step, a significant number of
true negatives are eliminated from further testing, thereby
leaving an enriched population for further analysis in the
second assay step. The second assay step further rules out
additional patients that are true negatives in order to identify
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those women with the highest risk of having ovarian cancer.
Additional details regarding the two-step screening method
are provided in the text.

[0021] FIG. 2 provides the Receiver Operating Character-
istic (ROC) plots for HE4 obtained with samples from
patients over the age of 55 (A) and with all patient samples.
Additional experimental details are provided in Example 2.
[0022] FIG. 3 provides the ROC plots for inhibin A (INH)
obtained with samples from patients over the age of 55 (A)
and with all patient samples. Additional experimental details
are provided in Example 2.

[0023] FIG. 4 provides the ROC plot for prolactin obtained
with all patient samples. Additional experimental details are
provided in Example 2.

[0024] FIG. 5 provides the ROC plot for PLAU-R obtained
with all patient samples. Additional experimental details are
provided in Example 2.

[0025] FIG. 6 provides the ROC plots for glycodelin (GLY)
obtained with samples from patients over the age of 55 (A)
and with all patient samples. Additional experimental details
are provided in Example 2.

[0026] FIG. 7 provides the ROC plot for SLPI obtained
with all patient samples. Additional experimental details are
provided in Example 2.

[0027] FIG. 8 provides the ROC plot for CTHRC1 obtained
with all patient samples. Additional experimental details are
provided in Example 2.

[0028] FIG. 9 provides the ROC plot for PAI-1 obtained
with all patient samples. Additional experimental details are
provided in Example 2.

[0029] FIG. 10 provides the ROC plot for KLK-10 obtained
with all patient samples. Additional experimental details are
provided in Example 2.

[0030] FIG. 11 provides the ROC plots for CA125 obtained
with samples from patients over the age of 55 (A) and with all
patient samples. Additional experimental details are provided
in Example 2.

[0031] FIG. 12 provides the ROC plot for KLK-6 obtained
with all patient samples. Additional experimental details are
provided in Example 2.

[0032] FIG. 13 provides the ROC plot for Muc-1 (MU)
obtained with all patient samples. Additional experimental
details are provided in Example 2.

[0033] FIG. 14 provides the ROC plot for MMP-7 (MM)
obtained with all patient samples. Additional experimental
details are provided in Example 2.

DETAILED DESCRIPTION OF THE INVENTION

[0034] The present invention provides screening methods
and compositions for identifying patients with ovarian can-
cer. The screening methods generally comprise detecting the
expression of a plurality of biomarkers in a body sample,
particularly a blood sample, more particularly a serum
sample, from the patient. Overexpression of the biomarkers
used in the practice of the invention is indicative of an
increased likelihood of the presence of ovarian cancer. In
particular screening methods of the invention, a two-step
analysis is used to identify patients having an increased like-
lihood of having ovarian cancer. The first assay step is per-
formed to detect the expression of a first biomarker or panel of
biomarkers in a patient body sample. If the first biomarker or
panel of biomarkers is determined to be overexpressed in the
sample, a second assay step is performed to detect the expres-
sion of a second biomarker or panel of biomarkers. Overex-
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pression of the first and second biomarkers or panels of biom-
arkers is indicative of an increased likelihood that the patient
has ovarian cancer. In certain embodiments, antibodies are
used to detect biomarker protein expression. In other aspects
of the invention, when the expression of a panel of biomarkers
is detected. overexpression of only a subset of the biomarkers
analyzed may be sufficient to be indicative of an increased
likelihood of the patient having ovarian cancer.

[0035] Although the invention is not limited to a particular
mechanism, the first assay step is generally designed to enrich
the true-positive patient population (i.e., on a percentage
basis) by eliminating a large number of true negatives from
further testing. The first assay step may employ a higher
sensitivity and negative predictive value (NPV) in order to
achieve the desired enrichment of the true-positive patient
population. The second assay step is typically intended to rule
out those patients in the enriched population that do not
presently have ovarian cancer, that is, to eliminate additional
true negatives from the enriched population. The second
assay step may employ a higher specificity and positive pre-
dictive value (PPV), while maintaining a reasonable sensitiv-
ity, to further eliminate true negatives from the enriched
population of true-positive patients. A schematic representa-
tion of the two-step screening test and the results that can be
obtained with this method is provided in FIG. 1.

[0036] One of skill in the art will recognize that these assay
steps may be performed as a single screening test encompass-
ing both assay steps or as two distinct tests, wherein each test
encompasses one of the assay steps. A single biomarker or
panel of biomarkers may be used in each assay step to achieve
the desired values for sensitivity, specificity, NPV, and PPV.
Algorithms may be developed to select particular biomarkers
or combinations of biomarkers to achieve the desired sensi-
tivity, specificity, NPV, and PPV for each assay step and the
combined screening test comprising both assay steps.

[0037] Inadditionto the two-step analysis described herein
above, a screening method for identifying patients with an
increased likelihood of having ovarian cancer comprises pet-
forming a “single-step” or “one-step” screening method or
assay in which the expression of a plurality of biomarkers that
are selectively overexpressed in ovarian cancer is assessed in
a patient body sample. Overexpression of at least one biom-
arker(s) is indicative of an increased likelihood of the patient
having ovarian cancer. In particular aspects of the invention,
the single or one-step screening method comprises detecting
expression of a plurality of biomarkers, including, for
example, HE4, CA 125, glycodelin, MMP-7, Muc-1, PAI-1,
CTHRCI, inhibin A, PLAU-R, prolactin, KLK-10, KLK-6,
SLPI, and alpha-1 anti-trypsin, in a body sample, wherein
overexpression of at least one, particularly two, more particu-
larly three, of the biomarkers is indicative of an increased
likelihood of having ovarian cancer. In particular embodi-
ments of the single-step screening method of the invention,
expression of glycodelin, HE4, and CA125 is assessed and
overexpression of at least one, two, or three of the biomarkers
is indicative of an increased likelihood of having ovarian
cancer. See, for example, Table 54 and Experimental
Example 4. One of skill in the art will appreciate that in
contrast to the two-step screening method described above,
the single-step screening assay does not require performing a
first assay step to detect overexpression of a particular biom-
arker or panel of biomarkers followed by a second assay step
to assess if a second biomarker or panel of biomarkers is also
overexpressed in order to identify a patient with an increased
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likelihood of having ovarian cancer. As such, a first assay step
to enrich the population for “true-positive” patients and a
second assay step to rule out those patients from the enriched
population that do not actually have ovarian cancer (“false
positives”) is not required in the single-step screening method
described herein.

[0038] The level of expression of a particular biomarker
that is sufficient to constitute “overexpression” will vary
depending on the specific biomarker used. In particular
embodiments of the invention, a “threshold level” of expres-
sion is established for a particular biomarker, wherein expres-
sion levels above this value are deemed overexpression. A
variety of statistical and mathematical methods for establish-
ing the threshold level of expression are known in the art. A
threshold expression level for a particular biomarker may be
selected, for example, based on data from Receiver Operating
Characteristic (ROC) plots, as described in Examples 2 and 3,
or on compilations of data from normal patient samples (i.e.,
a normal patient population). For example, the threshold
expression level may be established at the mean expression
level plus two times the standard deviation, based on analysis
of samples from normal patients not afflicted with ovarian
cancer. One of skill in the art will appreciate that these thresh-
old expression levels can be varied, for example, by moving
along the ROC plot for a particular biomarker, to obtain
different values for sensitivity, specificity, positive predictive
value (PPV), and negative predictive value (NPV), thereby
affecting overall assay performance.

[0039] A patient that is identified as having an increased
likelihood of having ovarian cancer in accordance with the
disclosed methods may be subjected to further diagnostic
testing to definitively determine if the patient has ovarian
cancer. “Further diagnostic testing” includes but is not limited
to pelvic examination, transvaginal ultrasound, CT scan,
MRYI, laparotomy, laparoscopy, and biopsy. Such diagnostic
methods are well known in the art. Moreover, patients clas-
sified as having an increased likelihood of having ovarian
cancer that are determined by further diagnostic testing not to
currently have ovarian cancer may be closely monitored on a
regular basis for the development of ovarian cancer. Monitor-
ing of such patients may include but is not limited to periodic
pelvic examination, transvaginal ultrasound, CT scan, and
MRI. A physician of ordinary skill in the art will appreciate
appropriate techniques for monitoring patients for the devel-
opment of ovarian cancer. By identifying and monitoring
patients having an increased likelihood of having ovarian
cancer, the screening methods of the invention may permit the
detection of ovarian cancer at an earlier stage of the disease,
particularly Stage 1 or Stage 2, when prognosis and disease
outcome are greatly improved.

[0040] In particular embodiments, antibodies are used to
detect biomarker expression at the protein level. In other
aspects of the invention, biomarker expression is detected at
the nucleic acid level. Kits for practicing the screening meth-
ods of the invention, including the two-step screening
method, are further provided.

[0041] By “ovarian cancer” is intended those conditions
classified by post-exploratory laparotomy as premalignant
pathology, malignant pathology, and cancer (FIGO Stages
1-4). Staging and classification of ovarian cancer are
described in detail above. “Early-stage ovarian cancer” refers
to those disease states classified as Stage 1 or Stage 2 carci-
noma. Farly detection of ovarian cancer significantly
increases S-year survival rates. The term “screening method”
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refers to strategies to identify patients that have an increased
likelihood of having ovarian cancer so that such patients can
be selected for more aggressive diagnostic methods to defini-
tively determine if the patients have ovarian cancer. The
“screening methods™ or “diagnostic screening methods” of
the invention are generally not intended to definitively diag-
nose a patient as having or not having ovarian cancer. Rather,
such methods are intended to identify women having an
increased likelihood of having ovarian cancer so that these
women may be definitively diagnosed using other methods
(e.g., pelvic examination, transvaginal ultrasound, CT scan,
MRYI, laparotomy, laparoscopy, and biopsy of tissue samples).
Regimens may also be instituted for monitoring patients iden-
tified as having an increased likelihood of having ovarian
cancer by the present methods but that are determined not to
currently have the disease.

[0042] The screening methods of the invention may be
performed on a case-by-case basis or as a periodic routine
screening test for the general female population. In some
embodiments, the screening methods for identifying patients
with an increased likelihood of having ovarian cancer may be
viewed as comparable to Pap smears for the identification of
patients having an increased likelthood of having cervical
cancer. As used herein, “identifying patients with an
increased likelihood of having ovarian cancer” is intended
methods for detecting those females that are more likely to
have ovarian cancer. An “increased likelihood of having ova-
rian cancer” is intended to mean that patients who are deter-
mined in accordance with the present methods to exhibit
overexpression of particular biomarkers are more likely to
have ovarian cancer than those patients who do not.

[0043] “Diagnosing ovarian cancer” is intended to include,
for example, diagnosing or detecting the presence of ovarian
cancer, monitoring the progression of the disease, and iden-
tifying or detecting cells or samples that are indicative of
ovarian cancer. The terms diagnosing, detecting, and identi-
fying ovarian cancer are used interchangeably herein. Defini-
tive diagnosis of ovarian cancer will generally comprise per-
forming a biopsy on a tissue sample from the patient.

[0044] The methods of the present invention permit supe-
rior assessment of the likelihood of having ovarian cancer
when compared with proposed screening methods currently
known in the art (e.g., measurement of CA125 levels). As
used herein, “specificity” refers to the level at which a method
of the invention can accurately identify samples that have
been confirmed as nonmalignant by exploratory laparotomy
(i.e., true negatives). That is, specificity is the proportion of
disease negatives that are test-negative. In a clinical study,
specificity is calculated by dividing the number of true nega-
tives by the sum of true negatives and false positives. By
“sensitivity” is intended the level at which a method of the
invention can accurately identify samples that have been lap-
arotomy-confirmed as positive for ovarian cancer (i.e., true
positives). Thus, sensitivity is the proportion of disease posi-
tives that are test-positive. Sensitivity is calculated in a clini-
cal study by dividing the number of true positives by the sum
of true positives and false negatives. The sensitivity of the
disclosed methods for the detection of ovarian cancer is at
least about 70%, particularly at least about 80%, more par-
ticularly at least about 90, 91, 92, 93, 94, 95, 96, 97, 98, 99%
or more. Furthermore, the specificity of the present methods
is at least about 70%, particularly at least about 80%, most
particularly at least about 90, 91, 92, 93, 94, 95, 96, 97, 98,
99% or more.
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[0045] The term “positive predictive value” or “PPV”
refers to the percentage of patients with a positive test result
in the methods of the invention who actually have ovarian
cancer. PPV is calculated in a clinical study by dividing the
number of true positives by the sum of true positives and false
positives. PPV is highly dependent upon the prevalence rates
for a particular disease or condition and will shift dramati-
cally as a result of differences in disease prevalence. There-
fore, with low-prevalence diseases, such as ovarian cancer,
screening tests with a relatively low PPV still have significant
clinical utility. In contrast, a disease with high prevalence
rates would require a higher PPV to be clinically useful. See,
for example, Skates et al. (2004) J. Clin. Oncol. 22:4059-
4066; Bast et al. (2005) Int. J. Gvnecol. Cancer 15:274-281,
Rosenetal. (2005) Gyn. Oncol. 99:267-277; and Pepe (2004)
The Statistical Evaluation of Medical Tests for Classification
and Prediction (Oxford University Press), all of which are
herein incorporated by reference in their entirety. The PPV
for the present methods of identifying patients with an
increased likelihood of having ovarian cancer is generally at
least about 7, 8, 9, 10, 15, 20, 25, 30% or more. In some
embodiments, the PPV of a method of the invention is at least
about 10%. A PPV of at least about 10% for a diagnostic
screening method is considered in the art to be of clinical
utility. See Skates et al., supra. The “negative predictive
value” or “NPV” of a test is the percentage of patients with a
negative test result who actually do not have ovarian cancer.
NPV is calculated in a clinical study by dividing the number
of true negatives by the sum of true negatives and false nega-
tives. The NPV for the present methods of identifying patients
with an increased likelihood of having ovarian cancer is gen-
erally at least about 80%, particularly at least about 90%,
more particularly at least about 91, 92, 93, 94, 95, 96, 97, 98,
99, 99.1, 99.2, 99.3, 99.4, 99.5, 99.6, 99.7, 99.8, 99.9% or
more. In some embodiments, the NPV of a method of the
invention for is at least about 99%. One of skill in the art will
appreciate that the PPV and NPV values for the methods of
the invention are based on a prevalence-adjusted population
and are reflective of the prevalence rates of ovarian cancer
within the U.S. female population.

[0046] A “biomarker” is any gene or protein whose level of
expression in a tissue or cell is altered compared to that of a
normal or healthy cell or tissue. Biomarkers of the invention
are selective for ovarian cancer. By “selectively overex-
pressed in ovarian cancer” is intended that the biomarker of
interest is overexpressed in ovarian cancer but is not overex-
pressed in conditions classified as nonmalignant, benign, and
other conditions that are not considered to be clinical disease.
Thus, detection of the biomarkers of the invention permits the
differentiation of samples indicative of an increased likeli-
hood of having ovarian cancer or the presence of ovarian
cancer from normal samples (i.e., samples from patients that
are ovarian-cancer free) and samples that are indicative of
nonmalignant and benign proliferation. Biomarkers of the
invention may be referred to herein interchangeably as “ova-

rian cancer biomarkers,” “markers,” or “ovarian cancer mark-
ers.”
[0047] The biomarkers of the invention include genes and

proteins. Such biomarkers include DNA comprising the
entire or partial sequence of the nucleic acid sequence encod-
ing the biomarker, or the complement of such a sequence. The
biomarker nucleic acids also include RNA comprising the
entire or partial sequence of any of the nucleic acid sequences
of interest. A biomarker protein is a protein encoded by or
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corresponding to a DNA biomarker of the invention. A biom-
arker protein comprises the entire or partial amino acid
sequence of any of the biomarker proteins or polypeptides.
Fragments and variants of biomarker genes and proteins are
also encompassed by the present invention. By “fragment” is
intended a portion of the polynucleotide or a portion of the
amino acid sequence and hence protein encoded thereby.
Polynucleotides that are fragments of a biomarker nucleotide
sequence generally comprise at least 10, 15, 20, 50, 75, 100,
150, 200, 250, 300, 350, 400, 450, 500, 550, 600, 650, 700,
800, 900, 1,000, 1,100, 1,200, 1,300, or 1,400 contiguous
nucleotides, or up to the number of nucleotides present in a
full-length biomarker polynucleotide disclosed herein. A
fragment of a biomarker polynucleotide will generally
encode at least 15, 23, 30, 50, 100, 150, 200, or 250 contigu-
ous amino acids, or up to the total number of amino acids
present in a full-length biomarker protein of the invention.
“Variant” is intended to mean substantially similar
sequences. Generally, variants of a particular biomarker of
the invention will have at least about 40%, 45%, 50%, 55%,
60%, 65%, 70%, 75%, 80%, 85%, 90%, 91%, 92%, 93%,
94%, 95%, 96%, 97%, 98%, 99% or more sequence identity
to that biomarker as determined by sequence alignment pro-
grams.

[0048] Thebiomarkers of the invention include any gene or
protein that is selectively overexpressed in ovarian cancet, as
defined herein above, and may comprise known biomarkers
as well as those presently unknown in the art. In particular
embodiments, biomarkers are secreted proteins or proteins
that are predicted to encode membranous proteins with trans-
membrane segments and extracellular domains. Biomarkers
of interest include HE4, CA125, glycodelin, MMP-7, Muc-1,
PAI-1, CTHRCI, inhibin, PLAU-R, prolactin, KI.K-10,
KLK-6, and SLPI, alpha-1 anti-trypsin (AAT), Imp-2,
FLJ10546, FLJ23499, MGCI13057, SPON1, S100Al,
SLC39A4, TACSTD2, MBG2, HETKL27 (MAL2), Cox-1,
protein kinase C-iota, cadherin-6, ADPRT, matriptase, folate
receptor, claudin 4, mesothelin, aquaporin 5, cofilin 1, gelso-
lin, clusterin, alpha tetranectin, vitronectin. pregnancy-asso-
ciated plasma protein-A (PAPP-A), and folistatin. Biomark-
ers of particular interest include but are not limited to HE4,
CA125, Glycodelin, MMP-7, Muc-1, PAI-1, CTHRCI,
inhibin, PLAU-R, prolactin, KLK-10, KLK-6, SLPI, and
alpha-1 anti-trypsin (AAT). Biomarkers of more particular
interest include HE4, glycodelin, MMP-7, SLPI, PLAU-R,
Muc-1, inhibin A, and PAI-1.

[0049] HE4 is a protein that was first observed in human
epididymis tissue, and the name “HE4” is an abbreviation of
“Human Epididymis Protein 4”. Subsequent studies have
shown that HE4 protein is also present in the female repro-
ductive tract and other epithelial tissues. The HE4 gene
resides on human chromosome 20q12-13.1, and the 20q12
chromosome region has been found to be frequently ampli-
fied in ovarian carcinomas. Studies have shown that HE4 is
expressed by ovarian carcinoma cells. The protein is N-gly-
cosylated and is secreted extracellularly. See, for example,
Drapin et al. (2005) Cancer Research 65(6): 2162-9; Hell-
strom et al. (2003) Cancer Research 63: 3695-3700; and
Bingle et al. (2002) Oncogene 21: 2768-2773.

[0050] CA-125 is a high molecular weight, cell surface
glycoprotein detected in the serum of a large proportion of
patients with ovarian epithelial cancer (OEC). However,
while the percentage is high (75-90%) in advanced stages of
this disease, it is only elevated in 50% of the patients with
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Stage 1 disease. Use of CA-125 as a marker for OEC is
problematic because the molecule is also expressed in a num-
ber of normal and pathological conditions including men-
struation, pregnancy, endometriosis, inflammatory diseases
and other types of cancer. Improved sensitivity and specificity
for OEC has been reported among post menopausal women.
See, for example, Bast et al. (1998) Int’l J Biological Markers
13:170-187; and Moss et al. (2005) J. Clin. Pathol. 58:308-
312.

[0051] Glycodelinis a member of the lipocalin superfamily
with several distinctive actions in cell recognition and differ-
entiation principally in the reproductive axis. Previously, this
glycoprotein has been named progesterone-associated
endometrial protein (PAEP) and placental protein 14 (PP-14).
The name change was in part initiated because glycodelin is
not synthesized by the endometrium or placenta. Glycodelin
has been purified from amniotic fluid as 28 kDa molecule in
SDS gels and reported to be synthesized by the normal ovary
and by malignant ovarian tumors. Its presence has been
reported in serum. See generally Seppala et al. (2002) Endo-
crine Reviews 23:401-430; Pala et al. (1997) J. Chromatog-
raphy B 704:25-34; Meerit Kamarainen et al. (1996) Amer. J
Pathology 148:1435-1443.

[0052] Proteins of the matrix metalloproteinase (MMP)
family are involved in the breakdown of extracellular matrix
in normal physiological processes, such as embryonic devel-
opment, reproduction, and tissue remodeling, as well as in
disease processes, such as arthritis and metastasis. Most
MMP’s are secreted as inactive proproteins which are acti-
vated when cleaved by extracellular proteinases. The enzyme
encoded by the MMP-7 (matrilysin) gene degrades pro-
teoglycans, fibronectin, elastin and casein and differs from
most MMP family members in that it lacks a conserved C-ter-
minal protein domain. The enzyme is involved in wound
healing, and studies in mice suggest that it regulates the
activity of defensins in intestinal mucosa. The MMP-7 gene is
part of a cluster of MMP genes which localize to chromosome
11922.3. MMP-7 is expressed in epithelial cells of normal
and diseased tissue. It is known to be expressed in tumors of
the breast, colon, and prostate, among others. It is abundant in
ovarian carcinoma cells, but not detectable by IHC in normal
ovarian epithelial tissue.

[0053] Muc-1 (mucinl, EMA, PEM, episialin) is a large
cell surface mucin glycoprotein expressed by most glandular
and ductal epithelial cells and some hematopoietic cell lin-
eages. Functionally, Muc-1 is believed be involved with cell
protection and lubrication, and may play a role in cell adhe-
sion, and/or cell signaling. The Muc-1 gene contains seven
exons and produces several different alternatively spliced
variants. The major expressed form of Muc-1 uses all seven
exons and is a type 1 transmembrane protein with a large
extracellular tandem repeat domain. The tandem repeat
domain is highly O-glycosylated and alterations in glycosy-
lation have been shown in epithelial cancer cells. Muc-1 has
been found to be elevated in many types of cancer, most
notably with advanced breast cancer. Standing alone as a
serum-based marker, it would have little specificity, but could
be utilized as a prognostic aid, in conjunction with other,
more specific markers.

[0054] PAI-1 (i.e., plasminogen activator inhibitor type 1)
is a serine or cysteine proteinase inhibitor. The PAI-1 mRNA
is 2876 bp in length, and the encoded protein is 402 amino
acids long. The calculated molecular weight is 42,769 Da,
whereas the affinity-purified protein is reported to be approxi-
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mately 50,000 Da, as determined by SDS gel electrophoresis.
PAI-1 plays a role in inhibiting extracellular matrix degrada-
tion by PLAU and is a putative unregulated c-Myc target
gene. PAI-1 also plays a key role in controlling coagulation
and tissue remodeling. PAI-1 limits the production of plasmin
and serves to keep fibrinolysis in check. Some physiological
functions involving the inhibition of plasmin by PAI-1
include ovulation, cell migration, and epithelial cell differen-
tiation. High PAI-1 levels in cancer indicates poor prognosis
for survival of many human cancers, including breast and
lung cancers. Pappot et al. Nov. 29, 2005) Lung Cancer [Epub
ahead of print]; Chazaud et al. (2002) American Journal of
Pathology 160:237-246.

[0055] Collagentriple helix repeat containing 1 (CTHRC1)
was identified in a screen for differentially expressed
sequences in balloon-injured versus normal arteries. In stud-
ies by Pyagay et al., CTHRC1 expression was not detectable
in normal arteries. However, on injury it was transiently
expressed by fibroblasts of the remodeling adventitia and by
smooth muscle cells of the neointima. It was also found in the
matrix of caleifying human atherosclerotic plaques.
CTHRCI is a secreted 28-kDa protein that is glycosylated
and highly conserved from lower chordates to mammals. A
short collagen motif with 12 Gly-X-Y repeats appears to be
responsible for trimerization of the protein and this renders
the molecule susceptible to cleavage by collagenase. Cthrel
mRNA expression levels are increased in response to trans-
forming growth factor-beta and bone morphogenetic protein-
4. Cell migration assays performed with CTHRC1-overex-
pressing fibroblasts and smooth muscle cells demonstrate that
increased CTHRC1 levels are associated with enhanced
migratory ability. Furthermore, CTHRC1 overexpression
caused a dramatic reduction in collagen type I mRNA and
protein levels. The data of Pyagay et al. indicate that the novel
molecule CTHRC1 is transiently expressed in the arterial
wall in response to injury where it may contribute to vascular
remodeling by limiting collagen matrix deposition and pro-
moting cell migration. Pyagay et al. (2005) Circ. Res. 96(2):
261-8.

[0056] Inhibins are protein hormones that belong to the
transforming growth factor f§ superfamily and are het-
erodimers consisting of o and § subunits joined by disulfide
bonds. The 2 forms of inhibins (i.e., A and B) differ in the type
of f subunit (i.e., fA or fB)linked to the ¢ subunit. In women
of reproductive age, inhibins are known to be secreted by
granulosa cells of the ovary and circulate in blood. Inhibins
vary in concentration through the menstrual cycle and during
pregnancy, and impact pituitary FSH production, gametoge-
nesis and gestational events. In post menopausal women
inhibins fall to very low levels. Recent publications indicate
that inhibins are diagnostic markers for ovarian cancer. See
for example Robertson et al. (2002)Mol. Cell Endocrinol.
191:97-103; El-Shalakany et al. (2004) J. Obstet. Gynaecol.
Res. 30: 155-161.

[0057] Plasminogen activator urokinase-receptor
(PLAU-R or UPAR) is a cell surface glycoprotein with a
molecular weight of approximately 60 kDa that is attached by
its carboxy-terminal end to the cell membrane by GPI link-
age. PLAU-R serves as a specific receptor for the serine
protease urokinase plasminogen activator (uPA) that is
involved in basement membrane/extracellular matrix remod-
eling in both normal and pathological processes. Soluble
PLAU-R, released from the cell surface, has been reported to
be at elevated concentrations in serum in several types of
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human cancer including colorectal, breast and ovarian cancer.
See for example Sieretal. (1998) Cancer Res. 58:1843-1849;
and Begum et al. (2004) Anticancer Research 24:1981-1986.

[0058] Prolactin is a 198-amino acid, 23 kDa protein hor-
mone secreted in significant quantities by the anterior pitu-
itary gland. In concert with estrogen, prolactin plays an
important role in the initiation of mammary gland growth and
in lactation. In addition, prolactin is thought to have a signifi-
cant role in cell growth and immune function. A recent report
using a commercially available ELISA kit reported that pro-
lactin levels in serum were significantly elevated in ovarian
cancer. See generally Mor et al. (2005) Proc. Natl Acad. Sci.
102: 7677-7682.

[0059] Kallikreins are a subgroup of serine proteases hav-
ing diverse physiological functions. They are clustered as a
group on chromosome 19g13. Growing evidence suggests
that many kallikreins are implicated in carcinogenesis and
some have potential as novel cancer and other disease biom-
arkers.

[0060] KLK-6 is one of the fifteen kallikrein subfamily
members located in a cluster on chromosome 19. The
encoded enzyme is regulated by steroid hormones. In tissue
culture, the enzyme has been found to generate amy-
loidogenic fragments from the amyloid precursor protein,
suggesting a potential for involvement in Alzheimer’s dis-
ease. KLK-6 has been verified as a secreted protein, and
found to be elevated in ovarian cancer patients. Thus, it has
been hypothesized to have value as a serological marker for
this disease.

[0061] Thehuman kallikrein 10 gene (KLK10, also known
as normal epithelial cell specific 1 gene (NES-1)) is amember
of the kallikrein gene family. The gene product is a secreted
serine protease whose concentration in various biological
fluids is known to be altered in some disease states. In par-
ticular, KL.K101s expressed in epithelial cells ofthe ovary and
this expression has been reported to be elevated in serum of
patients with ovarian cancer. Thus, KLK10 may serve as a
serum biomarker for ovarian cancer. See for example Liu-
Ying et al. (2003) Cancer Res. 63:807-811; Yousef and Dia-
mandis (2003) Thromb Haemost. 90:7-16.

[0062] Secretory Leukocyte Protease Inhibitor (SLPI) is a
protein that was first isolated in human parotid gland secre-
tions. Subsequent studies have shown that the SLPI protein is
also present in saliva and numerous mucosal surfaces such as
those of the lung, nasal passages, cervix, and seminal
vesicles.

[0063] SLPIis believed to act as a defense against chronic
lung ailments because it is a potent inhibitor of neutrophil
elastase, whose presence is heightened in chronic inflamma-
tory lung diseases and which can destroy many of the com-
ponents of lung tissue. SLPI also inhibits the release of his-
tamine from mast cells, so it is also active in the allergic
response. Protection of fetal membranes and cervical tissue is
also thought to be a function of SLPI.

[0064] The gene which encodes the SLPI protein has been
found to be up-regulated in ovarian cancer, and a significant
difference has been found between the elevated levels of SLPI
in the serum of patients with malignant ovarian cancer as
opposed to the levels found in patients with benign ovarian
cysts or normal patients. The SLPI protein has a mass of 12
kDa, is non-glycosylated, hydrophobic, and cationic. See
generally Hollander et al. (2003) Cancer Cell International
3:14; Helmig et al. (1995) Eur. J. Obstet. Gynecol. Reprod.
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Biol. 59(1):95-101; Hough et al. (2001) Cancer Research 61:
3869-3876; and Tsukishiro et al. (2005) Gyrecologic Oncol-
ogy 96: 516-519.

[0065] Alpha-1 anti-trypsin (AAT) is an acute phase pro-
tein synthesized by the liver and the principal serum inhibitor
of proteolytic enzymes such as trypsin, chymotrypsin, plas-
min and thrombin. In an inflammatory reaction the serum
concentration of AAT may be elevated as much as 3-4 fold.
The molecule exists as a number of genetic variants with a
monomer molecular weight of 40-50 kDa. The mean normal
serum concentration (mg/ml) has been reported to be 2.21+0.
35and 2.14+0.37. Interest in AAT as an ovarian cancer biom-
arker resulted from an in-house 2D gel electrophoresis/mass
spec. study that indicated that AAT was elevated in the serum
of ovarian cancer patients. See for example Song et al. (1994)
J. Affect. Disorders 30:283-288; Ledue et al. (1993) Clin.
Chim. Acta. 223:73-28.

[0066] Although the above biomarkers have been discussed
in detail, any biomarker whose overexpression is selective for
ovarian cancer can be used to practice the invention, including
biomarkers known in the art and those not yet identified. Such
biomarkers include genes and proteins that are, for example,
involved in defects in DNA replication/cell cycle control, cell
growth and proliferation, escape from apoptosis, angiogen-
esis or lymphogenesis, or the mechanisms of cancer cell
motility and invasion.

[0067] Of particular interest are biomarkers that are selec-
tively overexpressed in early-stage ovarian cancer. By “selec-
tively overexpressed in early-stage ovarian cancer” is
intended that the biomarker of interest is overexpressed in
stage 1 or stage 2 ovarian cancer states but is not overex-
pressed in normal samples or in conditions classified as non-
malignant, benign, and other conditions that are not consid-
ered to be clinical disease. One of skill in the art will
appreciate that early-stage ovarian cancer biomarkers include
those genes and proteins specific for ovarian cancer that are
initially overexpressed in stage 1 or stage 2 and whose over-
expression persists throughout the advanced stages of the
disease, as well as biomarkers that are only overexpressed in
stage 1 or stage 2 ovarian cancer. Detection of expression of
biomarkers that are selectively overexpressed in early-stage
ovarian cancer may permit the earlier detection and diagnosis
of ovarian cancer and, accordingly, improve patient progno-
sis.

[0068] Themethods ofthe invention comprise detecting the
expression of a plurality of biomarkers. As used herein, a
“plurality” of biomarkers refers t0 2, 3,4, 5,6,7,8,9,10 or
more biomarkers. In particular, when the two-step screening
method of the invention is used to identify patients having an
increased likelihood of having ovarian cancer, a plurality of
biomarkers may refer to the detection of at least one biomar-
ker during the first assay step and at least one additional
biomarker during the second assay step. One of skill in the art
will also recognize that a panel of biomarkers can be used to
identify patients with an increased likelihood of having ova-
rian cancer in accordance with the present methods. A panel
of biomarkers may comprise any number or combination of
biomarkers of interest. In some embodiments, a panel com-
prising a plurality of biomarkers selected from the group
consisting of HE4, CA125, Glycodelin, MMP-7, Muc-1,
PAI-1, CTHRCI, inhibin, PLAU-R, prolactin, KIL.K-10,
KLK-6, and SLPI, alpha-1 anti-trypsin (AAT). In other
embodiments, a panel of biomarkers selected from the subset
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of biomarkers comprising CA125, HE4, glycodelin, MMP-7,
SLPI, PLAU-R, Muc-1, inhibin A, and PAI-1 is provided.
[0069] Any female patient or patient population may be
assessed using the screening and diagnostic methods of the
invention. For example, the methods disclosed herein may be
performed on the general female patient population, as well
as on the narrower population of post-menopausal women.
The term “post-menopausal”is understood by those of skill in
the art. In particular embodiments, post-menopausal gener-
ally refers to, for example, women over the age of 55. In
particular embodiments, the screening methods are per-
formed routinely (e.g., annually, every two years, etc.) on the
general female population. Regular screening of patients may
begin, for example, at the onset of menses, at age 30, or at the
beginning of menopause. Screening of the high-risk patient
population, as defined herein below, will typically be per-
formed on a routine basis independent of patient age. Patients
who are both asymptomatic and symptomatic (i.e., displaying
characteristic symptoms of ovarian cancer, such as pelvic or
abdominal pain or swelling) can be assessed for an increased
likelihood of having ovarian using the screening and diagnos-
tic methods of the invention. Women that are at a low-risk of
developing ovarian and those that are considered high-risk
based on clinical and family history risk factors may also be
assessed using the present methods. Patients considered
“high-risk” based on such clinical and family history risk
factors include but are not limited to patients living with
breast cancer, colon cancer, or breast/ovarian syndrome,
women with a first-degree relative with ovarian cancer (e.g.,
mother, daughter, or sister), patients positive for at least one
breast cancer gene (BRCA 1 or 2), and women suffering from
HNPCC (i.e.. Hereditary non-polyposis colorectal cancer).

[0070] In one aspect of the invention, the target population
for the screening and diagnostic methods is the group of
asymptomatic patients classified as high-risk on the basis of,
for example, the above-referenced clinical and familial risk
factors. This high-risk, asymptomatic population represents
more than 8 million women in the U.S. It is recognized that
the methods, compositions, and kits of the invention will be of
particular utility to patients having an enhanced risk of devel-
oping ovarian cancers and to their physicians. Patients recog-
nized in the art as having an increased risk of developing
ovarian cancers include, for example, patients having a famil-
ial history of ovarian cancer and patients of advancing age
(i.e., typically women over 55 years of age).

[0071] A number of clinical conditions or characteristics
not directly related to ovarian cancer may exist in the patient
populations tested in accordance with the methods of the
invention, thereby interfering with the results of the screening
and diagnostic methods disclosed herein. Such clinical con-
ditions and characteristics are referred to herein as “interfer-
ing substances and pathologies” and include but are not lim-
ited to pregnancy (first trimester), breast cancer, chronic
hepatitis, colon cancer, oral contraceptive therapy, coronary
artery disease, deep vein thrombosis, diabetes, endometrio-
sis, hormone replacement therapy, menstruation, multiple
myeloma, ovarian cysts/polycystic disease, polymyalgia,
polymyositis, rectal cancer, rtheumatoid arthritis, systemic
lupus rythematosus (SLE), and warfarin treatment. Addi-
tional exemplary interfering pathologies include uterine con-
ditions (e.g., myomas, adenomyosis, and endometrial can-
cer), ovarian conditions (e.g., benign growths such as
functional cysts, theca-lutein cysts, pregnancy luteoma, scle-
rocystic ovaries, serous cystadenoma, mucinous cystad-
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enoma, cystic teratoma, fibroma, thecoma, and Brenner
tumor; neoplasms; and malignant conditions such as cystad-
enocarcinoma and adenocarcinoma), fallopian tube condi-
tions (e.g., tubo-ovarian abscess, hydrosaplinx, parovarian
cyst, ectopic pregnancy, and cancer of the fallopian tubes),
bowel conditions (e.g., distention with gas and/or feces,
diverticulitis, ileitis, appendicitis, and colon cancer), and
other miscellaneous conditions (e.g., distended bladder, pel-
vic kidney, urachal cyst, abdominal wall hematoma, abdomi-
nal wall abscess, and retroperitoneal neoplasms, such as lym-
phoma, sarcoma, and teratoma. In particular embodiments,
the biomarkers, threshold expression levels, and mathemati-
cal models used in the screening and diagnostic methods
described herein will be selected so as to minimize the effects
of interfering substances and pathologies on the performance
(i.e., the specificity, sensitivity, PPV, and NPV) of the claimed
methods.

[0072] By “body sample” is intended any sampling of cells,
tissues, or bodily fluids from a patient in which expression of
abiomarker can be detected. Examples of such body samples
include but are not limited to blood (e.g., whole blood, blood
serum, blood having platelets removed, etc.), lymph, ascitic
fluids, urine, gynecological fluids (e.g., ovarian, fallopian,
and uterine secretion, menses, etc.), biopsies, and fluids
obtained during laparoscopy. Body samples may be obtained
from a patient by a variety of techniques including, for
example, by venipuncture, by scraping or swabbing an area,
or by using a needle to aspirate bodily fluids or tissues. Meth-
ods for collecting various body samples are well known in the
art. In particular embodiments, the body sample comprises
blood or serum. The present inventors have recognized that
the methods for the collection and storage of blood samples,
more particularly serum samples, affect the performance of
the methods disclosed herein. Several studies indicate that
body sample, particularly serum sample, collection and stor-
age methods are critical to achieve acceptable assay perfor-
mance. See, for example, Diamandis (2004) J. Natl. Cancer
Institute 95:353-356 and Thavasu et al. (1992) J. Immunol.
Meth. 153:115-124. which is herein incorporated reference in
its entirety. An exemplary method for serum collection and
storage is provided in Example 1.

[0073] Any methods available in the art for the detection
biomarker expression can be used to practice the invention.
The expression of a biomarker of the invention can be
detected on a nucleic acid level or a protein level. In order to
determine overexpression, the body sample to be examined
may be compared with a corresponding body sample that
originates from a healthy person. That is, the “normal” level
of expression is the level of expression of the biomarker in a
body sample from a patient that is not afflicted with ovarian
cancer. Such a sample can be present in standardized form. In
some embodiments, determination of biomarker overexpres-
sion requires no comparison between the body sample and a
corresponding body sample that originates from a normal
person.

[0074] Any biomarker or combination of biomarkers of the
invention, as well as any known ovarian cancer biomarkers,
may be used in the methods, compositions, and kits of the
present invention. In general, it is preferable to use biomark-
ers for which the difference between the level of expression of
the biomarker in a body sample from a patient afflicted with
ovarian cancer and the level of expression of the same biom-
arker in a “normal” body sample (i.e., from an ovarian cancer
free patient) is as great as possible. Although this difference
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can be as small as the limit of detection of the method for
assessing expression of the biomarker, it is preferred that the
difference be at least greater than the standard error of the
assessment method, and optimally a difference of at least 2, 3,
4,5,6,7,8,9,10, 15, 20, 25-fold or greater than the level of
expression of the same biomarker in a normal body sample.
The “normal” level of expression of a biomarker of the inven-
tion may be determined by assessing expression of the biom-
arker in a body sample obtained from a non-ovarian cancer
afflicted patient. Alternatively, and particularly as further
information becomes available as a result of the routine per-
formance of the methods described herein, average values for
biomarker expression levels may be used.

[0075] As described above, in some aspects of the inven-
tion, a threshold level of expression of a particular biomarker,
above which the biomarker is considered to be overexpressed
in apatient sample, may be established. Methods for selecting
the threshold value include but are not limited to analysis of
the ROC plot for the biomarker or analysis of the biomarker
expression level for a normal patient population. Exemplary
threshold or “cutoff” values include (1) the mean expression
level plus two times the standard deviation, as determined
from a population of normal patient samples and (2) expres-
sion levels selected from the ROC curve that represent the
highest value of sensitivity plus specificity. The threshold
level of expression for a particular biomarker may be deter-
mined relative to the expression level in a normal patient
population. Persons of skill in the art will appreciate that other
methods for selecting appropriate threshold expression val-
ues can be used to practice the invention.

[0076] Methods for detecting biomarkers of the invention
comprise any methods that determine the quantity or the
presence of the biomarkers either at the nucleic acid or protein
level. Such methods are well known in the art and include but
are not limited to western blots, northern blots, southern blots,
ELISA, immunoprecipitation, immunofluorescence, flow
cytometry, immunocytochemistry, multiplex bead-based
immunoassays, nucleic acid hybridization techniques,
nucleic acid reverse transcription methods, and nucleic acid
amplification methods. In particular embodiments, overex-
pression of a biomarker is detected on a protein level using,
for example, antibodies that are directed against specific
biomarker proteins. These antibodies can be used in various
methods such as Western blot, ELISA, multiplex bead-based
immunoassay, immunoprecipitation, or immunocytochemis-
try techniques. The multiplex bead-based assays used to prac-
tice the present invention include but are not limited to the
Luminex technology described in U.S. Pat. Nos. 6,599,331,
6,592,822, and 6,268,222, all of which are herein incorpo-
rated by reference in their entirety. In particular embodi-
ments, the Luminex LabMAP® system is utilized, as
described in International Publication No. WO 2005/016126,
which is herein incorporated by reference it its entirety.

[0077] In some embodiments of the invention, antibodies
specific for biomarker proteins are utilized to detect the
expression of a plurality of biomarker proteins in a body
sample in order to identify patients with an increased likeli-
hood of having ovarian cancer. The method comprises obtain-
ing a body sample from a patient, particularly a serum sample,
contacting the body sample with antibodies directed to a
plurality of biomarkers that are selectively overexpressed in
ovarian cancer, and detecting antibody binding to determine
if the biomarkers are overexpressed in the patient sample. In
the screening methods of the invention, overexpression of the
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biomarkers is indicative of an increased likelihood of having
ovarian cancer. Patients classified by the present screening
methods as having an increased likelihood of having ovarian
cancer are subjected to further diagnostic testing to detect the
presence of ovarian cancer. Female patients identified by the
present screening methods for ovarian cancer that are deter-
mined to not be currently suffering from ovarian cancer are
regularly monitored in order to potentially detect ovarian
cancer at an earlier stage.

[0078] As described above, in particular aspects of the
invention, the screening methods for identifying patients with
an increased likelihood of having ovarian cancer may com-
prise a two-step analysis. That is, the method comprises pet-
forming a first assay step comprising detecting the expression
of a first biomarker or a first panel of biomarkers in a body
sample and determining if the first biomarker or panel of
biomarkers is overexpressed. If a positive result is obtained in
the first assay step (i.e., the first biomarker or panel of biom-
arkers is overexpressed in the body sample), the method
further comprises performing a second assay step comprising
detecting the expression of a second biomarker or a second
panel of biomarkers and determining if the second biomarker
or panel of biomarkers is overexpressed. Overexpression of
both the first and second biomarkers or panels of biomarkers
(i.e., a positive result in both assay steps) is indicative of an
increased likelihood of having ovarian cancer. In particular
embodiments, detection of expression of the biomarkers in
the first and second assay steps is performed at the protein
level and comprises contacting the body sample, more par-
ticularly a serum sample, with antibodies specific for the
particular biomarkers of interest and detecting antibody bind-
ing. In certain methods, biomarker protein expression is
detected using an ELISA or multiplex bead-based immunoas-
say format.

[0079] In the “two-step” screening methods of the inven-
tion, the biomarker or panel of biomarkers used in the first
step may be employed to maximize sensitivity and NPV. That
is, the first screening step may be designed to maximize the
number of true negatives classified as negative by the methods
of the invention, thereby eliminating a significant percentage
of true negatives from further analysis. Therefore, the patient
population classified as positive by the first assay step will be
enriched in true positive patients. The second screening step
in the two-step methods may be designed to maximize PPV
and specificity, while maintaining a reasonable sensitivity, in
order to identify women with the highest likelihood of having
ovarian cancer. Specificity, sensitivity, PPV, and NPV values
may be determined for each individual assay step in the
method, as described above. When a two-step screening
method is used, combined sensitivity, specificity, PPV, and
NPV values may determined for the method as a whole. In
particular embodiments, the two-step method for identifying
patients having an increased likelihood of having ovarian
cancer will have a combined sensitivity of at least 90%, a
combined specificity of at least 98%, a combined PPV of at
least 10%, and acombined NPV of at least 99.9%. One of skill
in the art will further appreciate that while two-step screening
methods have been described in detail, similar screening
methods comprising 3, 4, 5, or more assay steps are also
encompassed by the present invention. Such follow-on assay
steps may rule out other diseases, such as cardiovascular
conditions, from the presence of ovarian cancer.

[0080] In some embodiments of the invention, algorithms
or mathematical models may be applied to develop “test
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rules” for determining when a patient sample is “positive”
(i.e., indicative of an increased likelihood of having ovarian
cancer). For example, when expression of HE4, CA125,
PLAU-R, glycodelin, Muc-1, and PAI-1 is detected, the
screening test is considered positive if (1) any three of HE4,
CA 125, glycodelin, PAI-1, and PLAU-R are positive (i.e.,
overexpressed) or if (2) HE4 and CA1235 are both overex-
pressed; otherwise, the test is considered negative. In a further
example, the test is considered positive if (1) any three of
HE4, CA125, glycodelin, MMP-7, and PLAU-R are positive
(i.e., overexpressed) or if (2) HE4 is overexpressed and also
any one of CA125, glycodelin, MMP-7, or PLAU-R is posi-
tive; otherwise, the test is deemed negative. One of skill in the
art will appreciate that a variety of such test rules can be
developed and applied in the present methods for identifying
patients with an increased likelihood of having ovarian cancer
such as logistical regression. Other mathematical models that
can be applied are described in Zhou et al. (2002) Statistical
Methods in Diagnostic Medicine (Wiley, New York), which is
herein incorporated by reference in its entirety.

[0081] In other aspects of the invention, methods for diag-
nosing ovarian cancer in a patient comprise obtaining a body
sample from a patient, contacting the body sample with anti-
bodies directed to a plurality of biomarkers that are selec-
tively overexpressed in ovarian cancer, and detecting anti-
body binding to determine if the biomarkers are
overexpressed in the patient sample. In the diagnostic meth-
ods of the invention, overexpression of the biomarkers is
indicative of the presence of ovarian cancer.

[0082] Instill other embodiments of the invention, methods
for assessing the efficacy of a therapy for treating ovarian
cancer in a patient are provided. Such methods typically
comprise comparing the level of expression of a plurality of
biomarkers of the invention in a first patient body sample
procured prior to the initiation of therapy with that from a
second sample obtained following administration of at least a
portion of the therapy. A significantly lower level of expres-
sion of the biomarkers in the second patient sample relative to
that of the first sample obtained prior to the initiation of the
therapy is a positive indication of the efficacy of the therapy
for treating ovarian cancer in the patient, whereas a signifi-
cantly higher level of expression of the biomarkers in the
second sample is a negative indication of the efficacy of the
therapy. As used herein, a “positive indication of the efficacy
of the therapy” means that the therapy is producing beneficial
results in the treatment of ovarian cancer (e.g., tumor regres-
sion, etc.). A “negative indication of the efficacy of the
therapy” is intended to mean that the therapy is not having
beneficial effects with respect to treatment of ovarian cancer.
A negative indication of the efficacy of the particular treat-
ment may be related to, for example, the dosage. At higher
dosages, the therapy may be efficacious.

[0083] One of skill in the art will recognize that in these
methods the term “therapy” includes any therapy for treating
ovarian cancer, including but not limited to chemotherapy,
radiation therapy, surgical removal of tumor tissue, gene
therapy, and biologic therapy. The methods of the invention
may be used to evaluate a patient before, during, and after
therapy to evaluate, for example, a reduction in tumor burden.
[0084] The invention additionally provides a monitoring
method for assessing the regression or progression of ovarian
cancer in a patient comprising detecting in a first patient
sample at a first time point the level of expression of a plu-
rality of biomarkers of the invention, repeating this analysis
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with a second patient sample obtained at a later time point,
and comparing the level of expression ofthe biomarkers at the
two time points. A significantly higher level of expression of
the biomarkers in the patient body sample at the later time
point indicates that the ovarian cancer has progressed,
whereas a significantly lower level of expression is an indi-
cation that the ovarian cancer has regressed. As used herein,
“regression of ovarian cancer” is intended to mean that the
condition of the patient with respect to ovarian cancer has
improved, as characterized by, for example, decreased tumor
size. “Progression of ovarian cancer” means that the condi-
tion of the patient with respect to ovarian cancer has wors-
ened, as characterized by, for example, increased tumor size,
metastasis, etc. The meanings of the terms “regression” and
“progression” with respect to disease states will be under-
stood by those of skill in the art.

[0085] In certain aspects of the invention, biomarker
expression is detected at the protein level using antibodies.
The terms “antibody” and “antibodies” broadly encompass
naturally occurring forms of antibodies and recombinant anti-
bodies such as single-chain antibodies, chimeric and human-
ized antibodies and multi-specific antibodies as well as frag-
ments and derivatives of all of the foregoing, which fragments
and derivatives have at least an antigenic binding site. Anti-
body derivatives may comprise a protein or chemical moiety
conjugated to the antibody.

[0086] “Antibodies” and “immunoglobulins” (Igs) are gly-
coproteins having the same structural characteristics. While
antibodies exhibit binding specificity to an antigen, immuno-
globulins include both antibodies and other antibody-like
molecules that lack antigen specificity. Polypeptides of the
latter kind are, for example, produced at low levels by the
lymph system and at increased levels by myelomas.

[0087] The term “antibody” is used in the broadest sense
and covers fully assembled antibodies, antibody fragments
that can bind antigen (e.g., Fab', F'(ab),, Fv, single chain
antibodies, diabodies), and recombinant peptides comprising
the foregoing.

[0088] The term “monoclonal antibody” as used herein
refers to an antibody obtained from a population of substan-
tially homogeneous antibodies, i.e., the individual antibodies
comprising the population are identical except for possible
naturally-occurring mutations that may be present in minor
amounts.

[0089] “Antibody fragments” comprise a portion of an
intact antibody, preferably the antigen-binding or variable
region of the intact antibody. Examples of antibody fragments
include Fab, Fab', F(ab')2, and Fv fragments; diabodies; lin-
ear antibodies (Zapata et al. (1995) Protein Eng. 8(10):1057-
1062); single-chain antibody molecules; and multispecific
antibodies formed from antibody fragments. Papain digestion
of antibodies produces two identical antigen-binding frag-
ments, called “Fab” fragments, each with a single antigen-
binding site, and a residual “Fc¢” fragment, whose name
reflects its ability to crystallize 35 readily. Pepsin treatment
vields an F(ab')2 fragment that has two antigen-combining
sites and is still capable of cross-linking antigen.

[0090] “Fv” is the minimum antibody fragment that con-
tains a complete antigen recognition and binding site. In a
two-chain Fv species, this region consists of a dimer of one
heavy- and one light-chain variable domain in tight, non-
covalent association. In a single-chain Fv species, one heavy-
and one light-chain variable domain can be covalently linked
by flexible peptide linker such that the light and heavy chains
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can associate in a “dimeric” structure analogous to that in a
two-chain Fv species. It is in this configuration that the three
CDRs of each variable domain interact to define an antigen-
binding site on the surface of the V-V, dimer. Collectively,
the six CDRs confer antigen-binding specificity to the anti-
body. However, even a single variable domain (or half of an
Fv comprising only three CDRs specific for an antigen) has
the ability to recognize and bind antigen, although at a lower
affinity than the entire binding site.

[0091] TheFab fragment also contains the constant domain
of the light chain and the first constant domain (CHI) of the
heavy chain. Fab fragments differ from Fab' fragments by the
addition of a few residues at the carboxy terminus of the
heavy-chain C,1 domain including one or more cysteines
from the antibody hinge region. Fab'-SH is the designation
herein for Fab' in which the cysteine residue(s) of the constant
domains bear a free thiol group. F(ab")2 antibody fragments
originally were produced as pairs of Fab' fragments that have
hinge cysteines between them.

[0092] Polyclonal antibodies can be prepared by immuniz-
ing a suitable subject (e.g., rabbit, goat, mouse, or other
mammal) with a biomarker protein immunogen. The anti-
body titer in the immunized subject can be monitored over
time by standard techniques, such as with an enzyme linked
immunosorbent assay (ELISA) using immobilized biomar-
ker protein. At an appropriate time after immunization, e.g.,
when the antibody titers are highest, antibody-producing
cells can be obtained from the subject and used to prepare
monoclonal antibodies by standard techniques, such as the
hybridoma technique originally described by Kohler and Mil-
stein (1975) Nature 256:495-497, the human B cell hybri-
doma technique (Kozbor et al. (1983) Immunol. Today 4:72),
the EBV-hybridoma technique (Cole et al. (1985) in Mono-
clonal Antibodies and Cancer Therapy, ed. Reisfeld and Sell
(Alan R. Liss, Inc., New York, N.Y.), pp. 77-96) or trioma
techniques. The technology for producing hybridomas is well
known (see generally Coligan et al., eds. (1994) Current
Protocols in Immunology (John Wiley & Sons, Inc., New
York, N.Y.); Galfre et al. (1977) Nature 266:550-52; Kenneth
(1980) in Monoclonal Antibodies: A New Dimension In Bio-
logical Analyses (Plenum Publishing Corp., NY); and Lerner
(1981) Yale J. Biol. Med., 54:387-402).

[0093] Alternative to preparing monoclonal antibody-se-
creting hybridomas, a monoclonal antibody can be identified
and isolated by screening a recombinant combinatorial
immunoglobulin library (e.g., an antibody phage display
library) with a biomarker protein to thereby isolate immuno-
globulin library members that bind the biomarker protein.
Kits for generating and screening phage display libraries are
commercially available (e.g., the Pharmacia Recombinant
Phage Antibody System, Catalog No. 27-9400-01; and the
Stratagene SurfZAP O Phage Display Kit, Catalog No.
240612). Additionally, examples of methods and reagents
particularly amenable for use in generating and screening
antibody display library can be found in, for example, U.S.
Pat. No. 5,223,409; PCT Publication Nos. WO 92/18619;
WO 91/17271; WO 92/20791; WO 92/15679; 93/01288; WO
92/01047; 92/09690; and 90/02809; Fuchs et al. (1991) Bio/
Technology 9:1370-1372; Hay et al. (1992) Hum. Antibod
Hybridomas 3:81-85; Huse et al. (1989) Science 246:1275-
1281, Griffiths et al. (1993) EMBO J. 12:725-734.

[0094] The compositions of the invention further comprise
monoclonal antibodies and variants and fragments thereof
that specifically bind to biomarker proteins of interest. The
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monoclonal antibodies may be labeled with a detectable sub-
stance as described below to facilitate biomarker protein
detection in the sample. Such antibodies find use in practicing
the methods of the invention. Monoclonal antibodies having
the binding characteristics of the antibodies disclosed herein
are also encompassed by the present invention. Compositions
further comprise antigen-binding variants and fragments of
the monoclonal antibodies, hybridoma cell lines producing
these antibodies, and isolated nucleic acid molecules encod-
ing the amino acid sequences of these monoclonal antibodies.

[0095] Antibodies having the binding characteristics of a
monoclonal antibody of the invention are also provided.
“Binding characteristics” or “binding specificity” when used
in reference to an antibody means that the antibody recog-
nizes the same or similar antigenic epitope as a comparison
antibody. Examples of such antibodies include, for example,
an antibody that competes with a monoclonal antibody of the
invention ina competitive binding assay. One of skill in the art
could determine whether an antibody competitively inter-
feres with another antibody using standard methods.

[0096] By “epitope” is intended the part of an antigenic
molecule to which an antibody is produced and to which the
antibody will bind. Epitopes can comprise linear amino acid
residues (i.e., residues within the epitope are arranged
sequentially one after another in a linear fashion), nonlinear
amino acid residues (referred to herein as “nonlinear
epitopes”; these epitopes are not arranged sequentially), or
both linear and nonlinear amino acid residues. Typically
epitopes are short amino acid sequences, e.g. about five
amino acids in length. Systematic techniques for identifying
epitopes are known in the art and are described, for example,
in U.S. Pat. No. 4,708,871. Briefly, a set of overlapping oli-
gopeptides derived from the antigen may be synthesized and
bound to a solid phase array of pins, with a unique oligopep-
tide on each pin. The array of pins may comprise a 96-well
microtiter plate, permitting one to assay all 96 oligopeptides
simultaneously, e.g., for binding to a biomarker-specific
monoclonal antibody. Alternatively, phage display peptide
library kits (New England BioLabs) are currently commer-
cially available for epitope mapping. Using these methods,
the binding affinity for every possible subset of consecutive
amino acids may be determined in order to identify the
epitope that a given antibody binds. Epitopes may also be
identified by inference when epitope length peptide
sequences are used to immunize animals from which antibod-
ies are obtained. Epitopes may also be defined by carbohy-
drate side chains present as either N-linked or O-linked oli-
gosaccharides present on glycoproteins.

[0097] Antigen-binding fragments and variants of the
monoclonal antibodies disclosed herein are further provided.
Such variants will retain the desired binding properties of the
parent antibody. Methods for making antibody fragments and
variants are generally available in the art. For example, amino
acid sequence variants of a monoclonal antibody described
herein, can be prepared by mutations in the cloned DNA
sequence encoding the antibody of interest. Methods for
mutagenesis and nucleotide sequence alterations are well
known in the art. See, for example, Walker and Gaastra, eds.
(1983) Techniques in Molecular Biology (MacMillan Pub-
lishing Company, New York); Kunkel (1985) Proc. Natl.
Acad. Sci. USA 82:488-492; Kunkel et al. (1987) Methods
Enzymol. 154:367-382; Sambrook et al. (1989) Molecular
Cloning: A Laboratory Manual (Cold Spring Harbor, N.Y.);
U.S. Pat. No. 4,873,192; and the references cited therein;
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herein incorporated by reference. Guidance as to appropriate
amino acid substitutions that do not affect biological activity
of the polypeptide of interest may be found in the model of
Dayhoff et al. (1978) in Atlas of Protein Sequence and Struc-
ture (Natl. Biomed. Res. Found., Washington, D.C.), herein
incorporated by reference. Conservative substitutions, such
as exchanging one amino acid with another having similar
properties, may be preferred. Examples of conservative sub-
stitutions include, but are not limited to, Gly<Ala, Valrller-
Leu, Asp>Glu, LysrArg, Asn¢Gln, and Phe<Trp<=Tyr.
[0098] Inconstructing variants of the antibody polypeptide
of interest, modifications are made such that variants continue
to possess the desired activity, i.e., similar binding affinity to
the biomarker. Obviously, any mutations made in the DNA
encoding the variant polypeptide must not place the sequence
out of reading frame and preferably will not create comple-
mentary regions that could produce secondary mRNA struc-
ture. See EP Patent Application Publication No. 75,444.
[0099] Preferably, variants of a reference biomarker anti-
body have amino acid sequences that have at least 70% or
75% sequence identity, preferably at least 80% or 85%
sequence identity, more preferably at least 90%, 91%, 92%,
93%, 94% or 95% sequence identity to the amino acid
sequence for the reference antibody molecule, or to a shorter
portion of the reference antibody molecule. More preferably,
the molecules share at least 96%, 97%, 98% or 99% sequence
identity. For purposes of the present invention, percent
sequence identity is determined using the Smith-Waterman
homology search algorithm using an affine gap search with a
gap open penalty of 12 and a gap extension penalty of 2,
BLOSUM matrix of 62. The Smith-Waterman homology
search algorithm is taught in Smith and Waterman (1981)
Adv. Appl. Math. 2:482-489. A variant may, for example,
differ from the reference antibody by as few as 1 to 15 amino
acid residues, as few as 1 to 10 amino acid residues, such as
6-10, as few as 5, as few as 4, 3, 2, or even 1 amino acid
residue.

[0100] Withrespect to optimal alignment of two amino acid
sequences, the contiguous segment of the variant amino acid
sequence may have additional amino acid residues or deleted
amino acid residues with respect to the reference amino acid
sequence. The contiguous segment used for comparison to
the reference amino acid sequence will include at least 20
contiguous amino acid residues, and may be 30, 40, 50, or
more amino acid residues. Corrections for sequence identity
associated with conservative residue substitutions or gaps can
be made (see Smith-Waterman homology search algorithm).
[0101] One of skill in the art will recognize that optimiza-
tion of reagents and conditions, for example, antibody titer
and parameters for detection of antigen-antibody binding, is
needed to maximize the signal to noise ratio for a particular
antibody. Antibody concentrations that maximize specific
binding to the biomarkers of the invention and minimize
non-specific binding (or “background”) will be determined.
In particular embodiments, appropriate antibody titers are
determined by initially testing various antibody dilutions on
patient serum samples. The design of assays to optimize
antibody titer and detection conditions is standard and well
within the routine capabilities of those of ordinary skill in the
art. Some antibodies require additional optimization to
reduce background and/or to increase specificity and sensi-
tivity.

[0102] Furthermore, one of skill in the art will recognize
that the concentration of a particular antibody used to practice
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the methods of the invention will vary depending on such
factors as time for binding, level of specificity of the antibody
for the biomarker protein, and method of body sample prepa-
ration. Moreover, when multiple antibodies are used in a
single sample, the required concentration may be affected by
the order in which the antibodies are applied to the sample,
i.e., simultaneously as a cocktail or sequentially as individual
antibody reagents. Furthermore, the detection chemistry used
to visualize antibody binding to a biomarker of interest must
also be optimized to produce the desired signal to noise ratio.
[0103] Detection of antibody binding can be facilitated by
coupling the antibody to a detectable substance. Examples of
detectable substances include various enzymes, prosthetic
groups, fluorescent materials, luminescent materials, biolu-
minescent materials, and radioactive materials. Examples of
suitable enzymes include horseradish peroxidase, alkaline
phosphatase, [-galactosidase, or acetylcholinesterase;
examples of suitable prosthetic group complexes include
streptavidin/biotin and avidin/biotin; examples of suitable
fluorescent materials include umbelliferone, fluorescein,
fluorescein isothiocyanate, rhodamine, dichlorotriaziny-
lamine fluorescein, dansyl chloride or phycoerythrin; an
example of a luminescent material includes luminol;
examples of bioluminescent materials include luciferase,
luciferin, and aequorin; and examples of suitable radioactive
material include *2°1, 1311, *S, or *H.

[0104] The antibodies used to practice the invention are
selected to have high specificity for the biomarker proteins of
interest. Methods for making antibodies and for selecting
appropriate antibodies are known in the art. See, for example,
Celis, ed. (in press) Cell Biology & Laboratory Handbook,
3rd edition (Academic Press, New York), which is herein
incorporated in its entirety by reference. In some embodi-
ments, commercial antibodies directed to specific biomarker
proteins may be used to practice the invention. The antibodies
of the invention may be selected on the basis of desirable
staining of cytological, rather than histological, samples. That
is, in particular embodiments the antibodies are selected with
the end sample type (i.e., serum samples) in mind and for
binding specificity.

[0105] In other embodiments, the expression of a biomar-
ker of interest is detected at the nucleic acid level. Nucleic
acid-based techniques for assessing expression are well
known in the art and include, for example, determining the
level of biomarker mRNA ina body sample. Many expression
detection methods use isolated RNA. Any RNA isolation
technique that does not select against the isolation of mRNA
can be utilized for the purification of RNA from serum
samples (see, e.g., Ausubel et al., ed., (1987-1999) Current
Protocols in Molecular Biology (John Wiley & Sons, New
York). Additionally, large numbers of blood, serum, or tissue
samples can readily be processed using techniques well
known to those of skill in the art, such as, for example, the
single-step RNA isolation process of Chomezynski (1989,
U.S. Pat. No. 4,843,155).

[0106] The term “probe” refers to any molecule that is
capable of selectively binding to a specifically intended target
biomolecule, for example, a nucleotide transcript or a protein
encoded by or corresponding to a biomarker. Probes can be
synthesized by one of skill in the art, or derived from appro-
priate biological preparations. Probes may be specifically
designed to be labeled. Examples of molecules that can be
utilized as probes include, but are not limited to, RNA, DNA,
proteins, antibodies, and organic molecules.
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[0107] TIsolated mRNA can be used in hybridization or
amplification assays that include, but are not limited to,
Southern or Northern analyses, polymerase chain reaction
analyses and probe arrays. One method for the detection of
mRNA levels involves contacting the isolated mRNA with a
nucleic acid molecule (probe) that can hybridize to the
mRNA encoded by the gene being detected. The nucleic acid
probe can be, for example, a full-length cDNA, or a portion
thereof, such as an oligonucleotide of at least 7, 15, 30, 50,
100, 250 or 500 nucleotides in length and sufficient to spe-
cifically hybridize under stringent conditions to an mRNA or
genomic DNA encoding a biomarker of the present invention.
Hybridization of an mRNA with the probe indicates that the
biomarker in question is being expressed.

[0108] Inoneembodiment, the mRNA is immobilized on a
solid surface and contacted with a probe, for example by
running the isolated mRNA onan agarose gel and transferring
the mRNA from the gel to a membrane, such as nitrocellu-
lose. In an alternative embodiment, the probe(s) are immobi-
lized on a solid surface and the mRNA is contacted with the
probe(s), for example, in an Affymetrix gene chip array. A
skilled artisan can readily adapt known mRNA detection
methods for use in detecting the level of mRNA encoded by
the biomarkers of the present invention.

[0109] An alternative method for determining the level of
biomarker mRNA in a sample involves the process of nucleic
acid amplification, e.g., by RT-PCR (the experimental
embodiment set forth in Mullis, 1987, U.S. Pat. No. 4,683,
202), ligase chain reaction (Barany (1991) Proc. Natl. Acad.
Sci. USA 88:189-193), self sustained sequence replication
(Guatelli et al. (1990) Proc. Nail. Acad. Sci. US4 87:1874-
1878), transcriptional amplification system (Kwoh et al.
(1989) Proc. Natl. Acad. Sci. US4 86:1173-1177), Q-Beta
Replicase (Lizardi et al. (1988) Bio/Technology 6:1197), roll-
ing circle replication (Lizardi et al., U.S. Pat. No. 5,854,033)
or any other nucleic acid amplification method, followed by
the detection of the amplified molecules using techniques
well known to those of skill in the art. These detection
schemes are especially useful for the detection of nucleic acid
molecules if such molecules are present in very low numbers.
In particular aspects of the invention, biomarker expression is
assessed by quantitative fluorogenic RT-PCR (i.e., the Tag-
Man® System). Such methods typically utilize pairs of oli-
gonucleotide primers that are specific for the biomarker of
interest. Methods for designing oligonucleotide primers spe-
cific for a known sequence are well known in the art.

[0110] Biomarker expression levels of RNA may be moni-
tored using a membrane blot (such as used in hybridization
analysis such as Northern, Southern, dot, and the like), or
microwells, sample tubes, gels, beads or fibers (or any solid
support comprising bound nucleic acids). See U.S. Pat. Nos.
5,770.722, 5,874,219, 5,744,305, 5,677,195 and 5,445,934,
which are incorporated herein by reference. The detection of
biomarker expression may also comprise using nucleic acid
probes in solution.

[0111] In one embodiment of the invention, microarrays
are used to detect biomarker expression. Microarrays are
particularly well suited for this purpose because of the repro-
ducibility between different experiments. DNA microarrays
provide one method for the simultaneous measurement of the
expression levels of large numbers of genes. Each array con-
sists of a reproducible pattern of capture probes attached to a
solid support. Labeled RNA or DNA is hybridized to comple-
mentary probes on the array and then detected by laser scan-
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ning. Hybridization intensities for each probe on the array are
determined and converted to a quantitative value representing
relative gene expression levels. See, U.S. Pat. Nos. 6,040,138,
5,800,992 and 6,020,135, 6,033,860, and 6,344,316, which
are incorporated herein by reference. High-density oligo-
nucleotide arrays are particularly useful for determining the
gene expression profile for a large number of RNA’s in a
sample.

[0112] Techniques for the synthesis of these arrays using
mechanical synthesis methods are described in, e.g., U.S. Pat.
No. 5,384,261, incorporated herein by referencein its entirety
for all purposes. Although a planar array surface is preferred,
the array may be fabricated on a surface of virtually any shape
or even a multiplicity of surfaces. Arrays may be peptides or
nucleic acids on beads, gels, polymeric surfaces, fibers such
as fiber optics, glass or any other appropriate substrate, see
U.S. Pat. Nos. 5,770,358, 5,789,162, 5,708,153, 6,040,193
and 5.800,992, each of which is hereby incorporated in its
entirety for all purposes. Arrays may be packaged in such a
manner as to allow for diagnostics or other manipulation of an
all-inclusive device. See, for example, U.S. Pat. Nos. 5,856,
174 and 5,922,591 herein incorporated by reference.

[0113] In one approach, total mRNA isolated from the
sample is converted to labeled cRNA and then hybridized to
an oligonucleotide array. Each sample is hybridized to a sepa-
rate array. Relative transcript levels may be calculated by
reference to appropriate controls present on the array and in
the sample.

[0114] Kits for practicing the screening and diagnostic
methods of the invention are further provided. By “kit” is
intended any manufacture (e.g., a package or a container)
comprising at least one reagent, e.g., an antibody, a nucleic
acid probe, etc. for specifically detecting the expression of a
biomarker of the invention. The kit may be promoted, distrib-
uted, or sold as a unit for performing the methods of the
present invention. Additionally, the kits may contain a pack-
age insert describing the kit and methods for its use.

[0115] Inparticular embodiments, kits for use in screening
methods for identifying patients with an increased likelihood
of having ovarian cancer comprise a plurality of antibodies
directed to biomarker proteins of interest, particularly
wherein the biomarkers are selected from the group consist-
ing of HE4, CA 125, glycodelin, MMP-7, Muc-1, PAI-1,
CTHRC 1, inhibin A, PLAU-R, prolactin, KL.K-10, KLK-6,
SLPI, and alpha-1 anti-trypsin. Chemicals for the detection of
antibody binding to the biomarker may also be included in the
kit. Other reagents for detecting expression of biomarkers
using antibodies in an ELISA or multiplex bead-based immu-
noassay format may be further included in a kit of the inven-
tion. In other embodiments, kits for use in the screening
methods disclosed herein comprise nucleic acid probes for
the detection of expression of a plurality of biomarkers of
interest in a body sample, particularly wherein the biomarkers
are selected from the group consisting of HE4, CA125, gly-
codelin, MMP-7, Muc-1, PAI-1, CTHRC1, inhibin A, PL.AU-
R, prolactin, KLK-10, KLK-6, SLPI, and alpha-1 anti-
trypsin.

[0116] Incertain aspects of the invention, kits for perform-
ing the two-step screening method for identifying patients
having an increased likelihood of having ovarian cancer are
provided. Kits may be designed to perform the two-step
screening method as two separate tests. Such kits include
reagents for performing a single assay step (i.e., the first or
second assay step). In other embodiments, the kits comprise
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reagents so that the two-step method may be performed as a
single test (i.e., include reagents for both the first and second
assay steps). Further kits encompassed by the invention find
use in practicing the single-step screening method described
herein above. The kits may further comprise descriptions of
algorithms or mathematical models to be applied with the
one-step or two-step screening methods, as well as automated
platforms that implement the algorithms/mathematical mod-
els with little or no human intervention. The kits may be
further provided such that each step in the two-step method is
performed in an automated, semi-automated, or manual fash-
ion.

[0117] Kits for diagnosing ovarian cancer are also pro-
vided. Such kits may include antibodies or nucleic acid
probes that are specific for detection of a plurality of biom-
arkers that are selectively overexpressed in ovarian cancer,
more particularly HE4, CA125, glycodelin, MMP-7, Muc-1,
PAI-1, CTHRCI, inhibin A, PLAU-R, prolactin, KL.K-10,
KLK-6, SLPI, and alpha-1 anti-trypsin.

[0118] Oneofskill in the art will further appreciate that any
or all steps in the screening and diagnostic methods of the
invention could be implemented by personnel or, alterna-
tively, performed in an automated fashion. That is, the meth-
ods can be performed in an automated, semi-automated, or
manual fashion. Furthermore, the methods disclosed herein
can also be combined with other methods known or later
developed to permit a more accurate identification of patients
having an increased likelihood of having ovarian cancer or a
more reliable diagnosis of ovarian cancer.

[0119] The article “a” and “an” are used herein to refer to
one or more than one (i.e., to at least one) of the grammatical
object of the article. By way of example, “an element” means
one or more element.

[0120] Throughout the specification the word “compris-
ing,” or variations such as “comprises” or “comprising,” will
be understood to imply the inclusion of a stated element,
integer or step, or group of elements, integers or steps, but not
the exclusion of any other element, integer or step, or group of
elements, integers or steps.

[0121] The following examples are offered by way of illus-
tration and not by way of limitation:
EXPERIMENTAL
Example 1

Exemplary Method for Collection of Blood, Process-
ing of Blood Into Serum, Serum Storage Conditions,
and Serum Shipping Conditions

Blood Collection

[0122] A sufficient quantity of blood was drawn by veni-
puncture into a Becton Dickinson Vacutainer red-topped col-
lection tubes containing no additive (catalog number
366430). The lot number of the blood collection tube was
recorded. Whole blood was not refrigerated or frozen. Pro-
cessing of the whole blood to serum began immediately after
collection of the blood.

Serum Preparation Procedure

[0123] Blood collection tubes were placed uprightina rack
and stored at room temperature. The blood was allowed to
clot for a minimum of 60 minutes and a maximum of 90
minutes from time of collection. Blood was thoroughly clot-
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ted before centrifugation. The time required for complete
clotting for each sample was recorded.

[0124] After blood was thoroughly clotted, the samples
were centrifuged at 1300xg for 10 minutes using either a
swing-head or fixed-angle centrifuge rotor. Tubes were care-
fully removed from the centrifuge to avoid disturbing the red
blood cells on the bottom.

[0125] The stopper was removed from each tube without
disturbing the cell pellet. The serum from each donor was
combined into a labeled tube using a disposable transfer
pipette without disturbing the cell layer or allowing any cells
into the pipette. If cells were disturbed during transfer, the
samples were re-centrifuged as described above.

[0126] Serum samples from each donor were mixed by
gently inverting the tube five times. One mL aliquots were
placed in labeled tubes and frozen at -20° C. to -80° C.
Serum was not stored at room temperature for more than two
hours orat 2-8° C. for more than eight hours prior to freezing.

Example 2
Ovarian Biomarker Selection Study
Individual Biomarker Analysis

[0127] Thepurpose of the biomarker selection study was to
evaluate the initial clinical utility of a set of fourteen candi-
date ovarian cancer biomarkers. The premise of the study was
to be able to identify and quantitate the amount of each
biomarker in a patient’s serum. Biomarker protein expression
in serum samples was detected using commercial or novel
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TABLE 1-continued

Candidate markers

KLK10 PLAU-R

CTHRC1 Inhibin

PAT-1 Prolactin

MUC1 Alpha-1 anti-trypsin

Target Population and Demographics of the Study

[0128] In evaluations of this type, it is essential that the
samples tested are representative of the target clinical popu-
lation and that normal controls are demographically matched.
A total of 900 patient serum samples were analyzed in this
study. 200 of the samples were from ovarian cancer patients in
various stages of the disease (i.e., the 200 samples were
evenly split among Stage 1, 2, 3 ovarian cancer samples). A
total of 500 normal sera were used in the study. 104 of the
normal serum samples were from post-menopausal women
(set as women over the age of 55 for the present study) to
establish the baseline levels of each biomarker and to calcu-
late the appropriate threshold cut-off values. The remaining
396 normal serum samples were evenly split between pre-
menopausal women under the age of 55 and post-menopausal
women over the age of 55. This distribution permitted the
investigation of any age or hormone-related patient distribu-
tions. The remaining 200 samples in the study were collected
from donors with various conditions/diseases, as described
herein above (i.e., “interfering conditions” or “interfering
pathologies™). The inclusion of these samples allowed for the
analysis of any interfering pathologies that may affect indi-
vidual biomarker performance. Summaries of the patient
populations analyzed and study demographics are provided
in Tables 2-4.

TABLE 2

Demogtaphics of sample cases in the study

Interfering Threshold
Characteristics Ovarjan Cancer Study Normals  Pathologies Normals
Total number of samples 200 396 200 104
Age at diagnosis (years)
Mean (std) 555(115) 553(9.7) 57.0(18.3)  63.0(6.9)
Range 19-81 40-84 20-97 41-80
Age group distribution
<=55 100 (50%) 201 (50.8%) 92 (46%) 2(1.9%)
>55 100 (50%)  195(49.2%) 108 (54%) 102 (98.1%)
Race, n
African-American 10 (5%) 3 (1%) 12 (6%) 0
Caucasian 183 (92%) 389 (99%) 185 (92.5%) 98 (100%)
Other 6 (3%) 1 (<1%) 3 (1.5%) 0
Missing 1 3 0 6
biomarker-specific antibodies in an ELISA format. Fourteen
target biomarkers were analyzed, as described below in Table TABLE 3
1:
Clinical Characteristics of Ovarian Cancer Patients in Study
TABLE ] Frequency Percent
Candidate markers Ovarian Cancer Stage, 200
HE4 CA125 ! 67 33.5%
SLPI Glycodelin 2 66 33%
KLK6 MMP7 3 67 33.5%
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TABLE 3-continued

Clinical Characteristics of Ovarian Cancer Patients in Study

Frequency Percent

Histological Classification, n 197

Clear Cell 10 5%
Endometrioid 39 19%
Serous 23 12%
Mucinous 36 18%
Adenocarcinoma 49 25%
Papillary 25 13%
Unclassified 13 7%
Stromal Sarcoma 2 1%

TABLE 4

Distribution of Interfering Substances/Pathologies

Category Number  Percent
Hormonal 1st trimester pregnancy 10 5.0
Contraceptive Pills 5 2.5
Hormone Replacement Therapy 9 4.5
Menstruation 9 4.5
Cancer Breast Cancer 27 13.5
Colon Cancer 15 75
Rectal Cancer 2 1.0
Multiple Myeloma 1 0.5
Vascular Coronary Artery Disease 9 4.5
Deep Vein Thrombosis 1 0.5
Warfarin Treatment 15 75
Metabolic Diabetes 10 5.0
Chronic Hepatitis 10 5.0
Gyn Endometriosis 25 12.5
Ovarian cysts/polycystic 10 5.0
Inflammatory ~ Polymyalgia 10 5.0
Polymyositis 3 1.5
Rheumatoid Arthritis 27 135
SLE 2 1.0

General Description of Automation and Validation Analysis
for the Study

[0129] Al1900 sera samples were processed in duplicate for
each of the 14 markers. An automated assay system with
barcode tracking was utilized in generating the marker selec-
tion data. The assays run in this marker selection study were
all completed using a Tecan Evo automated robotic liquid
handler. The use of this platform allowed all 900 samples to
be processed for each marker in a single experimental run
(one run per day). The precision of the automated platform
was verified before any study samples were processed.

[0130] All of the ELISA assays were processed for this
study using a buffered solution as the diluent for the standard
curve. This was done to standardize, as much as possible, the
protocols for each of the assays.

[0131] The normal sera used in this study were obtained
from community blood collection centers compliant with
local IRB customs, While these sera can be considered ‘nor-
mal’ it must be noted that these donors were not screened by
amedical professional to confirm their disease free or normal
status
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Detection of Expression of HE4 in Serum Samples (A Rep-
resentative Example)

Materials and Methods

[0132] A. Coating of Assay Plates:

[0133] ELISA 96-well plates were coated with 100 ul/well
of the primary antibody, anti-HE4 monoclonal 90.1 #6, at 2
pg/ml in PBS, then the plates were incubated at 4° C. over-
night. The next day, the plates were washed once with PBS,
then 250 pl/well of PBS-3% BSA was added to all wells, and
the plates were incubated for 2 hours at 30° C. The plates were
then emptied and dried in a vacuum oven for 2 hours at room
temperature. Then they were heat-sealed inside a mylar foil
bag along with a desiccant pack and stored at 4° C. until used
in an assay.

[0134] B. Assay Methods

[0135] The foil bags containing the assay plates were
warmed to room temperature immediately prior to use in the
assay. The serum samples were diluted 1:4 into PBS-1%
bovine Serum-0.05% Tween 20-1 mg/ml mouse I1gG. The
HE4 antigen protein was diluted to 100 ng/ml, then serially
diluted two-fold into PBS-1% Bovine Serum-0.05% Tween
20-1 mg/ml Mouse IgG, then all the individual standard curve
samples were further diluted 1:4 into the buffer so that they
would be diluted the same as the serum samples.

[0136] The diluted sera samples and standard curve
samples were added to the anti-HE4 coated assay plates in
100 pl/well volumes. Then the plates were incubated for 2
hours at 30° C. The plates were next washed 5x with 250
ul/well of PBS-0.05% Tween 20.

[0137] The secondary antibody, anti-HE4 monoclonal
71.1#1.13-HRP, was diluted 1:16,000 into PBS-1% bovine
1gG-0.05% Tween 20-1 mg/ml mouse IgG. The secondary
antibody solution was then added to the aspirated plates in
100 pl/well volumes. The plates were incubated for 1 hour at
30°C.

[0138] The plates were washed 5x with 250 pl/well of
PBS-0.05% Tween 20. The developing solution, TMB (3,3',
5,5"-Tetramethylbenzidine) was warmed to room temperature
prior 1o use, and then the TMB was added to the aspirated
plates in 100 pl/well volumes.

[0139] The plates were incubated for 10 minutes at room
temperature and then the Stop solution, 2N H2504, was
added to the plates (containing the TMB) in 100 pl/well
volumes.

[0140] The plates were incubated for 10 minutes at room
temperature, and then they were read on the Molecular
Devices SpectraMax plate reader at 450 nm, with a reference
wavelength of 650 nm, using SoftMax Pro software.
[0141] The data was saved as SoftMax Pro files, and also
exported as Text files for use with MS Excel.
[0142]
#72372
[0143]
72404
[0144] Buffer Control used was PBS-1% Bovine Serum-
0.05% Tween 20-1 mg/ml Mouse 1gG
[0145] The CV’s for the controls across all 25 plates are
summarized in Table 5.

Controls: Serum used as the High Control: Uniglobe

Serum used as the Low Control: Uniglobe #
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TABLE 5

The CV’s for the Controls Across All 25 Plates
Standards point-per-point CV % across

all 25 plates
ng/ml Mean OD SD CV %
100 2.614 0.145 5.6
50 1681 0.101 6.0
25 0931 0.075 8.1
12.5 0.510 0.043 8.4
6.25 0.263 0.027 104
3.13 0.139 0.014 10.0
1.56 0.076 0.008 10.5
0.78 0.044 0.012 27.6
Results (Standard Curves)
[0146] A standard curve for HE4 was prepared by diluting

the HE4 protein in PBS/1% bovine serum/0.05% Tween 20-1
mg/mL of mouse 1gG. Preparation of such standard curves is
well known in the art. Standard curves and the levels or
concentrations of the biomarkers in all serum samples were
produced for the remaining biomarkers, essentially as
described above for HE4, with variations that could be appre-
ciated and implemented by one of skill in the art. Standard
curve ranges and curve fit equations for the biomarkers ana-
lyzed (i.e., HE4, glycodelin, SLPI, PLAU-R, MUC-1, PAI-1,
MMP-7, inhibin, CA125, CTHRCI, KLK-6, KIK-10,
alpha-1 anti-trypsin, and prolactin) are presented below:

HEA4

[0147] Standard Curve experimental range=0.78 ng/ml
to 100 ng/ml, in serial two-fold dilutions

[0148] Curve fit=third order polynomial, y=—1E-07x>-
0.0001x2+0.0402x+0.0157; R*=0.9999

[0149] The standard curve samples and the serum
samples were then both diluted 1:4 to run in the assay;
since both the serum samples and the standard curve
samples were diluted in the same manner there was no
need to use a dilution factor during data analysis to
determine the concentrations of the unknown serum
samples.

Glycodelin

[0150] Standard Curve experimental range=3 ng/ml to
100 ng/ml, in serial two-fold dilutions

[0151] Curve fit=quadratic, y=—0.0003x°+0.0478x+0.
0952; R*=0.9851

[0152] The serum samples were run in the assay undi-

luted, so no dilution factor was used in the data analysis.
SLPI

[0153] Standard Curve experimental range=2.38 ng/ml

to 305 ng/ml, in serial two-fold dilutions

[0154] Curve fit=third order polynomial, y=7E-08x>-
7E-05%2+0.0237x-0.039; R*=0.9997

[0155] The serum samples were diluted 1:6.1 in an early
step of the automated sample preparation technique.
Then those diluted serum samples were further diluted
1:6.6 in another automated step in order to achieve a total
dilution of 1:40. Those 1:40 diluted samples were then
run in the assay.
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[0156] The standard curve samples were prepared at the
concentrations stated above (experimental range), then
those standard curve samples were all further diluted
1:6.1, and those 1:6.1 diluted samples were then run in
the assay.

[0157] Since there was a discrepancy between the dilu-
tion of the serum samples (1:40) as compared to the
dilution of the standard curve samples (1:6.1), all the
serum sample concentration values obtained from the
standard curve were multiplied by a dilution factor of
“6.6” to correct for the discrepancy (1:40=1:6.1x1:6.6).

uPar (PLAU-R)

[0158] Standard Curve experimental range=62.5 pg/ml
to 4000 pg/ml, in serial two-fold dilutions

[0159] Curve fit=linear, y=0.0006x+0.0522; R?=0.9977

[0160] The serum samples were diluted 1:6 in an early
step of the automated sample preparation technique.
Then those diluted serum samples were further diluted
1:3 in another automated step in order to achieve a total
dilution of 1:18. Those 1:18 diluted samples were then
run in the assay.

[0161] The standard curve samples were prepared at the
concentrations stated above (experimental range), then
those standard curve samples were all further diluted
1:3, and those 1:3 diluted samples were then run in the
assay.

[0162] Since there was a discrepancy between the dilu-
tion of the serum samples (1:18) as compared to the
dilution of the standard curve samples (1:3), all the
serum sample concentration values obtained from the
standard curve were multiplied by a dilution factor of
“6” to correct for the discrepancy (1:18=1:3x1:6).

MUC-1

[0163] Standard Curve experimental range=0.3 U/ml to
600 U/ml, in serial three-fold dilutions

[0164] Curve fit=third order polynomial, y=3E-07x>-0.
00001x%+0.0236x+0.0371; R*=1.0

[0165] The standard curve samples and the serum
samples were then both diluted 1:2 to run in the assay;
since both the serum samples and the standard curve
samples were diluted in the same manner there was no
need to use a dilution factor during data analysis to
determine the concentrations of the unknown serum

samples.
PAI-1
[0166] Standard Curve experimental range=0.78 ng/ml

to 100 ng/ml, in serial two-fold dilutions

[0167] Curve fit=linear, y=0.0139x+0.0151; R*=0.9996

[0168] The standard curve samples and the serum
samples were then both diluted 1:4 to run in the assay;
since both the serum samples and the standard curve
samples were diluted in the same manner there was no
need to use a dilution factor during data analysis to
determine the concentrations of the unknown serum

samples.
MMP-7
[0169] Standard Curve experimental range=0.16 ng/ml

to 20 ng/ml, in serial two-fold dilutions
[0170] Curve fit=third order polynomial, y=0.0001x>-0.
0046x>+0.1578x+0.0936; R*=0.9999
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[0171] The standard curve samples and the serum
samples were then both diluted 1:2 to run in the assay;
since both the serum samples and the standard curve
samples were diluted in the same manner there was no
need to use a dilution factor during data analysis to
determine the concentrations of the unknown serum

samples.
Inhibin
[0172] Standard Curve experimental range=10 pg/ml to

1000 pg/ml, in serial two-fold dilutions

[0173] Curve fit=linear, y=0.0007x+0.0136; R*=0.9997

[0174] The standard curve samples and the serum
samples were then both diluted 1:3 to run in the assay;
since both the serum samples and the standard curve
samples were diluted in the same manner there was no
need to use a dilution factor during data analysis to
determine the concentrations of the unknown serum

samples.
CA125
[0175] Standard Curve experimental range=15 U/ml to

400 U/ml, in serial two-fold dilutions
[0176] Curve fit=linear, y=0.0021x+0.0892; R*=0.9986
[0177] The serum samples were run in the assay undi-
luted, so no dilution factor was used in the data analysis.

CTHRC1

[0178] Standard Curve experimental range=0.78 ng/ml
to 100 ng/ml, in serial two-fold dilutions

[0179] Curve fit=linear, y=0.0261x+0.042; R*=0.9991

[0180] The standard curve samples and the serum
samples were then both diluted 1:2 to run in the assay;
since both the serum samples and the standard curve
samples were diluted in the same manner there was no
need to use a dilution factor during data analysis to
determine the concentrations of the unknown serum

samples.
KLK-6
[0181] Standard Curve experimental range=0.78 ng/ml

to 100 ng/ml, in serial two-fold dilutions

[0182] Curve fit=third order polynomial, y=—4E-07x>+
0.00001x>+0.0133x+0.0662; R*=1.0

[0183] The standard curve samples and the serum
samples were then both diluted 1:2 to run in the assay;
since both the serum samples and the standard curve
samples were diluted in the same manner there was no
need to use a dilution factor during data analysis to
determine the concentrations of the unknown serum

samples.
KLK-10
[0184] Standard Curve experimental range=1 ng/ml to

80 ng/ml, in serial two-fold dilutions
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[0185] Curve fit=linear, y=0.0758x-0.0312; R* 0.9976

[0186] The standard curve samples and the serum
samples were then both diluted 1:4 to run in the assay;
since both the serum samples and the standard curve
samples were diluted in the same manner there was no
need to use a dilution factor during data analysis to
determine the concentrations of the unknown serum
samples.

Alpha 1 anti-trypsin

[0187] Standard Curve experimental range=3.3 ng/ml to
90 ng/ml, in serial two-fold dilutions

[0188] Curve fit=quadratic, y=-0.0002x+0.0412x+0.
0592; R*=0.9997

[0189] The serum samples were diluted 1:250,000, and
then those diluted samples were run in the assay. The
standard curve samples were serially diluted as stated
above (experimental range), and then those samples
were run in the assay.

[0190] Since there was a discrepancy between the dilu-
tion of the serum samples (1:250,000) as compared to
the dilution of the standard curve samples (undiluted
beyond the serial dilutions), all the serum sample con-
centration values obtained from the standard curve were
multiplied by a dilution factor of “250,000” to correct
for the discrepancy.

Prolactin

[0191] Standard Curve experimental range=2 ng/ml to
240 ng/ml. in serial two-fold dilutions

[0192] Curve fit=linear, y=0.0049x+0.0363; R>=0.9917

[0193] The standard curve samples and the serum
samples were then both diluted 1:5 to run in the assay;
since both the serum samples and the standard curve
samples were diluted in the same manner there was no
need to use a dilution factor during data analysis to
determine the concentrations of the unknown serum
samples.

Results—Individual Marker Performance

[0194] Among the 500 normal cases used in the present
study, 104 normal cases were used as control group to select
the threshold cutoff point. Table 6 provides the mean, stan-
dard deviation, range, mean+2*std, mean+3*std based on
these 104 threshold normal cases for each marker. Table 7 and
Table 8 provide the mean standard deviation, range, mean+
2*std in all normal study cases (396 cases) and with normal
study cases from patients over the age of 55 (195 or less). The
mean and standard deviations were very similar between the
normal threshold control cases and normal study cases for
patients over the age of 55 for each biomarker except for
markers HE4 and Inhibin. See Tables 6 and 8.

TABLE 6

Mean and STD of Each Biomarker in 104 Normal Control Cases

Variable N Mean StdDev  Min Max  Mean +2 *std Mean +3 *std Best Cutoff
HE4 104 1.7 091 0.5 6.6 3.5 44 2.2
CA125 104 6.9 642 0.6 42.6 19.7 26.1 20

GLY 104 1.8 275 0.0 18.6 7.4 10.1 5
MMP 104 34 1.05 1.9 7.0 5.5 6.5 4
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TABLE 6-continued
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Mean and STD of Each Biomarker in 104 Normal Control Cases

Vatiable N Mean Std Dev  Min Max  Mean+2 *std Mean+ 3 *std  Best Cutoff
Mucl 104 125 1071 0.1 51.8 339 44.6 12
PAI 104 748 2492 164 1432 1247 95
CTRHC1 104 32 1.16 1.2 6.2 5.5 4
INH 104 0.6 2.80 0.0 269 6.2 9.0 2
Plau-R 104 19454 53403 1056.00 42480 30134 35475 2399.9
PROLAC 104 10.2 1094 3.1 102.2 32.0 43.0 11
KLK10 104 0.8 051 0.3 23 1.8 0.9
KLK6 104 22 239 0.3 16.3 7.0 9.4 S
SLPI 104 657 1438 40.2 1345 94.5 1089 63
TABLE 7 TABLE 8-continued
Mean and STD of Each Biomarker in 396 Normal Study Cases Mean and STD of Each Biomarker in Normal Study Cases
(Patients Over the Age of 35)
Variable N Mean StdDev Min  Max Mean+2 *std
Std
HE4 306 1.6 21 0.2 36.4 5.8% Variable N Mean Dev Min Max Mean + 2 * std
CA125 396 104 142 17 2124 38.7%
bl ¥k
GLY 306 50 102 0.0 08.4 25.3% INH 177 52 266 0.0 265.4 585
. 52. .0 i .

MMP 196 10 11 08 104 51 PLAUR 195 22095 752.1 1122.0 5100.0 3713.7

PROLAC 195 108 111 2.0 138.0 329
Mucl 396 8.3 8.2 0.0 52.1 24.7

KLK10 195 0.9 04 0.2 2.4 1.7
PAI 396 73.2 280 188 1457 129.2

KLK6 195 1.8 2.0 0.1 18.0 57
CTRHC1 396 29 1.2 0.4 8.7 52

SLPI 195 603 14.2 3153 1269 88.6
INH 360 113 281 0.0 2654 67.5%
PLAUR 396 2086.0  782.0 822.0 6384.00 3650 o . .

*The standard deviation was larger in the normal study cases than in the nor-
PROLAC 396 11.6 95 2.0 1380 30.7 mal control cases for patients over the age of 55
KLK10 396 0.9 04 0.2 2.5 1.7 *#The mean and standard deviation were larger in the normal study cases
KLK6 396 17 17 01 18.0 51 than in the normal control cases for patients over the age of 55
SLPI 396 59.6 18.0 31.3  305.0 95.6

*The values in normal cases were very different from the values in normal
control cases, which means these markers might be sensitive due to age
effect.

TABLE 8

Mean and STD of Each Biomarker in Normal Study Cases
(Patients Over the Age of 55)

Std

Variable N Mean  Dev Min Max  Mean + 2 * std
HE4 195 2.0 2.8 0.2 364 7.6%
CA125 194 10.6 5.6 2. 35.7 219
GLY 195 1.7 23 0.0 24.8 6.3
MMP 1935 3.2 1.2 0.8 10.4 5.6
Mucl 195 8.9 8.4 0.0 36.6 25.7

PAI 195 75.6 219 191 145.7 1313
CTRHC1 1935 3.2 1.1 1.2 7.1 54

[0195] For each individual marker, the ROC curve was
obtained. The ROC curve only consists of the 396 normal
cases and the 200 ovarian cancer cases. The 104 normal cases
as control and 200 interfering substance/pathology cases
were not included in this analysis. The ROC curves for HE4,
inhibin A, prolactin, PLAU-R, glycodelin, SLPI, CTHRCI,
PAI-1, KIK-10, CA125, KLK-6, MUC-1, and MMP-7 are
presented in FIGS. 2-14, respectively.

[0196] Also, the percentage of positive and negative
samples were determined for each marker by age group, by
cancer stage, and by interfering substance/pathology cat-
egory. These determinations were based on two kinds of
cutoff points: (1) mean+2*std, and (2) the best cutoff from the
ROC curve. The best cutoff points were selected from the
ROC curve with the highest value of sensitivity plus specific-
ity. The best cutoff point was listed in Table 6. Summaries of
the positive results for each biomarker by age group, cancer
stage, and interfering substance/pathology category are pre-
sented in tables 9 to 47.
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Biomarker: HE4
[0197]

TABLE 9
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Summary by Age Group for HE4

Best Cutoff from ROC plot Mean + 2 * std
Age <=53 Age > 55 Age <=55 Age > 55
Group Result N % N % N % N %
iy Positive 57 6333 98 9074 41 4556 81 75.00
Negative 33 3667 10 926 49 5444 27 25.00
Total 90 100.00 108 100.00 90 100.00 108 100.00
NORMAL Positive 15 746 39 20.00 3 149 13 6.67
Negative 186 9254 156  80.00 198 9851 182 9333
Total 201 100.00 195 100.00 201 100.00 195 100.00
OvCA Positive 81 81.00 91  91.00 58 3800 75  75.00
Negative 19 19.00 9 9.00 42 4200 25 25.00
Total 100 100.00 100 100.00 100 100.00 100  100.00
TABLE 10

Mar. 12, 2009

TABLE 10-continued

Summary by Interfering Substance/Pathology Category for HEA

Summary by Interfering Substance/Pathology Category for HE4

Best Cutoff Best Cutoff
from ROC from ROC
*
plot Mean + 2 * std plot Mean + 2 * std
0, 0/
Group Result N % N % Group Result N % N °
. Chronic Immuno. Disorder  Positive 37 88.10 29 69.05
Tumors Positive 38 8444 27 60.00 .
Negative 5 11.90 13 30.95
Negative 7 15.56 18 40.00
Total 42 100.00 42  100.00
Total 45 100.00 45  100.00
Metabolic Disorder Positive 20 100.00 20 100.00
Negative 0 0.00 0 0.00
TABLE 11
Total 20 100.00 20  100.00 Summary by Cancer Stage for HE4
Hormonal Fluctuation Positive 23 69.70 16 48.48 B
est
Negative 10 3030 17 51.52 Cutoff from Mean +
ROC plot 2 *std
Total 33 100.00 33 100.00 Stage  Result N % N %
Gynecologic Disorder Positive 17 48.57 12 34.29 1 Positive 57 85.07 0 62.60
Negative 18 5143 23 65.71 Negative 10 14.93 25 37.31
Total 67 100.00 67 100.00
Total 35 100.00 35 100.00 2 Positive 33 80.30 41 62.12
Vascular Disorder Positive 2 8800 19 7600 Negative 13 1970 2 3788
Negative 3 12.00 6 24.00 Total 66 100.00 66 100.00
3 Positive 62 92.54 30 74.63
Negative 5 7.46 17 25.37
Total 25 100.00 25  100.00




US 2009/0068690 A1

Biomarker Muc-1
[0198]

TABLE 12
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Summary by Age Group for Muc-1

Best Cutoff from ROC plot Mean + 2 * std
Age <=53 Age > 55 Age <=55 Age > 55
Group Result N % N % N % N %
iy Positive 38 4222 53 49.07 4 4.44 9 8.33
Negative 52 5778 55 5093 86 9556 99 91.67
Total 90 100.00 108 100.00 90 100.00 108 100.00
NORMAL Positive 49 2438 58 2974 2 1.00 4 2.05
Negative 152 75.62 137 7026 199  99.00 191 97.95
Total 201 100.00 195 100.00 201 100.00 195 100.00
OvCA Positive 56 56.00 52 52.00 4 400 12 12.00
Negative 44 4400 48 4800 96 96.00 8  88.00
Total 100 100.00 100 100.00 100 100.00 100  100.00
TABLE 13 TABLE 13-continued

Sumumary by Interfering Substance/Pathology Category for Muc-1

Best
Cutoff from Mean +
ROC plot 2% std
Group Result N % N %

Tumors Positive 20 44.44 3 6.67
Negative 25 5556 42 93.33
Total 45 100.00 45 100.00
Metabolic Disorder Positive 8 40.00 1 5.00
Negative 12 60.00 19 95.00
Total 20 100.00 20 100.00
Hormonal Fluctuation Positive 14 42.42 1 3.03
Negative 19 5758 32 96.97
Total 33 100.00 33 100.00
Gynecologic Disorder Positive 17 48.57 1 2.86
Negative 18 5143 34 97.14
Total 35 100.00 35 100.00
Vascular Disorder Positive 11 44.00 2 8.00
Negative 14 36.00 23 92.00

Total

25 100.00 25  100.00

Summary by Interfering Substance/Pathology Category for Muc-1

Best
Cutoff from Mean +
ROC plot 2% std
Group Result N % N %
Chronic Immuno. Disorder  Positive 22 52.38 5 11.90
Negative 20 47.62 37 88.10
Total 42 10000 42 100.00
TABLE 14
Summary by Cancer Stage for Muc-1
Best
Cutoff from Mean +
ROC plot 2 * std
Stage  Result N % N %

1 Positive 44 65.67 8.96

Negative 23 3433 61 91.04

Total 67 100.00 67 100.00

2 Positive 27 4091 3 4.55

Negative 39 39.09 63 95.45

Total 66 100.00 66 100.00

3 Positive 37 5522 7 10.45

Negative 30 44.78 60 89.55

Total 67 100.00 67 100.00
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Biomarker. KLK-6

TABLE 15
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Summary by Age Group for KLK-6

Best Cutoff from ROC plot Mean + 2 * std
Age <=55 Age> 55 Age <=55 Age > 55
Group Result N % N % N % N %
)i Positive 5 5.56 8 741 4 4.44 4 3.70
Negative 85 9444 100 9259 86 9556 104  96.30
Total 90 100.00 108 100.00 90 100.00 108  100.00
NORMAL Positive 6 2.99 11 5.64 2 1.00 5 2.56
Negative 195 97.01 184 9436 199  99.00 190 9744
Total 201 100.00 195 100.00 201 100.00 195 100.00
OvCA Positive 10 10.00 13 13.00 4 4.00 65 6.00
Negative 90 90.00 87 87.00 96 9600 94  94.00
Total 100 100.00 100 100.00 100 100.00 100  100.00
TABLE 16

Summary by Interfering Substance/Pathology Category for KLK-6

Best Cutoff
from Mean +
ROC plot 2% std
Group Result N % N %

Tumors Positive 5 11.11 4 8.89
Negative 40 88.80 41 91.11
Total 45 100.00 45  100.00
Metabolic Disorder Positive 0 0.00 0 0.00
Negative 20 100.00 20 100.00
Total 20 100.00 20 100.00
Hormonal Fluctuation Positive 0 0.00 0 0.00
Negative 33 100.00 33 100.00
Total 33 100.00 33 100.00
Gynecologic Disorder Positive 3 8.57 2 5.71
Negative 32 9143 33 94.29
Total 35 100.00 35 100.00
Vascular Disorder Positive 3 12.00 1 4.00
Negative 22 88.00 24 96.00
Total 25 100.00 25 100.00

Mar. 12, 2009

TABLE 16-continued

Summary by Interfering Substance/Pathology Category for KLK-6

Best Cutoff
from Mean +
ROC plot 2% std
Group Result N % N %
Chronic Immuno. Disorder  Positive 2 4.76 1 2.38
Negative 40 9524 41 97.62
Total 42 100.00 42 100.00
TABLE 17
Summary by Cancer Stage Group for KILK-6
Best
Cutoff from Mean +
ROC plot 2 * std
Stage  Result N % N %

1 Positive 10 14.93 4 597

Negative 57 85.07 63 94.03

Total 67 100.00 67 100.00

2 Positive 7 10.61 3 4.55

Negative 59 89.39 63 95.45

Total 66 100.00 66 100.00

3 Positive 6 8.96 3 4.48

Negative 61 91.04 64 95.52

Total 67 100.00 67 100.00




US 2009/0068690 A1

Biomarker: KLK-10
[0199]

TABLE 18
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Summary by Age Group for KLK-10

Best Cutoff from ROC plot Mean + 2 * std
Age <=53 Age > 55 Age <=55 Age > 55
Group Result N % N % N % N %
iy Positive 56 6222 51 47.22 7 7.78 6 5.56
Negative 34 3778 57 5278 83 9222 102  94.44
Total 90 100.00 108 100.00 90 100.00 108 100.00
NORMAL Positive 92 4577 89 45.64 4 1.99 2 1.03
Negative 109 5423 106 5436 197 9801 193  98.97
Total 201 100.00 195 100.00 201 100.00 195 100.00
OvCA Positive 63 63.00 53 53.00 9 9.00 7 7.00
Negative 37 37.00 47  47.00 91 91.00 93 93.00
Total 100 100.00 100 100.00 100 100.00 100  100.00
TABLE 19

Summary by Interfering Substance/Pathology Group for KLX-10

Best Cutoff

from Mean +
ROC plot 2% std
Group Result N % N %

Tumors Positive 28 62.22 3 6.67
Negative 17 37.78 42 93.33
Total 45 100.00 45 100.00
Metabolic Disorder Positive 10 50.00 0 0.00
Negative 10 50.00 20 100.00
Total 20 100.00 20 100.00
Hormonal Fluctuation  Positive 14 42.42 0 0.00
Negative 19 57.58 33 100.00
Total 33 100.00 33 100.00
Gynecologic Disorder  Positive 23 63.71 3 8.57
Negative 12 34.29 32 91.43
Total 35 100.00 35 100.00
Vascular Disorder Positive 11 44,00 1 4.00
Negative 14 56.00 24 96.00
Total 25 100.00 25 100.00

Mar. 12, 2009

TABLE 19-continued

Summary by Interfering Substance/Pathology Group for KLX-10

Best Cutoff
from Mean +
ROC plot 2% std
Group Result N % N %
Chronic Immuno. Positive 23 54.76 6 14.29
Disorder
Negative 19 45.24 36 85.71
Total 42 100.00 42 100.00
TABLE 20
Summary by Cancer Stage Group for KLK-10
Best Cutoff
from Mean +
ROC plot 2 * std
Stage  Result N % N %
1 Positive 37 53.22 8 11.94
Negative 30 4478 39 88.06
Total 67 100.00 67 100.00
2 Positive 37 56.06 3 455
Negative 29 43.94 63 9545
Total 66 100.00 66 100.00
3 Positive 42 62.69 5 746
Negative 25 37.31 62 92.54
Total 67 100.00 67 100.00
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Biomarker. PAI-1
TABLE 21
Summary by Age Group for PAI-1

Best Cutoff from ROC plot Mean + 2 * std

Age <=55 Age> 55 Age <=55 Age > 55
Group Result N % N % N % N %
iy Positive 52 5778 0 67 6204 12 13.33 10 9.26

Negative 38 4222 41 37.96 78 86.67 98 90.74

Total 90 100.00 108  100.00 90 100.00 108 100.00
NORMAL Positive 43 21.39 52 26.67 5 2.49 10 5.13
Negative 158 78.61 143 73.33 196 97.51 185 94.87

Total 201 100.00 195 100.00 201 100.00 195 100.00
OvCA Positive 71 71.00 62 62.00 19 19.00 11 11.00
Negative 29 29.00 38 38.00 81 81.00 89 89.00

Total 100 100.00 100  100.00 100 100.00 100  100.00

TABLE 22 TABLE 22-continued

Summary by Interfering Substance/Pathology Group for PAI-1

Summary by Interfering Substance/Pathology Group for PAI-1

Best Cutoff
Best Cutoff from ROC
from ROC plot Mean + 2 * std
plot Mean + 2 * std
Group Result N % N %
Group Result N % N ¢ Chronic Immuno. Positive 30 7143 6 14.29
Disorder
Tumors Positive 17 37.78 4 8.89 Negative 12 28.57 36 85.71
Negative 28 62.22 41 91.11
Total 42 100.00 42 100.00
Total 45 100.00 45 100.00
Metabolic Disorder Positive 16 80.00 4 20.00
Negative 4 20.00 16 80.00 TABLE 23
Summary by Cancer Stage Group for PAI-1
Total 20 100.00 20 100.00 Best Cutoff
Hormonal Fluctuation  Positive 24 72.73 5 15.15 from Mean +
&
Negative 9 2727 8 8485 ROC plot 2% std
Stage  Result N % N %
Total 310000033 10000 1 Positive 54 80.60 15 2239
Gynecologic Disorder  Positive 17 48.57 2 5.71 Negative 13 19.40 52 77.61
Negative 18 5143 33 9429 Total 67 100.00 6 10000
2 Positive 33 50.00 4 6.06
Negative 33 50.00 62 93.94
Total 35 100.00 35 100.00 e _— e
Vascular Disorder Positive 17 68.00 1 4.00 Total 66 100.00 66 100.00
. 3 Positive 46 68.66 11 1642
Negative 8 32.00 24 96.00 Negative o1 31.34 36 83.58
Total 67 100.00 67 100.0

Total 25 100.00 25 100.00
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Biomarker: CTHRC1
[0200]
TABLE 24
Summary by Age Group for CTHRC1
Best Cutoff from ROC plot Mean + 2 * std
Age <=53 Age > 55 Age <=55 Age > 55
Group Result N % N % N % N %
iy Positive 12 1333 35 3241 6 6.67 11 10.19
Negative 78 86.67 73 6759 84 9333 97  89.81
Total 90 100.00 108 100.00 90 100.00 108 100.00
NORMAL Positive 20 9.95 40 2051 4 1.99 4 2.05
Negative 181 90.05 155 7949 197 9801 191 97.95
Total 201 100.00 195 100.00 201 100.00 195 100.00
OvCA Positive 24 2400 35 35.00 10 1000 15 15.00

Negative 76 76.00 65 65.00 90 90.00 85 85.00

Total 100 100.00 100  100.00 100 100.00 100  100.00

TABLE 25 TABLE 25-continued

Summary by Interfering Substance/Pathology Group for CTHRC1

Summary by Interfering Substance/Pathology Group for CTHRC1

Best Cutoff from
Best Cutoff from ROCplot Mean + 2 * std
ROC plot Mean + 2 * std
Group Result N % N %
Group Result N % N % Chronic Immuno. Positive 18 4286 4 9.52
Disorder
Tumors Positive 13 28.89 7 15.56 Negative 24 57.14 38 90.48
Negative 32 71.11 38 84.44 T T
- —_ Total 42 100.00 42 100.00
Total 45 100.00 45 100.00
Metabolic Disorder Positive 2 10.00 0 0.00
Negative 18 90.00 20 100.00 TABLE 26
- - Summary by Cancer Stage Group for CTHRC1
Total 20 100.00 20 100.00 Best Cutoff
Hormonal Fluctuation  Positive 1 3.03 1 3.03 from Mean +
Negative 32 9697 32 9697 ROC plot 2% std
- - Stage  Result N % N %
Total 33 100.00 33 100.00 1 Positive 16 23.88 7 1045
Gynecologic Disorder  Positive 2 5.71 0 0.00 Negative 5L 76.12 60 89.55
Negative 33 9420 35 10000 Total 67 100,00 67 10000
- - 2 Positive 19 28.79 8 12.12
Total 3510000 35 100.00 Negive 47 _7ta % Y8
Vascular Disorder Positive 11 44.00 5 20.00 Ton.ll. 66 100.00 66 100.00
Negative 14 5600 20 8000 : ;‘):gjgje fé zi: fé ég 51;5133
Total 67 100.00 67 100.00

Total 25 100.00 25 100.00
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Biomarker: SLPI
[0201]
TABLE 27
Summary by Age Group for SLPI
Best Cutoff from ROC plot Mean + 2 * std
Age <=53 Age > 55 Age <=55 Age > 55
Group Result N % N % N % N %
iy Positive 27 3000 61 5648 4 444 23 21.30
Negative 63 70.00 47 4352 86 9556 8 7870
Total 90 100.00 108 100.00 90 100.00 108 100.00
NORMAL Positive 49 2438 63 3231 4 1.99 3 1.54
Negative 152 75.62 132 67.69 197 9801 192  98.46
Total 201 100.00 195 100.00 201 100.00 195 100.00
OvCA Positive 53 53.00 67  67.00 14 1400 16 16.00

Negative 47 47.00 33 33.00 86 86.00 84 84.00

Total 100 100.00 100  100.00 100 100.00 100  100.00

TABLE 28 TABLE 28-continued

Summary by Interfering Substance/Pathology Group for SLPI

Summary by Interfering Substance/Pathology Group for SLPI

Best Cutoff from
Best Cutoff from ROCplot Mean + 2 * std
ROC plot Mean + 2 * std
Group Result N % N %
Group Result N % N % Chronic Immuno. Positive 26 61.90 7 16.67
Disorder
Tumors Positive 20 44.44 7 15.56 Negative 16 38.10 35 83.33
Negative 25 55.56 38 84.44
Total 42 100.00 42 100.00
Total 45 100.00 45 100.00
Metabolic Disorder Positive 10 50.00 1 5.00
Negative 10 50.00 19 95.00 TABLE 29
Summary by Cancer Stage Group for SLPI
Total 20 100.00 20 100.00
Best Cutoff
Hormonal Fluctuation  Positive 6 18.18 0 0.00 from Mean +
&
Negative 27 8182 33 100.00 ROC plot 2% std
Stage  Result N % N %
Total 33 100.00 33 100.00 1 Positive 34 50.75 9 1343
Gynecologic Disorder  Positive 12 34.29 4 1143 Negative 33 49.25 58 86.57
Negative 23 6371 31 8857 Total 67 100.00 6 10000
2 Positive 38 57.58 4 6.06
Total 35 10000 35 10000 Negative 8 4242 @ 94
Vascular Disorder Positive 16 64.00 9 36.00 Total 66 100.00 66 100.00
. 3 Positive 48 71.64 17 2537
Negative 9 3600 16 6400 Negative 19 28.36 0 74.63
Total 67 100.00 67 100.00

Total 25 100.00 25 100.00
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Biomarker: Inhibin A
[0202]
TABLE 30
Summary by Age Group for Inhibin
Best Cutoff from ROC plot Mean + 2 * std
Age <=53 Age > 55 Age <=55 Age > 55
Group Result N % N % N % N %
iy Positive 53 5889 11 10.19 48 5333 7 6.48
Negative 37 4111 97  89.81 42 46.67 101 93.52
Total 90 100.00 108 100.00 90 100.00 108 100.00
NORMAL Positive 94 4677 25 12.82 83 4129 14 7.18
Negative 107 5323 170  87.18 118 5871 181 92.82
Total 201 100.00 195 100.00 201 100.00 195 100.00
OvCA Positive 42 4200 41 4100 32 3200 36  36.00

Negative 58 58.00 59 59.00 68 68.00 64 64.00

Total 100 100.00 100  100.00 100 100.00 100  100.00

TABLE 31 TABLE 31-continued

Summary by Interfering Substance/Pathology Group for Inhibin

Summary by Interfering Substance/Pathology Group for Inhibin

Best Cutoff from
Best Cutoff from ROCplot Mean + 2 * std
ROC plot Mean + 2 * std
Group Result N % N %
Group Result N % N % Chronic Immuno. Positive 8 19.05 4 9.52
Disorder
Tumors Positive 4 8.89 2 444 Negative 34 80.95 38 90.48
Negative 41 91.11 43 95.56
Total 42 100.00 42 100.00
Total 45 100.00 45 100.00
Metabolic Disorder Positive 8 40.00 8 40.00
Negative 12 60.00 12 60.00 TABLE 32
Summary by Cancer Stage Group for Inhibin
Total 20 100.00 20 100.00 Best Cutoff
Hormonal Fluctuation  Positive 16 48.48 16 48.48 from Mean +
Negative 17 5152 17 5152 ROC plot 2% std
Stage  Result N % N %
Total 310000033 10000 I Positive 2 3731 2 2985
Gynecologic Disorder  Positive 21 77.14 25 7143 Negative a2 62.69 AT 70.15
Negative 8 2286 10 2857 Total 67 100,00 67 10000
2 Positive 35 53.03 32 4848
Total 35 10000 35 100.00 Negtve 31 _4697 34 3152
Vascular Disorder Positive 3 12.00 2 8.00 Ton.ll. 66 100.00 66 100.00
Negative 22 8800 23 92.00 : ;‘):gjgje ﬁ 2?2; éf %gfg
Total 67 100.00 67 100.00

Total 25 100.00 25 100.00
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Biomarker: Glycodelin

[0203]

TABLE 33

28

Summary by Age Group for Glycodelin

Best Cutoff from ROC plot Mean + 2 * std
Age <=53 Age > 55 Age <=55 Age > 55
Group Result N % N % N % N %
iy Positive 53 5889 18 16.67 36 4000 10 9.26
Negative 37 4111 90 8333 54 6000 98  90.74
Total 90 100.00 108 100.00 90 100.00 108 100.00
NORMAL Positive 73 3632 10 513 36 27.86 3 1.54
Negative 128 63.68 185 9487 145 7214 192 9846
Total 201 100.00 195 100.00 201 100.00 195 100.00
OvCA Positive 65 65.00 62 6200 49  49.00 52 52.00
Negative 35 3500 38 3800 31 51.00 48  48.00
Total 100 100.00 100 100.00 100 100.00 100  100.00
TABLE 34

Summary by Interfering Substance/Pathology Group for Glycodelin

Best Cutoff from

ROC plot Mean + 2 * std

Group Result N % N %
Tumors Positive 13 28.89 6 13.33
Negative 32 71.11 39 86.67
Total 45 100.00 45 100.00
Metabolic Disorder Positive 9 45.00 5 25.00
Negative 11 55.00 15 75.00
Total 20 100.00 20 100.00
Hormonal Fluctuation  Positive 18 54.55 15 45.45
Negative 15 45.45 18 54.55
Total 33 100.00 33 100.00
Gynecologic Disorder  Positive 21 60.00 14 40.00
Negative 14 40.00 21 60.00
Total 35 100.00 35 100.00
Vascular Disorder Positive 1 4.00 1 4.00
Negative 24 96.00 24 96.00
Total 25 100.00 25 100.00

Mar. 12, 2009

TABLE 34-continued

Summary by Interfering Substance/Pathology Group for Glycodelin

Best Cutoff from
ROC plot Mean +2 * std
Group Result N % N %
Chronic Immune. Positive 9 21.43 5 11.90
Disorder
Negative 33 78.57 37 88.10
Total 42 100.00 42 100.00
TABLE 35

Summary bv Cancer Stage Group for Glycodelin

Best Cutoff from
ROC plot Mean + 2 * std
Stage  Result N % N %
1 Positive 43 64.18 34 50.75
Negative 24 35.82 33 49.25
Total 67 100.00 67 100.00
2 Positive 41 62.12 37 56.06
Negative 25 37.88 29 43.94
Total 66 100.00 66 100.00
3 Positive 43 64.18 30 4478
Negative 24 35.82 37 55.22
Total 67 100.00 67 100.00




Biomarker: MMP-7
[0204]
TABLE 36
Summary by Age Group for MMP-7
Best Cutoff from ROC plot Mean + 2 * std
Age <=53 Age > 55 Age <=55 Age > 55
Group Result N % N % N % N %
iy Positive 19 2111 78 7222 9 1000 44 4074
Negative 71 7889 30 2778 81 90.00 64  59.26
Total 90 100.00 108 100.00 90 100.00 108 100.00
NORMAL Positive 12 597 30 1538 2 1.00 7 3.59
Negative 189 94.03 165 8462 199  99.00 188  96.41
Total 201 100.00 195 100.00 201 100.00 195 100.00
OvCA Positive 50 50.00 53 53.00 28 2800 33 33.00

Negative 50 50.00 47 47.00 72 72.00 67 67.00

Total 100 100.00 100  100.00 100 100.00 100  100.00

TABLE 37
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TABLE 37-continued

Summary by Interfering Substance/Pathology Group for MMP-7

Summary by Interfering Substance/Pathology Group for MMP-7

Best Cutoff from
Best Cutoff from ROC plot Mean +2 * std
ROC plot Mean + 2 * std
Group Result N % N %
Group Result N % N %
Chronic Immune. Positive 29 69.05 20 47.62
Tumors Positive 7 6000 15  33.33 Disorder
) Negative 13 30.95 22 52.38
Negative 18 40.00 30 66.67
Total 42 100.00 42 100.00
Total 45 100.00 45 100.00
Metabolic Disorder Positive 8 40.00 5 25.00
Negative 12 60.00 15 75.00 TABLE 38
Total 20 100.00 20 100.00 Summary by Cancer Stage Group for MMP-7
Hormonal Fluctuation  Positive 3 9.09 0 0.00 Best Cutoff from
&
Negative 30 9091 33 10000 ROC plot Mean +2 * std
Stage Result N % N %
Total 331000033 100.00 1 Positive 33 49.25 20 29.85
Gynecologic Disorder  Positive 8 22.86 3 8.57 Negative 34 50.75 47 70.15
I bl
Negative 27 71432 0143 Total 67 100.00 67 100,00
2 Positive 28 4242 11 16.67
\egati 57.5 .
Total 35 10000 35 100.00 Regative 38 27.38 B8
Vascular Disorder Positive 22 88.00 10 40.00 Total 66 100.00 66 100.00
. 3 Positive 42 62.69 30 4478
Negative 3 1200 15 60.00 Negative 25 3731 37 55.22
Total 67 100.00 67 100.00

Total 25 100.00 25 100.00
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Biomarker: PLAU-R

[0205]

TABLE 39

30

Summary by Age Group for PLAU-R

Best Cutoff from ROC plot Mean + 2 * std
Age <=53 Age > 55 Age <=55 Age > 55
Group Result N % N % N % N %
iy Positive 50 5556 71 65.74 24 2667 56  51.85
Negative 40 4444 37 3426 66 7333 52 4815
Total 90 100.00 108 100.00 90 100.00 108 100.00
NORMAL Positive 35 17.41 61  31.28 16 796 23 11.79
Negative 166 8239 134 6872 185  92.04 172 8821
Total 201 100.00 195 100.00 201 100.00 195 100.00
OvCA Positive 71 71.00 72 7200 44 4400 50 50.00
Negative 29 29.00 28 2800 56 5600 30  50.00
Total 100 100.00 100 100.00 100 100.00 100  100.00
TABLE 40
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TABLE 40-continued

Summary by Interfering Substance/Pathology Group for PLAU-R

Summary by Interfering Substance/Pathology Group for PLAU-R

Best Cutoff from
Best Cutoff from ROC plot Mean + 2 * std
ROC plot Mean + 2 * std
Group N % N %
Group Result N % N %
Chronic Immune. Positive 32 76.19 28 66.67
Tumors Positive 30 6667 20 4444 Disorder
) Negative 10 23.81 14 33.33
Negative 15 33.33 25 55.56
42 100.00 42 100.00
Total 45 100.00 45 100.00
Metabolic Disorder Positive 13 65.00 11 55.00
Negati 7 35.00 9 45.00
eare TABLE 41
Total 20 100.00 20 100.00 Summary by Cancer Stage Group for PLAU-R
Hormonal Fluctuation  Positive 13 39.39 1 3.03 Best Cutoff from
*
Negative 20 60.61 32 9697 ROC plot Mean +2 * std
Stage  Result N % N %
Total 331000033 100.00 1 Positive 53 79.10 30 4478
Gynecologic Disorder  Positive 15 42.86 9 25.71 Negative 14 20.90 37 55.22
Negative 0 ST14 26 749 Total 67 100.00 67 100,00
2 Positive 40 60.61 29 43.94
Total 35 10000 35 100.00 Regative 2 3939 3 3006
Vascular Disorder Positive 18 72.00 11 44.00 Total 66 100.00 66 100.00
. 3 Positive 50 74.63 35 52.24
Negative 7 2800 14 5600 Negative 17 2537 32 4176
)0.0 A
Total 25 100.00 25 100.00 Total 67 100.00 67 100.00
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Biomarker: Prolactin

[0206]

TABLE 42

31

Summary by Age Group for Prolactin

Mar. 12, 2009

Best Cutoff from ROC plot Mean + 2 * std
Age <=53 Age > 55 Age <=55 Age > 55
Group Result N % N % N % N %
1P Positive 50 55.56 49 45.37 9 10.00 6 5.56
Negative 40 44.44 59 54.63 81 90.00 102 94.44
Total 90 100.00 108 100.00 90  100.00 108  100.00
NORMAL Positive 92 45.77 54 27.69 6 2.99 3 1.54
Negative 109 5423 141 7231 195 97.01 192 98.46
Total 201 100.00 195 100.00 201 100.00 195 100.00
OvCA Positive 64 64.00 48 48.00 5 5.00 2 2.00
Negative 36 36.00 52 52.00 95 95.00 98 98.00
Total 100 100.00 100  100.00 100  100.00 100  100.00
TABLE 43 TABLE 44
Summary by Interfering Substance/Pathology Group for Prolactin Summary by Cancer Stage Group for Prolactin
Best Cutoff from
Best Cutoff from ROC plot Mean + 2 * std
ROC plot Mean + 2 * std
Stage  Result N % N %
Group Result N % N % 1 Positive 42 62.69 2 2.99
Negative 25 3731 65 97.01
Tumors Positive 17 37.78 3 6.67
. Total 67 100.00 67 100.00
bl
Negative 28 6222 4 9333 2 Positive 30 45.45 2 3.03
Negative 36 54.55 64 96.97
Total 45 100.00 45 100.00 -
Metabolic Disorder ~ Positive 4 20.00 2 10.00 Total 66 100.00 66 100.00
. 3 Positive 40 59.70 3 4.48
Negative 16 8000 18 9000 Negative 27 40.30 64 95.52
Total 20 100.00 20 100.00 Total 67 100.00 67 100.00
Hormonal Fluctuation  Positive 23 69.70 4 12.12
Negative 10 30.30 29 87.88
Total 33 100.00 33 100.00 Biomarker: CA125 (Lab COI‘p Data)
Gynecologic Disorder  Positive 18 5143 3 8.57
. [0207]
Negative 17 48.57 32 91.43
Total 35 100.00 35 100.00 TABLE 45
Vascular Disorder Positive 13 52.00 2 8.00 Summary by Age Group for CA125 (LabCorp Data)
Negative 12 48.00 23 92.00
Cutoff at 35
Total 25 100.00 25 100.00 N 55 A 55
Chronic Tmmuno. ~ Positive 26 6190 2 476 == ez
Disorder Group Result N % N %
Negative 16 38.10 40 95.24
1P Positive 13 14.94 6 5.66
Negative 74 85.06 100 94.34
Total 42 100.00 42 100.00

Total 87 100.00

106 100.00
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TABLE 45-continued TABLE 47-continued
Summary by Age Group for CA125 (LabCorp Data) Summary by Cancer Stage Group for CA 125 (LabCorp data)
Cutoff at 35
Cutoff at 35
Stage Result N %
Age <=55 Age > 55 .
3 Positive 38 58.46
Negative 27 41.54
Group Result N % N % e ——
Total 65 100.00
NORMAL Positive 5 251 1 0.52
Negative 194 9749 193 99.48
[0208] Summaries of the sensitivity of the thirteen biomar-
Total 199 10000 194 100.00 kers analyzed are presented in Tables 48-50, based on tumor
OvCA Positive 39 39.39 60 60.61 stage, normal 2-standard deviation limits, or “best fit,”
Negative 60 60.61 39 39.39 respectively.
Total 99 100.00 99 100.00 TABLE 48
Individual marker sensitivity summary by tumor stage (Based on
best cutoff)
TABLE 46
Stage 1 Stage 2 Stage 3
Summary by Interfering Substance/Pathology Group for CA125 (LabCorp Marker % pos % pos % pos
data)
HE4 85.1 80.3 92.5
Cutoff at 35 Glycodelin 64.2 62.1 64.2
- MMP7 49.3 424 62.7
Group Result N % SLPI 50.8 57.6 71.6
PAI-1 80.6 50.0 68.7
Tumors Positive 5 11.11 MUC-1 65.7 40.9 55.2
Negative 40 88,89 CAI25 35.8 56.1 58.5
— — Plau-R 79.1 60.6 74.6
Total 45 100.00 Inhibin A 373 53.0 343
Metabolic Discrder Positive 1 5.56 CTHRC1 239 28.8 35.8
Negative 17 94 44 KLK6 14.9 10.6 9.0
— — KLK10 55.2 56.1 62.7
Total 18 100.00 Prolactin 62.7 455 59.7
Hormonal Fluctuation Positive 7 21.21
Negative 26 78.79
Total 33 100.00 TABLE 49
Gynecologic Disorder Positive 4 12.50
Negative 28 87.50 Individual Marker Sensitivity Summary (based on Normal 28D limit)
Total 32 100.00 Marker Sensitivity Specificity
Vascular Disorder Positive 0 0.00
Negative 25 100.00 HE4 66.5 96
Glycodelin 50.5 85.3
Total 25 100.00 MMP7 30.5 97.7
Chronic Immuno. Positive 2 4.76 SLPL 15.0 98.3
Disorder Plau-R 47.0 90.1
Negative 40 95.24 MUC1 8.0 9.5
Inhibin A 34.0 75.8
Total 42 100.00 PAI-1 15.0 96.2
CAL25 50.0 9.5
(>=35 u/ml)
CTHRC1 12.5 98.0
TABLE 47 KLK6 5.0 98.2
KLK10 8.0 98.5
Summary by Cancer Stage Group for CA 125 (LabCorp data) Prolactin 3.5 91.7
Cutoff at 35
Stage Result N % TABLE 50
1 Positive 24 35.82 Individual Marker Sensitivity Summary (based on best cutoff)
Negative 43 64.18
Marker Sensitivity Specificity
Total 67 100.00
2 Positive 37 56.06 HE4 86.0 86.3
Negative 29 43.94 Glycodelin 63.5 79.0
MMP7 51.5 89.4

Total 66 100.00 SLPI 60.0 1.7
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TABLE 50-continued

Individual Marker Sensitivity Summ: based on best cuto
Marker Sensitivity Specificity
Plau-R 1.5 77.2
MUC1 54.0 73.0
Inhibin A 40.7 70.3
PAIL-1 66.5 76.0
CA125 50.5 98.2
(>=35 wml)

CTHRC1 29.5 84.8

KILK6 11.5 95.7

KLK10 58.0 54.3

Prolactin 56.0 63.1
Example 3

Ovarian Biomarker Selection Study
Multiple Biomarker Analysis

[0209] The logistic regression method was used for selec-
tion of optimal biomarkers for this study. Using logistic
regression, stepwise selection starts off by finding the biom-
arker that produces the largest R-square value with the depen-
dent variable. Then, given that the “best’ biomarker is in the
model, logistic regression finds that next best biomarker in
terms of adding to the R-square. This process of finding a set
of biomarkers that adds to the R-square is stopped when
biomarkers can no longer add to the R-square, in accordance

33
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with certain statistical criteria. These sets of biomarkers are
not unique because some of the biomarkers have the same
predictive performance.

[0210] Based on one selected model, a ROC plot can be
produced, which provides the relationship between the sen-
sitivity and specificity rates. Therefore, an appropriate speci-
ficity and sensitivity can be chosen in order to obtain an
expected PPV with accepted sensitivity.

[0211] Tables 51 and 52 provide several examples involv-
ing selection of a set of biomarkers with a higher specificity
and an appropriate sensitivity with a PPV of approximately
10% and a combined sensitivity rate around 70%-80%, under
the assumption that the population is 8,000,000 and the dis-
ease prevalence is 0.25%. Different target values for sensitiv-
ity, specificity, NPV and PPV can be obtained by selecting
different assay cutoffs, different biomarker combinations,
and different rules for combining the biomarkers. Biomarker
performance was analyzed using the biomarker values as
continuous variables (Table 51) and as categorical variables
(Table 52).

[0212] By way of definition, when two assay steps are
performed, the first assay step may be referred to as the
“screen test,” and the second step may be referred to as the
“reflex test.” “Best cutoff point” refers to the value obtained
from the ROC plot for a particular biomarker that produces
the best sensitivity and specificity. “Mean+2*std” refers to
the average expression level plus twice the standard devia-
tion, based on analysis of normal samples from patients not
afflicted with ovarian cancer.

Biomarker Performance as Continuous Variables
[0213]

TABLE 51

Estimated Sensitivity, Specificity, PPV, and NPV Adjusted by Disease Prevalence for Different Models

(Biomarker values as continuous variables)

Marker Selected and

Example rule

Screen/Reflex Test

Sensitivity

Screen/Reflex Test Combined Performance*

Specificity Sensitivity Specificity PPV NPV

1 Screen Test:

If HE4 <= 1.8 then
test is negative
Reflex Test:

If HE4 > 1.8 then the
following marker
selected:

CA125, GLY, PA],
Plau-R

(actual value used**)
Marker selected:
HE4, CA125, GIY,
MMP-7, PAL, Plau-R

(actual value used)

2f

90.2%

0/

70

81.7%

Age > 55

62.2%

96% 78.474% 98.4880% 11.5105% 99.9453%

98% 81.7% 98%  9.2873% 99.9532%

*Assume the population = 8,000,000; prevalence = 0.25%, estimated cancer cases = 20,000 in the population.

** Actual value refers to the actual biomarker expression level obtained in the test

TAlthough all listed biomarkers were assayed in a single step, additional algorithms were applied to obtain the values for sensitivity,

specificity, PPV, and NPV indicated in the table.
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Biomarker Performance as Categorical Variables
[0214]

TABLE 52

Mar. 12, 2009

Estimated Sensitivity, Specificity, PPV, and NPV Adjusted by Disease Prevalence for Different Models
(Biomarker Values as Categorical Variables)

Marker Selected and Screen/Reflex Test

Example rule Sensitivity Specificity

Screen/Reflex Test

Combined Performance*

Sensitivity Specificity PPV NPV

Ovenall Sample
1 Screen Test: 91.9% 73%
If HE4 <= 1.8 then
test is negative
Reflex Test:
If HE4 > 1.8 then the
following marker
selected:
CA125, MUC1,
GLY, PAI-1, Plau-R
(Best cutoff points
used)

80% 92.5%

Age > 55

1 Screen Test: 90.2% 62.2%
If HE4 <=1.8 then
test is negative
Reflex Test: 8%
If HE4 > 1.8 then
the following
marker selected
(best cutoff points
used): CA125,
MUC-1, MMP-7,
Plau-R, GLY

2 Screen Test:
If HE4 <=1.8 then
test is negative
Reflex Test: 82%
If HE4 > 1.8 then
the following
marker selected
(Mean + 2 * std cutoff
points used):
CA125, MUC-1,
MMP-7, Plau-R,
Inhibin

3 Marker selected:
PLAU-R, GLY, HE4,
CAI125, MMP-7,
PAI-1 (Best cutoff
points used)

4% Marker selected: 75% 99%
PLAU-R, GLY, HE4,
CAI125, MMP-7
(Mean + 2 * std cutoff
points used)

95.9%

90.2% 62.2%

95.8%

80.8% 98.5%

73.52%  98.704% 12.4479% 99.9328%

70.356% 98.4502% 10.2154% 99.9246%

73.964% 98.4124% 10.4555% 99.9337%

80.8% 98.5% 11.8946% 99.9512%

75% 99% 15.8228% 99.9368%

*CA125 cutoff >= 35 in either best cutoff or mean + 2std cases

** Assume the population = 8,000,000; prevalence = 0.25%, the estimate cancer cases = 20,000 in the population.
TAlthough all listed biomarkers were assayed in a single step, additional algorithms were applied to obtain the values for sensitivity,

specificity, PPV, and NPV indicated in the table.

Sensitivity, Specificity, PPV, and NPV Results Obtained with
Application of “Test Rules”

[0215] In the current study, the biomarkers HE4, CA125,
PLAU-R, glycodelin, Muc-1, PAI-1, MMP-7, and inhibin
were the most frequently selected markers based on marker
performance either as continuous or categorical variables. In
contrast to the statistical methods described above, Table 53
provides the estimated sensitivity, specificity, PPV, and NPV
(adjusted by disease prevalence) based on two test rules: (1) if
any two of the above biomarkers are positive (i.e., overex-

pressed), then the test is declared positive or (2) if any 3 of the
above biomarkers are positive (i.e., overexpressed), the test is
declared positive. Contrary to the results presented above in
Tables 51 and 52, though, the application of either test rule did
not produce a high specificity rate, which in turn lead to an
unacceptably low PPV (<1.5%) when adjusted for the low
prevalence rate of ovarian cancer. The application of “test
rules,” such as those described herein, is representative of the
current state of the art in the identification of patients having
an increased risk of ovarian cancer.
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TABLE 53

Estimated Sensitivity, Specificity, PPV, and NPV Adjusted by Disease

Prevalence Based on Test Rules

Performance®

Example Marker Selected and rule Sensitivity Specificity ~ PPV

NPV

Overall Sample

1 Any of two following 97.475%  51.654%
markers are positive: HE4,
CAI125, Plau-R, GLY,
MUC-1, PAI-1, MMP-7,
Inhibin (best cutoff points
used)

2 Any of 3 folloewing
markers are positive: HE4,
CAI125, Plau-R, GLY,
MUC-1, PAI-1, MMP-7,
Inhibin (best cutoff points
used)

0.5028%

91.414%  78372%  1.0482%

Age > 55 Year Older

1 Any of two following 96.970%  56.186%
markers are positive: HE4,
CAI125, Plau-R, GLY,
MUC-1, PAI-1, MMP-7,
Inhibin (best cutoff points
used)

2 Any of 3 following
markers are positive: HE4,
CAI125, Plau-R, GLY,
MUC-1, PAI-1, MMP-7,
Inhibin (best cutoff points
used)

0.5516%

94.949%  78.866% 1.1135%

99.9878%

99.9726%

99.9865%

99.9840%

*CA125 cutoff >= 35 in either best cutoff or mean + 2std cases

*# Agsume the pepulation = 8,000,000; prevalence = 0.25%, estimated cancer cases =

20,000 1n the population.

Example 4
Ovarian Biomarker Selection Study

Multiple Biomarker Analysis Using One-Step
Screening Method

[0216] Expression of the biomarkers HE4, CA125, and
glycodelin and combinations thereof for all patients and
patient age over 55 was assessed using a one-step screening
method, as described herein above. In particular, Table 54

Proportions (3" Ed.), which is herein incorporated by refer-
ence in its entirety. The algorithm offered 76.8% sensitivity at
96.4% specificity. A test outcome defined as positive was
based on the following linear logistic regression model: In(P/
(1-P))=-4.2391+0.0888*CA125+0.1790*HE4+0.
2349*GLY, where P is the conditional probability of ovarian
cancer given CA 125, HE4, and glycodelin being overex-
pressed in the patient body sample. A similar result was
obtained with CA 125 determined using manufacture’s rec-
ommended cutoff value of >35u/mL.

TABLE 54

Sensitivity and specificity of single-step screening assay to distinguish

ovarian cancer (all stages) from controls in patients over age 55

Marker

HE4, CA123,
GLYCODELIN
HE4, CA123,
GLYCODELIN

Variable Algorithm Sensitivity Specificity

Actual value 1 Step: based on linear logistic 76.8% 96.4%
model

Actual value, 1 Step: based on linear logistic 71.4% 95.4%

except CA125  model

provides the results for a one-step algorithm for patients over
age 55. The test algorithm was based on a linear logistic
regression model, and the actual value of each marker was
used in the model. Linear logistic regression models (and
other algorithms) are routine and well known in the art. See,
for example, Fleiss (2003) Statistical Methods for Rates and

Example 5
Bootstrap Method of Analysis
Validation of Study Methods

[0217] A bootstrap method of analysis was also conducted
to assure a robust estimate of sensitivity and specificity for the
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above studies given that an independent and unique set of
cancer sera was not available to validate the model. The
bootstrap method consisted of artificially creating 1000 ran-
dom datasets with replacement selection from the study
sample set. A set of the most frequently selected markers in
the study based on optimal performance was selected: HE4,
CA125, PLAU-R, Glycodelin, MUC1 and PAI-1. A “test”
was defined as follows: Test is positive if either (1) HE4 is
positive and any one of CAI125, Glycodelin, MMP-7,
PLAU-R is positive or (2) HE4 is negative but CA125, Gly-
codelin, MMP-7, PLAU-R are all positive; otherwise, the
“test” is negative. From the 1000 random samples, the mean/
standard deviation and 95% confidence interval of the sensi-
tivity/specificity of this defined test were obtained.

TABLE 55
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[0218] All publications and patent applications mentioned
in the specification are indicative of the level of those skilled
in the artto which this invention pertains. All publications and
patent applications are herein incorporated by reference to the
same extent as if each individual publication or patent appli-
cation was specifically and individually indicated to be incor-
porated by reference.

[0219] Although the foregoing invention has been
described in some detail by way of illustration and example
for purposes of clarity of understanding, it will be obvious
that certain changes and modifications may be practiced
within the scope of the appended embodiments.

Biomarker Sequence Information

Amino Acid Sequence

Nucleotide Sequence

Sequence Sequence
Biomarker Name Accession No. Identifier Accession No. Identifier
HE4 (Isoform 1) NP__006094 SEQID NO: 1 NM__ 006103 SEQ ID NO: 2
HE4 (Isoform 3) NP_542771 SEQIDNO: 3 NM_080733 SEQ ID NO: 4
HE4 (Isoform 4) NP_542772 SEQID NO: 5 NM__080734 SEQ ID NO: 6
HE4 (Isoform 2) NP_542774 SEQID NO: 7 NM__080736 SEQ ID NO: 8
HE4 (Isoform 5) NP_542773 SEQID NO: 9 NM__080735 SEQ ID NO: 10
KLK6 (Variant A)  NP_002765 SEQIDNO: 11  NM_002774 SEQ ID NO: 12
KLK6 (Variant B) ~ NP_001012982 SEQIDNO:13  NM_001012964 SEQ ID NO: 14
KLK6 (Variant C)  NP_001012983 SEQIDNO:15 NM_001012965 SEQ ID NO: 16
KLK (Variant D) NP_001012984 SEQIDNO:17 NM_001012966 SEQ ID NO: 18
KLKI10 (Variant1)  NP_002767 SEQIDNO:19  NM_002776 SEQ ID NO: 20
KLKI10 (Variant 2) NP_665895 SEQIDNO:21  NM_145888 SEQ ID NO: 22
Glycodelin (Variant NP_001018059 SEQIDNO:23 NM_001018409 SEQ ID NO: 24
1)
Glycodelin (Variant NP_002562 SEQIDNO:25 NM_002571 SEQ ID NO: 26
2)
PAI-1 NP__000593 SEQIDNO: 27  NM_000602 SEQ ID NO: 28
Mue-1 (Variant 1) NP_002447 SEQIDNO:29  NM_002456 SEQ ID NO: 30
Muec-1 (Variant 2) NP_001018016 SEQIDNO:31 NM_001018016 SEQ ID NO:32
Muec-1 (Variant 3) NP_001018017 SEQIDNO:33 NM_001018017 SEQ ID NO: 34
Muc-1 (Variant 4) NP_001018021 SEQIDNO:35 NM_001018021 SEQ ID NO: 36
Alpha-1 anti-trypsin - NP_000286 SEQID NO:37  NM_000295 SEQ ID NO: 38
Alpha-1 anti-trypsin - NP_001002235 SEQIDNO:39  NM_001002235 SEQ ID NO: 40
Alpha-1 anti-trypsin  NP_001002236 SEQIDNO:41  NM_001002236 SEQ ID NO: 42
PLAUR (Variant 1) NP_002650 SEQIDNO:43  NM_002659 SEQ ID NO: 44
PLAUR (Variant2) NP_001005376 SEQIDNO:45 NM_001005376 SEQ ID NO: 46
PLAUR (Variant3) NP_001005377 SEQIDNO:47 NM_001005377 SEQ ID NO:48
CTHRC1 NP_ 612464 SEQIDNO:49  NM_ 138455 SEQ ID NO: 50
Inhibin (INHA) NP_002182 SEQIDNO:51 NM_002191 SEQ ID NO: 52
Inhibin (INHBB) NP_002184 SEQIDNO: 53  NM_002193 SEQ ID NO: 54
Inhibin (INHBA) NP_002183 SEQIDNO:55 NM_002192 SEQ ID NO: 56
CA125 (Muc-16) NP_078966 SEQIDNO:57  NM_024690 SEQ ID NO: 58
MMP-7 NP_002414 SEQIDNO:59  NM_002423 SEQ ID NO: 60
Prolactin NP_000939 SEQIDNO: 61  NM_000948 SEQ ID NO: 62
SLPI NP__003055 SEQIDNO: 63  NM_003064 SEQ ID NO: 64
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<160> NUMBER OF SEQ ID NOS:

<210> SEQ ID NO 1
<211> LENGTH: 124

<212> TYPE:

<213> ORGANISM: Homo sapiens

PRT

<400> SEQUENCE: 1

Met Pro Ala
1

Leu Leu Leu
Thr Gly Val
35

Cys Val Ser
50

Gly Cys Ala
65

Pro Gln Val

Cys Gln Val

Gly Cys Gly
115

Cys Arg Leu
5

Phe Gly Phe
20

Cys Pro Glu

Asp Ser Glu

Thr Phe Cys

70

Asn Ile Asn
85

Asp Ser Gln
100

Lys Val Ser

<210> SEQ ID NO 2
<211> LENGTH: 570

<212> TYPE:

<213> ORGANISM: Homo sapiens

DNA

<400> SEQUENCE: 2

cacctgeace
cgecctecte
gaagactgge
ggacagcgaa
tetgeccaat
cetetgtegy
caatggetgt
getgageagt
ccteecettt

aaccaataaa

cegeecggge atagcaccat

cteagectye tgetgttegy

gtgtgeceey

tgegecgaca acctcaagtyg

gataaggagg
gaccagtgee
gggaaggtgt

gaggagagaa

ttegggacte tgtatteect

gtaaccactt

<210> SEQ ID NO 3
<211> LENGTH: 79

<212> TYPE:

<213> ORGANISM: Homo sapiens

PRT

<400> SEQUENCE: 3

Gly

Thr

Leu

Cys

55

Ser

Phe

Cys

Cys

64

Pro

Leu

Gln

40

Ala

Leu

Pro

Pro

Val
120

agctecagge

gttectgece
aggtggacag
cetgtgteac

agtttetgee

SEQUENCE LISTING

Leu

Val

25

Ala

Asp

Pro

Gln

Gly

105

Thr

tcagcaaaaa

Ala

10

Ser

Asp

Asn

Asn

Leu

90

Gln

Pro

Ala

Gly

Gln

Leu

Asp

75

Gly

Met

Asn

gectgettgt
ctteacecta
tgaccagaac
ctgeagegey
ccaggtgaac
ccagtgtect
tcecaattte
tggeectgea

cttgggetga

Ala Leu

Thr Gly

Asn Cys

45
Lys Cys

60

Lys Glu

Leu Cys

Lys Cys

Phe

Leu

Ala

30

Thr

Cys

Gly

Arg

Cys
110

cgectaggece

gteteaggea

tgcacgcaag

ggetgtgeca

attaacttte

ggccagatga

tgagetecag

tetggtteca

ccacagette

Leu Ser
15

Glu Lys

Gln Glu

Ser Ala

Ser Cys

80

Asp Gln
85

Arg Asn

cgetagecge
caggagcaga
agtgegtete
cettetgete
cecagetegg
aatgetgeeg
ccaccaccag
gcccacctge

tecectttece

Met Pro Ala Cys Arg Leu Gly Pro Leu Ala Ala Ala Leu Leu Leu Ser

1

5

10

15

Leu Leu Leu Phe Gly Phe Thr Leu Val Ser Gly Thr Gly Ala Glu Lys

60

120

180

240

300

360

420

480

540

570
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20 25 30
Thr Gly Val Cys Pro Glu Leu Gln Ala Asp Gln Asn Cys Thr Gln Glu
35 40 45

Cys Val Ser Asp Ser Glu Cys Ala Asp Asn Leu Lys Cys Cys Ser 2Ala

50 55 60
Gly Cys Ala Thr Phe Cys Ser Leu Pro Asn Gly Gln Leu Ala Glu
65 70 75
<210> SEQ ID NO 4
<211> LENGTH: 694
<212> TYPE: DNA
<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 4
cacctgcace ccgeecggge atagcaccat gectgettgt cgcectaggec cgctagecgce 60
cgccctecte ctecageetge tgectgttegg cttcacccta gtetcaggeca caggagcaga 120
gaagactggce gtgtgccceg agcectcecagge tgaccagaac tgcacgcaag agtgegtcetce 180
ggacagcgaa tgcgccgaca acctcaagtg ctgcagegeg ggetgtgeca ccttetgete 240
tctgeccaat ggccaactgg ctgagtgatt cgaagaaagt gaggaatcct ccctggacac 300
tgtategece ttegtegtet ttecagtcaat ctettecact ctaaggattyg agtgagegey 360
agctggggac tctctcaaag ataaggaggg ttectgecce caggtgaaca ttaactttec 420
cecagetegge ctetgteggyg accagtgeca ggtggacage cagtgtectyg gecagatgaa 480
atgetgeege aatggetgtyg ggaaggtgte ctgtgtcact cccaatttet gaggtecage 540
caccaccagyg ctgagcagty aggagagaaa gtttetgeet ggecctgeat ctggttecag 600
cecacetgee ctecectttt tegggactet gtatteccete ttgggetgac cacagettet 660
cectttecca accaataaag taaccacttt cage 694
<210> SEQ ID NO 5
<211> LENGTH: 76
<212> TYPE: PRT
<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 5
Met Pro Ala Cys Arg Leu Gly Pro Leu Ala Ala Ala Leu Leu Leu Ser
1 5 10 15
Leu Leu Leu Phe Gly Phe Thr Leu Val Ser Asp Lys Glu Gly Ser Cys

20 25 30
Pro Gln Val Asn Ile Asn Phe Pro Gln Leu Gly Leu Cys Arg Asp Gln
35 40 45

Cys Gln Val Asp Ser Gln Cys Pro Gly Gln Met Lys Cys Cys Arg Asn

50 55 60
Gly Cys Gly Lys Val Ser Cys Val Thr Pro Asn Phe
65 70 75
<210> SEQ ID NO 6
<211> LENGTH: 421
<212> TYPE: DNA
<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 6
cacctgcace ccgeccggge atagcaccat geetgettgt cgectaggece cgetagecge 60
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cgccectecte ctecageetge tgctgttegg cttcaccecta gtetcagata aggagggtte 120
ctgceccecag gtgaacatta acttteccca geteggecte tgtegggacce agtgecaggt 180

ggacagccayg tgtcctggee agatgaaatg ctgccgcaat ggetgtggga aggtgtectg 240

tgtcactcce aatttctgag gtccagecac caccaggctg agcagtgagg agagaaagtt 300
tetgectgge cctgeatetg gttecagece acctgceecte cecttttteg ggactetgta 360
ttceoetettg ggctgaccac agettcetece ttteccaace aataaagtaa ccactttcag 420
c 421

<210> SEQ ID NO 7

<211> LENGTH: 102

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 7

Met Pro Ala Cys Arg Leu Gly Pro Leu Ala Ala Ala Leu Leu Leu Ser
1 5 10 15

Leu Leu Leu Phe Gly Phe Thr Leu Val Ser Gly Thr Gly Ala Glu Lys
20 25 30

Thr Gly Val Cys Pro Glu Leu Gln Ala Asp Gln Asn Cys Thr Gln Glu
35 40 45

Cys Val Ser Asp Ser Glu Cys Ala Asp Asn Leu Lys Cys Cys Ser Ala
50 55 60

Gly Cys Ala Thr Phe Cys Ser Leu Pro Asn Ala Leu Phe His Trp His
65 70 75 80

Leu Lys Thr Arg Arg Leu Trp Glu Ile Ser Gly Pro Arg Pro Arg Arg
85 90 85

Pro Thr Trp Asp Ser Ser
100

<210> SEQ ID NO 8

<211> LENGTH: 358

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 8

cacctgcace ccgeecggge atagecaccat gectgettgt cgectaggee cgetagecge 60

cgecetecte cteageetge tgetgttegg ctteacecta gtetcaggea caggageaga 120

gaagactgge gtgtgceceg agetccagge tgaccagaac tgecacgecaag agtgegtete 180

ggacagcgaa tgegecgaca acctcaagtyg ctgcagegeg ggetgtgeca ccttetgete 240
tetgeccaat geactgttee actggcaccet aaagacacgg aggctetggyg agatttetgg 300
cectaggeca cgaaggecca cttgggacte aagetgaggt ccotgtgatte catttggy 358

<210> SEQ ID NO 9

<211> LENGTH: 73

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 9

Met Leu Gln Val Gln Val Asn Leu Pro Val Ser Pro Leu Pro Thr Tyr
1 5 10 15

Pro Tyr Ser Phe Phe Tyr Pro Asp Lys Glu Gly Ser Cys Pro Gln Val
20 25 30
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Asn Ile Asn Phe Pro Gln Leu Gly Leu Cys Arg Asp Gln Cys Gln Val
35 40 45

Asp Ser Gln Cys Pro Gly Gln Met Lys Cys Cys Arg Asn Gly Cys Gly
50 55 60

Lys Val Ser Cys Val Thr Pro Asn Phe
65 70

<210> SEQ ID NO 10

<211> LENGTH: 411

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 10

agcccagtga ggggcagtgg gggggccatg ctgcaggtac aagttaatcet ccctgtatceg 60
cctetgecca cttaccetta ctecttttte tacccagata aggagggttce ctgcccccag 120
gtgaacatta actttcccca gctcggecte tgtcgggacce agtgccaggt ggacagecag 180
tgtcectggee agatgaaatg ctgccgecaat ggctgtggga aggtgtectg tgtcactcecce 240
aatttctgag gtecagecac caccaggetg ageagtgagyg agagaaagtt tetgectgge 300
cctgeatetg gttecagece acctgeecte cecttttteg ggactetgta tteoectettyg 360
ggctgaccac agettetece ttteccaace aataaagtaa ccacttteag ¢ 411
<210> SEQ ID NO 11

<211> LENGTH: 244

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 11

Met Lys Lys Leu Met Val Val Leu Ser Leu Ile Ala Ala Ala Trp 2Ala
1 5 10 15

Glu Glu Gln Asn Lys Leu Val His Gly Gly Pro Cys Asp Lys Thr Ser
20 25 30

His Pro Tyr Gln Ala Ala Leu Tyr Thr Ser Gly Hig Leu Leu Cys Gly
35 40 45

Gly Val Leu Ile His Pro Leu Trp Val Leu Thr Ala Ala His Cys Lys
50 55 60

Lys Pro Asn Leu Gln Val Phe Leu Gly Lys His Asn Leu Arg Gln Arg
65 70 75 80

Glu Ser Ser Gln Glu Gln Ser Ser Val Val Arg Ala Val Ile His Pro
85 90 85

Asp Tyr Asp Ala Ala Ser His Asp Gln Asp Ile Met Leu Leu Arg Leu
100 105 110

Ala Arg Pro Ala Lys Leu Ser Glu Leu Ile Gln Pro Leu Pro Leu Glu
115 120 125

Arg Asp Cys Ser Ala Asn Thr Thr Ser Cys His Ile Leu Gly Trp Gly
130 135 140

Lys Thr Ala Asp Gly Asp Phe Pro Asp Thr Ile Gln Cys Ala Tyr Ile
145 150 155 160

Hig Leu Val Ser Arg Glu Glu Cys Glu His Ala Tyr Pro Gly Gln Ile
165 170 175

Thr Gln Asn Met Leu Cys Ala Gly Asp Glu Lys Tyr Gly Lys Asp Ser
180 185 190
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Cys Gln Gly Asp Ser Gly Gly Pro Leu Val Cys Gly Asp His Leu Arg
195 200 205

Gly Leu Val Ser Trp Gly Asn Ile Pro Cys Gly Ser Lys Glu Lys Pro
210 215 220

Gly Val Tyr Thr Asn Val Cys Arg Tyr Thr Asn Trp Ile Gln Lys Thr
225 230 235 240

Ile Gln Ala Lys

<210> SEQ ID NO 12

<211> LENGTH: 1527

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 12

ggcggacaaa gcecgattgt tcectgggceec tttcececcate gegectggge ctgctecceca 60
gceecggggea ggggeggggyg ccagtgtggt gacacacget gtagetgtet ccccggetgg 120
ctggecteget ctetectggg gacacagagg tcggcaggca gcacacagag ggacctacgg 180
gcagctgtte cttecccecga ctcaagaatce cccggaggece cggaggectg cagcaggagce 240
ggccatgaayg aagctgatgg tggtgctgag tctgattget gcagectggg cagaggagea 300
gaataagttyg gtgcatggeg gaccctgega caagacatcet caccectacce aagcetgeect 360
ctacacctcg ggccacttge tctgtggtgg ggtecttate catccactgt gggtectcac 420
agetgeccace tgcaaaaaac cgaatcttea ggtettectyg gggaageata acctteggea 480
aagggagagt tceccaggage agagttetgt tgtecggget gtgatccace ctgactatga 540
tgecgecage catgaccagg acatcatget gttgegeety geacgeecag ccaaactete 600
tgaactcate cageccette ccetggagag ggactgetea gccaacacca ccagetgeca 660
catcetggge tggggcaaga cagcagatgg tgatttceet gacaccatec agtgtgcata 720
catccacetyg gtgtecegty aggagtgtga geatgectac cctggecaga tcacccagaa 780
catgttgtgt gctggggatg agaagtacgg gaaggattee tgecagggtg attctggggy 840
tecegetggta tgtggagace accteegagg cettgtgtea tggggtaaca tceeccetgtgg 900
atcaaaggag aagccaggag tctacaccaa cgtetgcaga tacacgaact ggatccaaaa 960
aaccattcag gccaagtgac cctgacatgt gacatctace tccegaccta ccaccccact 1020
ggctggttee agaacgtete tcacctagac cttgecteece ctecteteet geccagetet 1080
gacccectgatg cttaataaac gecagcgacgt gagggtcectyg attctecctg gttttaccece 1140
agcteccatcee ttgcatcact ggggaggacyg tgatgagtga ggacttgggt ccteggtett 1200
acccecacca ctaagagaat acaggaaaat cccttetagg catctectet ccccaaccect 1260
tccacacgtt tgatttette ctgcagagge ccageccacgt gtcetggaate ccagetecege 1320
tgcttactgt cggtgtecccee ttgggatgta cctttettca ctgcagattt ctcacctgta 1380
agatgaagat aaggatgata cagtctccat aaggcagtgg ctgttggaaa gatttaaggt 1440
ttcacaccta tgacatacat ggaatagcac ctgggccacc atgcactcaa taaagaatga 1500
attttattat gaaaaaaaaa aaaaaaa 1527
<210> SEQ ID NO 13

<211> LENGTH: 244

<212> TYPE: PRT
<213> ORGANISM: Homo sapiens
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<400> SEQUENCE: 13

Met Lys Lys Leu Met Val Val Leu Ser Leu Ile Ala Ala Ala Trp 2Ala
1 5 10 15

Glu Glu Gln Asn Lys Leu Val His Gly Gly Pro Cys Asp Lys Thr Ser
20 25 30

His Pro Tyr Gln Ala Ala Leu Tyr Thr Ser Gly His Leu Leu Cys Cly
35 40 45

Gly Val Leu Ile His Pro Leu Trp Val Leu Thr Ala Ala His Cys Lys
50 55 60

Lys Pro Asn Leu Gln Val Phe Leu Gly Lys His Asn Leu Arg Gln Arg
65 70 75 80

Glu Ser Ser Gln Glu Gln Ser Ser Val Val Arg Ala Val Ile His Pro
85 90 85

Asp Tyr Asp Ala Ala Ser His Asp Gln Asp Ile Met Leu Leu Arg Leu
100 105 110

Ala Arg Pro Ala Lys Leu Ser Glu Leu Ile Gln Pro Leu Pro Leu Glu
115 120 125

Arg Asp Cys Ser Ala Asn Thr Thr Ser Cys His Ile Leu Gly Trp Gly
130 135 140

Lys Thr Ala Asp Gly Asp Phe Pro Asp Thr Ile Gln Cys Ala Tyr Ile
145 150 155 160

His Leu Val Ser Arg Glu Glu Cys Glu His Ala Tyr Pro Gly Gln Ile
165 170 175

Thr Gln Asn Met Leu Cys Ala Gly Asp Glu Lys Tyr Gly Lys Asp Ser
180 185 190

Cys Gln Gly Asp Ser Gly Gly Pro Leu Val Cys Gly Asp His Leu Arg
195 200 205

Gly Leu Val Ser Trp Gly Asn Ile Pro Cys Gly Ser Lys Glu Lys Pro
210 215 220

Gly Val Tyr Thr Asn Val Cys Arg Tyr Thr Asn Trp Ile Gln Lys Thr
225 230 235 240

Ile Gln Ala Lys

<210> SEQ ID NO 14

<211> LENGTH: 1527

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 14

aggacgttcce agaagcatct ggggacagaa ccagectett ccagggagge ctgggagety 60
ggggtgtgtyg tctggcagte cctgcagece tgggetetge ggecectygeg tecteegett 120
ggctetgeca ctgcatetga gtgtettete tectecacgge teecegeatt tcetaactett 180
tetgectect cgtctcaaag ctgttectte ccccgactca agaatceccy gaggeccgga 240
ggcctgcage aggagcggec atgaagaagce tgatggtggt getgagtetg attgetgeag 300
cctgggcaga ggagcagaat aagttggtge atggeggacc ctgcgacaag acatctcacc 360
cctaccaage tgeccctcetac acctegggec acttgetetg tggtggggte cttatccate 420
cactgtgggt cctcacaget gcccactgca aaaaaccgaa tcttcaggte ttectgggga 480

agcataacct tcggcaaagyg gagagttcce aggagcagag ttetgttgte cgggetgtga 540
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tccaccetga ctatgatgec gccagecatg accaggacat catgetgttg cgectggceac 600
gcccagcecaa actctctgaa ctcatccage cectteccet ggagagggac tgctcageca 660
acaccaccag ctgccacatc ctgggctggg gcaagacagce agatggtgat ttccctgaca 720

ccatccagtg tgcatacatc cacctggtgt cccgtgagga gtgtgagcat gectaccctyg 780
gccagatcac ccagaacatg ttgtgtgctg gggatgagaa gtacgggaag gattcctgece 840
agggtgattc tgggggtcceg ctggtatgtg gagaccacct ccgaggectt gtgtcatggyg 900
gtaacatcece ctgtggatca aaggagaagc caggagtcta caccaacgtc tgcagataca 960
cgaactggat ccaaaaaacc attcaggcca agtgaccctg acatgtgaca tctacctccce 1020
gacctaccac cccactggct ggttccagaa cgtctctcac ctagaccttg cctecectec 1080
tctectgece agetcectgace ctgatgctta ataaacgcag cgacgtgagg gtcctgatte 1140
tcectggttt taccccaget ccatccttge atcactgggg aggacgtgat gagtgaggac 1200
ttgggtccte ggtcttacce ccaccactaa gagaatacag gaaaatccct tctaggcatce 1260
tecctetecee aacccttcca cacgtttgat ttcttectge agaggcccag ccacgtgtet 1320
ggaatcecayg ctecgetget tactgteggt gtecccettgyg gatgtacett tetteactge 1380
agatttctca cctgtaagat gaagataagg atgatacagt ctccataagg cagtggctgt 1440
tggaaagatt taaggtttca cacctatgac atacatggaa tagcacctgg gecaccatge 1500
actcaataaa gaatgaattt tattatg 1527
<210> SEQ ID NO 15

<211> LENGTH: 137

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 15

Met Leu Leu Arg Leu Ala Arg Pro Ala Lys Leu Ser Glu Leu Ile Gln
1 5 10 15

Pro Leu Pro Leu Glu Arg Asp Cys Ser Ala Asn Thr Thr Ser Cys His
20 25 30

Ile Leu Gly Trp Gly Lys Thr Ala Asp Gly Asp Phe Pro Asp Thr Ile
35 40 45

Gln Cys Ala Tyr Ile His Leu Val Ser Arg Glu Glu Cys Glu His Ala
50 55 60

Tyr Pro Gly Gln Ile Thr Gln Asn Met Leu Cys Ala Gly Asp Glu Lys
65 70 75 80

Tyr Gly Lys Asp Ser Cys Gln Gly Asp Ser Gly Gly Pro Leu Val Cys
85 90 95

Gly Asp His Leu Arg Gly Leu Val Ser Trp Gly Asn Ile Pro Cys Gly
100 105 110

Ser Lys Glu Lys Pro Gly Val Tyr Thr Asn Val Cys Arg Tyr Thr Asn
115 120 125

Trp Ile Gln Lys Thr Ile Gln Ala Lys
130 135

<210> SEQ ID NO 16

<211> LENGTH: 1495

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 16
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aggacgttce agaagcatct ggggacagaa ccagectctt ccagggaggce ctgggagcetg 60
ggggtgtgtyg tctggcagte cctgcagceee tgggcetetge ggeccectgeg tectecgett 120
ggctctgeca ctgcatctga gtgtettete tectcacgge tceeccgeatt tctaactett 180
tetgectect cgtectcaaag ctgttectte cecccgactca agaatceccg gaggecccgga 240
ggcctgcage agectgggca gaggagcaga ataagttggt gcatggegga ccctgcgaca 300
agacatctca cccctaccaa gectgecectet acaccteggg ccacttgete tgtggtgggyg 360
tecttateca teccactgtgg gtectcacag ctgcccactg caaaaaaccg aatcttcagyg 420

tettectggg gaagcataac ctteggcaaa gggagagtte ccaggagcag agttetgttyg 480

teccgggetgt gatccaccct gactatgatg cecgecagcca tgaccaggac atcatgetgt 540
tgcgectgge acgcccagece aaactctetg aactcatcca gececttece ctggagaggyg 600
actgctcage caacaccacc agctgccaca tectgggctg gggcaagaca gcagatggtyg 660

atttccetga caccateccag tgtgecataca tccacctggt gtceeccegtgag gagtgtgage 720
atgcctacce tggccagatc acccagaaca tgttgtgtge tggggatgag aagtacggga 780
aggattcectg ccagggtgat tctgggggte cgctggtatg tggagaccac ctcecgaggec 840
ttgtgtcatyg gggtaacate ccetgtggat caaaggagaa gccaggagte tacaccaacy 900
tctgecagata cacgaactgg atccaaaaaa ccattcagge caagtgaccce tgacatgtga 960
catctacete cegacctace accccactgg ctggttecag aacgtetete acctagaccet 1020
tgecteceet cctetectge ccagetetga cectgatget taataaacge agegacgtga 1080
gggtectgat teteccetggt tttaccecag ctecatcectt geateactgy ggaggacgty 1140
atgagtgagyg acttgggtec teggtettac ccccaccact aagagaatac aggaaaatce 1200
cttectaggea tetectetece ccaaccectte cacacgtttg atttettect gecagaggece 1260
agccacgtgt ctggaatcee agetecgetyg cttactgteg gtgtecectt gggatgtace 1320
tttettecact gcagatttet cacctgtaag atgaagataa ggatgataca gtctcecataa 1380
ggcagtggct gttggaaaga tttaaggttt cacacctatg acatacatgg aatagcacct 1440
gggccaccat gcactcaata aagaatgaat tttattatga aaaaaaaaaa aaaaa 1495
<210> SEQ ID NO 17

<211> LENGTH: 40

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 17

Met Lys Lys Leu Met Val Val Leu Ser Leu Ile Ala Ala Gly Ile Phe
1 5 10 15

Arg Ser Ser Trp Gly Ser Ile Thr Phe Gly Lys Gly Arg Val Pro Arg
20 25 30

Ser Arg Val Leu Leu Ser Gly Leu
35 40

<210> SEQ ID NO 18

<211> LENGTH: 1386

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 18
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aggacgttce agaagcatct ggggacagaa ccagectctt ccagggaggce ctgggagcetg 60
ggggtgtgtyg tctggcagte cctgcagceee tgggcetetge ggeccectgeg tectecgett 120
ggctctgeca ctgcatctga gtgtettete tectcacgge tceeccgeatt tctaactett 180
tetgectect cgtectcaaag ctgttectte cecccgactca agaatceccg gaggecccgga 240
ggcctgcage aggagcggcece atgaagaagce tgatggtggt gctgagtcetg attgetgeag 300
gaatcttcag gtecttectgg ggaagcataa cctteggcaa agggagagtt cccaggageca 360

gagttctgtt gteccgggctg tgatccacce tgactatgat gcegecagec atgaccagga 420

catcatgetg ttgcgecetgg cacgeccage caaactctcet gaactcatec agccccttec 480
cctggagagg gactgctcag ccaacaccac cagctgecac atcctggget ggggcaagac 540
agcagatggt gatttcectg acaccatcca gtgtgcatac atccacctgg tgtccegtga 600

ggagtgtgag catgcctacc ctggccagat cacccagaac atgttgtgtg ctggggatga 660
gaagtacggyg aaggattcct gccagggtga ttcectgggggt ccgctggtat gtggagacca 720

ccteoecgagge cttgtgtecat ggggtaacat cccctgtgga tcaaaggaga agccaggagt 780

ctacaccaac gtetgcagat acacgaactg gatccaaaaa accattceagg ccaagtgacce 840
ctgacatgtg acatctacct cccgacctac caccccactg getggttceca gaacgtetet 900
cacctagace ttgectecee teeteteetg cecagetety acectgatge ttaataaacy 960

cagegacgtyg agggtectga ttetecctgg ttttacccca getcecatect tgeatcactyg 1020
gggaggacgt gatgagtgag gacttgggte cteggtetta cceccaccac taagagaata 1080
caggaaaate ccttetagge atctectete cccaaccett ccacacgttt gatttettee 1140
tgcagaggee cagecacgtg tetggaatee cagetecget gettactgte ggtgteccect 1200
tgggatgtac ctttettcac tgcagattte tcacctgtaa gatgaagata aggatgatac 1260
agtcteocata aggcagtgge tgttggaaag atttaaggtt tcacacctat gacatacatg 1320
gaatagcacc tgggccacca tgcactcaat aaagaatgaa ttttattatg azaaaaaaaa 1380
aaaaaa 1386
<210> SEQ ID NO 19

<211> LENGTH: 276

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 19

Met Arg Ala Pro His Leu His Leu Ser Ala Ala Ser Gly Ala Arg Ala
1 5 10 15

Leu Ala Lys Leu Leu Pro Leu Leu Met Ala Gln Leu Trp Ala 2la Glu
20 25 30

Ala Ala Leu Leu Pro Gln Asn Asp Thr Arg Leu Asp Pro Glu Ala Tyr
35 40 45

Gly Ser Pro Cys Ala Arg Gly Ser Gln Pro Trp Gln Val Ser Leu Phe
50 55 60

Agn Gly Leu Ser Phe His Cys Ala Gly Val Leu Val Asp Gln Ser Trp
65 70 75 80

Val Leu Thr Ala Ala His Cys Gly Asn Lys Pro Leu Trp Ala Arg Val
85 90 95

Gly Asp Asp His Leu Leu Leu Leu Gln Gly Glu Gln Leu Arg Arg Thr
100 105 110
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Thr Arg Ser Val Val His Pro Lys Tyr His Gln Gly Ser Gly Pro Ile
115 120 125

Leu Pro Arg Arg Thr Asp Glu His Asp Leu Met Leu Leu Lys Leu Ala
130 135 140

Arg Pro Val Val Leu Gly Pro Arg Val Arg Ala Leu Gln Leu Pro Tyr
145 150 155 160

Arg Cys Ala Gln Pro Gly Asp Gln Cys Gln Val Ala Gly Trp Gly Thr
165 170 175

Thr Ala Ala Arg Arg Val Lys Tyr Asn Lys Gly Leu Thr Cys Ser Ser
180 185 190

Ile Thr Ile Leu Ser Pro Lys Glu Cys Glu Val Phe Tyr Pro Gly Val
195 200 205

Val Thr Asn Asn Met Ile Cys Ala Gly Leu Asp Arg Gly Gln Asp Pro
210 215 220

Cys Gln Ser Asp Ser Gly Gly Pro Leu Val Cys Asp Glu Thr Leu Gln
225 230 235 240

Gly Ile Leu Ser Trp Gly Val Tyr Pro Cys Gly Ser Ala Gln His Pro
245 250 255

Ala Val Tyr Thr Gln Ile Cys Lys Tyr Met Ser Trp Ile Asn Lys Val
260 265 270

Ile Arg Ser Asn
275

<210> SEQ ID NO 20

<211> LENGTH: 1580

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 20

catcetygeca ccectageet tgetggggace gtgaacecte teccegegee tgggaagect 60
tettggecace gggaccegga gaatccccac ggaagecagt tcecaaaaggg atgaaaaggg 120
ggegtttegy geactgggag aagectgtat tecagggece cteccagage aggaatetygyg 180
gacccaggag tgecagecte acccacgeag atcctggeca tgagagetec geacctecac 240
ctetecgeeg cototggege cegggetetg gegaagetge tgeegetget gatggegeaa 300
ctetgggeeg cagaggegge getgetecee caaaacgaca cgegettgga ccccgaagece 360
tatggctecee cgtgegegeg cggetegeag cectggeagy tetegetett caacggecte 420
tegtteocact gegegggtygt cctggtggac cagagttggg tgcetgacgge cgegeactge 480
ggaaacaagce cactgtggge tcgagtaggg gatgaccace tgetgettet teagggagag 540
cagctcoegec ggaccacteg ctetgttgte catcccaagt accaccaggg ctcaggecece 600
atcctgecaa ggegaacgga tgagecacgat cteatgttge tgaagetgge caggecegta 660
gtgetgggge ccegegteeg ggeactgeag ctteectace getgtgetea geceggagac 720
cagtygccagg ttgctggetg gggeaccacg gecgeccgga gagtgaagta caacaaggge 780
ctgacctget ccageatcac tatcctgage cctaaagagt gtgaggtett ctaccctgge 840
gtggtcacca acaacatgat atgtgctgga ctggaceggg gecaggacece ttgecagagt 900

gactctggag gecccectggt ctgtgacgag accctccaag gcatcctcote gtggggtgtt 960

taccecctgtg getcetgecca gcatccaget gtctacacce agatctgcaa atacatgtec 1020
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tggatcaata aagtcatacg ctccaactga tccagatgct acgctccage tgatccagat 1080
gttatgctce tgctgatcca gatgcccaga ggctccateg tccatcctet tcectececcag 1140
tcggcectgaac tcteccecttg tetgecactgt tcaaacctet gccgecctcec acacctctaa 1200
acatctccee tctcaccteca ttcccccace tatccccatt ctcetgectgt actgaagetg 1260
aaatgcagga agtggtggca aaggtttatt ccagagaagc caggaagccg gtcatcaccc 1320
agcctctgag agcagttact ggggtcaccc aacctgactt cctctgecac tccctgetgt 1380
gtgactttgg gcaagccaag tgccctctet gaacctcagt ttectcatect gcaaaatggg 1440
aacaatgacg tgcctacctc ttagacatgt tgtgaggaga ctatgatata acatgtgtat 1500
gtaaatcttc atggtgattg tcatgtaagg cttaacacag tgggtggtga gttctgacta 1560
aaggttacct gttgtcgtga 1580
<210> SEQ ID NO 21

<211> LENGTH: 276

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 21

Met Arg Ala Pro His Leu His Leu Ser Ala Ala Ser Gly Ala Arg Ala
1 5 10 15

Leu Ala Lys Leu Leu Pro Leu Leu Met Ala Gln Leu Trp Ala 2la Glu
20 25 30

Ala Ala Leu Leu Pro Gln Asnh Asp Thr Arg Leu Asp Pro Glu Ala Tyr
35 40 45

Gly Ser Pro Cys Ala Arg Gly Ser Gln Pro Trp Gln Val Ser Leu Phe
50 55 60

Asn Gly Leu Ser Phe His Cys Ala Gly Val Leu Val Asp Gln Ser Trp
65 70 75 80

Val Leu Thr Ala Ala His Cys Gly Asn Lys Pro Leu Trp Ala Arg Val
85 90 85

Gly Asp Asp His Leu Leu Leu Leu Gln Gly Glu Gln Leu Arg Arg Thr
100 105 110

Thr Arg Ser Val Val His Pro Lys Tyr His Gln Gly Ser Gly Pro Ile
115 120 125

Leu Pro Arg Arg Thr Asp Glu His Asp Leu Met Leu Leu Lys Leu Ala
130 135 140

Arg Pro Val Val Leu Gly Pro Arg Val Arg Ala Leu Gln Leu Pro Tyr
145 150 155 160

Arg Cys Ala Gln Pro Gly Asp Gln Cys Gln Val Ala Gly Trp Gly Thr
165 170 175

Thr Ala Ala Arg Arg Val Lys Tyr Asn Lys Gly Leu Thr Cys Ser Ser
180 185 190

Ile Thr Ile Leu Ser Pro Lys Glu Cys Glu Val Phe Tyr Pro Gly Val
195 200 205

Val Thr Asn Asn Met Ile Cys Ala Gly Leu Asp Arg Gly Gln Asp Pro
210 215 220

Cys Gln Ser Asp Ser Gly Gly Pro Leu Val Cys Asp Glu Thr Leu Gln
225 230 235 240

Gly Ile Leu Ser Trp Gly Val Tyr Pro Cys Gly Ser Ala Gln His Pro
245 250 255
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Ala Val Tyr Thr Gln Ile Cys Lys Tyr Met Ser Trp Ile Asn Lys Val
260 265 270

Ile Arg Ser Asn
275

<210> SEQ ID NO 22

<211> LENGTH: 1443

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 22

accagcggca gaccacaggce agggcagagg cacgtctggg tccectecet ccttectatce 60
ggcgactcee aggatcctgg ccatgagage tccgcaccte caccteteeg ccgectetgg 120
cgccegggcet ctggegaage tgctgecget getgatggeg caactcetggg ccgcagaggce 180
ggcgcetgete ccccaaaacg acacgegcett ggacceccgaa gcectatgget ccccegtgege 240
gcgeggeteyg cagecectgge aggteteget cttcaacgge ctetegttece actgegeggyg 300
tgtcetggtyg gaccagagtt gggtgctgac ggccgcegcac tgcggaaaca agccactgtyg 360
ggctegagta ggggatgace acctgetget tetteaggga gagcagetece gecggaccac 420
tegetetgtt gtecatecca agtaccacca gggctcagge cccatcetge caaggcgaac 480
ggatgagcac gatctcatgt tgetgaaget ggccaggece gtagtgetgyg ggeccegegt 540
cegggecetyg cagettecet acegetgtge teageccgga gaccagtgee aggttgetgy 600
ctggggcace acggecgeee ggagagtgaa gtacaacaag ggectgacet getecageat 660
cactatcetyg agecctaaag agtgtgaggt cttetaccet ggegtggtea ccaacaacat 720
gatatgtget ggactggace ggggecagga cecttgecag agtgactetyg gaggeecect 780
ggtetgtgac gagaccetee aaggeatcet ctegtggggt gtttaccecet gtggetetge 840
ccageateca getgtetaca cccagatetg caaatacatyg teetggatca ataaagtceat 900
acgctccaac tgatccagat gctacgetec agetgatcca gatgttatge tectgetgat 960
ccagatgece agaggetceca tegtecatee tettectece cagteggetyg aactetecce 1020
ttgtctgeac tgttcaaacc tcectgeegece tecacaccte taaacatcete cectetecace 1080
tcattceece acctatcecee attcetetgece tgtactgaag ctgaaatgca ggaagtggtg 1140
gcaaaggttt attccagaga agccaggaag ccggtcatca cccagectet gagageagtt 1200
actggggtca cccaacctga cttectetge cactcectge tgtgtgactt tgggcaagece 1260
aagtgccecte tcetgaaccte agtttectca tetgcaaaat gggaacaatg acgtgectac 1320
ctcttagaca tgttgtgagg agactatgat ataacatgtg tatgtaaatc ttcatggtga 1380
ttgtcatgta aggcttaaca cagtgggtgg tgagttctga ctaaaggtta cctgttgteg 1440
tga 1443
<210> SEQ ID NO 23

<211> LENGTH: 180

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 23

Met Leu Cys Leu Leu Leu Thr Leu Gly Val Ala Leu Val Cys Gly Val
1 5 10 15

Pro Ala Met Asp Ile Pro Gln Thr Lys Gln Asp Leu Glu Leu Pro Lys
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20 25 30

Leu Ala Gly Thr Trp His Ser Met Ala Met Ala Thr Asn Asn Ile Ser
35 40 45

Leu Met Ala Thr Leu Lys Ala Pro Leu Arg Val His Ile Thr Ser Leu
50 55 60

Leu Pro Thr Pro Glu Asp Asn Leu Glu Ile Val Leu His Arg Trp Glu
65 70 75 80

Asn Asn Ser Cys Val Glu Lys Lys Val Leu Gly Glu Lys Thr Glu Asn
85 90 85

Pro Lys Lys Phe Lys Ile Asn Tyr Thr Val Ala Asn Glu Ala Thr Leu
100 105 110

Leu Asp Thr Asp Tyr Asp Asn Phe Leu Phe Leu Cys Leu Gln Asp Thr
115 120 125

Thr Thr Pro Ile Gln Ser Met Met Cys Gln Tyr Leu Ala Arg Val Leu
130 135 140

Val Glu Asp Asp Glu Ile Met Gln Gly Phe Ile Arg Ala Phe Arg Pro
145 150 155 160

Leu Pro Arg His Leu Trp Tyr Leu Leu Asp Leu Lys Gln Met Glu Glu
165 170 175

Pro Cys Arg Phe
180

<210> SEQ ID NO 24

<211> LENGTH: 857

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 24

catcectetyg getecagage teagagecace ccacagecge agecatgetyg tgectectge 60

teaccetgygg cgtggeecty gtetgtyggtyg teceggecat ggacatecee cagaccaage 120

aggacctgga gctceccaaag ttggeaggga cctggeacte catggecatg gegaccaaca 180
acatcteect catggegaca ctgaaggece ctetgagggt ccacateace teactgttge 240
ccacccecga ggacaacctg gagategtte tgcacagatg ggagaacaac agetgtgttg 300
agaagaaggt ccttggagag aagactgaga atccaaagaa gttcaagatc aactatacgg 360
tggcgaacga ggecacgetg ctegatactg actacgacaa tttectgttt ctetgectac 420
aggacaccac cacceccate cagageatga tgtgecagta cetggecaga gtectggtgg 480

aggacgatga gatcatgcag ggattcatca gggetttcag gecectgece aggcacctat 540

ggtacttget ggacttgaaa cagatggaag agcegtgeeg tttotaggtg ageteetgece 600

tggtectgee teetggetea ccteegecte caggaagace agactcecac ccttecacac 660
ctecagagea gtgggactte ctectgecet tteaaagaat aaccacaget cagaagacga 720
tgacgtggte atetgtgteg ccatcecett cctgetgeac acctgcacca cggecatggy 780

gaggctgete cctgggggea gagtetetgg cagaggttat taataaacce ttggageatg 840

aaaaaaaaaa aaaaaaa 857

<210> SEQ ID NO 25

<211> LENGTH: 180

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens
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<400> SEQUENCE: 25

Met Leu Cys Leu Leu Leu Thr Leu Gly Val Ala Leu Val Cys Gly Val
1 5 10 15

Pro Ala Met Asp Ile Pro Gln Thr Lys Gln Asp Leu Glu Leu Pro Lys
20 25 30

Leu Ala Gly Thr Trp His Ser Met Ala Met Ala Thr Asn Asn Ile Ser
35 40 45

Leu Met Ala Thr Leu Lys Ala Pro Leu Arg Val His Ile Thr Ser Leu
50 55 60

Leu Pro Thr Pro Glu Asp Asn Leu Glu Ile Val Leu His Arg Trp Glu
65 70 75 80

Asn Asn Ser Cys Val Glu Lys Lys Val Leu Gly Glu Lys Thr Glu Asn
85 90 85

Pro Lys Lys Phe Lys Ile Asn Tyr Thr Val Ala Asn Glu Ala Thr Leu
100 105 110

Leu Asp Thr Asp Tyr Asp Asn Phe Leu Phe Leu Cys Leu Gln Asp Thr
115 120 125

Thr Thr Pro Ile Gln Ser Met Met Cys Gln Tyr Leu Ala Arg Val Leu
130 135 140

Val Glu Asp Asp Glu Ile Met Gln Gly Phe Ile Arg Ala Phe Arg Pro
145 150 155 160

Leu Pro Arg His Leu Trp Tyr Leu Leu Asp Leu Lys Gln Met Glu Glu
165 170 175

Pro Cys Arg Phe
180

<210> SEQ ID NO 26

<211> LENGTH: 828

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 26

catcectetyg getecagage teagagecace ccacagecge agecatgetyg tgectectge 60

tcacecctggg cgtggeectg gtetgtggtg teccggecat ggacatccce cagaccaage 120

aggacctgga gctceccaaag ttggeaggga cctggeacte catggecatg gegaccaaca 180
acatcteect catggegaca ctgaaggece ctetgagggt ccacatcace tcactgttge 240
ccacccecga ggacaacctg gagategtte tgcacagatg ggagaacaac agetgtgttg 300
agaagaaggt ccttggagag aagactgaga atccaaagaa gttcaagatc aactatacgg 360
tggcgaacga ggecacgetg ctegatactg actacgacaa tttectgttt ctetgectac 420
aggacaccac cacceccate cagageatga tgtgecagta cetggecaga gtectggtygg 480

aggacgatga gatcatgcag ggattcatca gggetttcag gecectgece aggcacctat 540

ggtacttget ggacttgaaa cagatggaag ageegtgeeg tttetagete accteegect 600
ccaggaagac cagactccca cccttecaca cctecagage agtgggactt ceteetgece 660
tttcaaagaa taaccacagc tcagaagacg atgacgtggt catctgtgtc gecatccect 720

tectgetgea cacctgeace acggecatgg ggaggetget cectggggge agagtetetyg 780

gcagaggtta ttaataaacc cttggagcat gaaaaaaaaa aaaaaaaa 828

<210> SEQ ID NO 27
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<211> LENGTH: 402

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 27

Met Gln Met Ser Pro Ala Leu Thr Cys Leu Val Leu Gly Leu Ala Leu
1 5 10 15

Val Phe Gly Glu Gly Ser Ala Val His His Pro Pro Ser Tyr Val Ala
20 25 30

His Leu Ala Ser Asp Phe Gly Val Arg Val Phe Gln Gln Val Ala Cln
35 40 45

Ala Ser Lys Asp Arg Asn Val Val Phe Ser Pro Tyr Gly Val Ala Ser
50 55 60

Val Leu Ala Met Leu Gln Leu Thr Thr Gly Gly Glu Thr Gln Gln Gln
65 70 75 80

Ile Gln Ala Ala Met Gly Phe Lys Ile Asp Asp Lys Gly Met Ala Pro
85 90 85

Ala Leu Arg His Leu Tyr Lys Glu Leu Met Gly Pro Trp Asn Lys Asp
100 105 110

Glu Ile Ser Thr Thr Asp Ala Ile Phe Val Gln Arg Asp Leu Lys Leu
115 120 125

Val Gln Gly Phe Met Pro His Phe Phe Arg Leu Phe Arg Ser Thr Val
130 135 140

Lys Gln Val Asp Phe Ser Glu Val Glu Arg Ala Arg Phe Ile Ile Asn
145 150 155 160

Asp Trp Val Lys Thr His Thr Lys Gly Met Ile Ser Asn Leu Leu Gly
165 170 175

Lys Gly Ala Val Asp Gln Leu Thr Arg Leu Val Leu Val Asn 2la Leu
180 185 190

Tyr Phe Asn Gly Gln Trp Lys Thr Pro Phe Pro Asp Ser Ser Thr His
195 200 205

Arg Arg Leu Phe His Lys Ser Asp Gly Ser Thr Val Ser Val Pro Met
210 215 220

Met Ala Gln Thr Asn Lys Phe Asn Tyr Thr Glu Phe Thr Thr Pro Asp
225 230 235 240

Gly His Tyr Tyr Asp Ile Leu Glu Leu Pro Tyr His Gly Asp Thr Leu
245 250 255

Ser Met Phe Ile Ala Ala Pro Tyr Glu Lys Glu Val Pro Leu Ser 2Ala
260 265 270

Leu Thr Asn Ile Leu Ser Ala Gln Leu Ile Ser His Trp Lys Gly 2sn
275 280 285

Met Thr Arg Leu Pro Arg Leu Leu Val Leu Pro Lys Phe Ser Leu Glu
290 295 300

Thr Glu Val Asp Leu Arg Lys Pro Leu Glu Asn Leu Gly Met Thr Asp
305 310 315 320

Met Phe Arg Gln Phe Gln Ala Asp Phe Thr Ser Leu Ser Asp Gln Glu
325 330 335

Pro Leu Hig Val Ala Gln Ala Leu Gln Lys Val Lys Ile Glu Val 2sn
340 345 350

Glu Ser Gly Thr Val Ala Ser Ser Ser Thr Ala Val Ile Val Ser Ala
355 360 365

Arg Met Ala Pro Glu Glu Ile Ile Met Asp Arg Pro Phe Leu Phe Val
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370 375 380

Val Arg His Asn Pro Thr Gly Thr Val Leu Phe Met Gly Gln Val Met
385 390 395 400

Glu Pro

<210> SEQ ID NO 28

<211> LENGTH: 2876

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 28

gaattcctge agetcagcag ccgecgecag agcaggacga accgccaatc gcaaggcacce
tctgagaact tcaggatgca gatgtctcca gecctcacct gectagteet gggectggec
cttgtctttg gtgaagggtc tgctgtgcac catccceccat cctacgtgge ccacctggec
tcagacttcg gggtgagggt gtttcagcag gtggcgecagg cctecaagga ccgcaacgtyg
gttttctecac cctatggggt ggecteggtg ttggccatge tcecagetgac aacaggagga
gaaacccage agcagattca agcagctatg ggattcaaga ttgatgacaa gggcatggec
cececgecctee ggcatectgta caaggagete atggggecat ggaacaagga tgagatcagce
accacagacg cgatettegt ccagegggat ctgaagetgg tecagggett catgecccac
ttcttcagge tgttecggag cacggtcaag caagtggact tttcagaggt ggagagagcec
agattcatca tcaatgactyg ggtgaagaca cacacaaaag gtatgatcag caacttgett
gggaaaggag ccgtggacca gctgacacgg ctggtgetgy tgaatgecet ctacttcaac
ggccagtgga agacteectt ccecgactee agcacccace geegectett ccacaaatca
gacggcagca ctgtetetgt geccatgatg getcagacca acaagttcaa ctatactgag
ttcaccacge ccgatggeca ttactacgac atcctggaac tgecctacca cggggacace
cteageatgt tcattgetge cccttatgaa aaagaggtge ctetetetge ccteaccaac
attctgagtg cccagctcat cagecactgg aaaggcaaca tgaccagget geccegecte
ctggttetge ccaagttete cctggagact gaagtcgace tcaggaagec cctagagaac
ctgggaatga ccgacatgtt cagacagttt caggctgact tcacgagtet ttcagaccaa
gageectetee acgtegegea ggegetgcag aaagtgaaga tcgaggtgaa cgagagtgge
acggtggect cctecatcecac agetgteata gtetcageece gcatggecee cgaggagate
atcatggaca gaccctteet ctttgtggte cggcacaace ccacaggaac agtectttte
atgggccaag tgatggaacce ctgaccetgg ggaaagacge cttecatcetgg gacaaaactg
gagatgcatc gggaaagaag aaactccgaa gaaaagaatt ttagtgttaa tgactettte
tgaaggaaga gaagacattt gccttttgtt aaaagatggt aaaccagatc tgtctccaag
accttggect ctecttggag gacctttagg tcaaacteec tagtetecac ctgagaccect
gggagagaag tttgaagcac aactcectta aggtetccaa accagacggt gacgecetgeg
ggaccatetg gggcacctge ttecaccegt ctetetgece actcgggtet gecagacctyg
tteccactga ggeectttge aggatggaac tacggggett acaggagcett ttgtgtgect
ggtagaaact atttetgtte cagtcacatt gccatcacte ttgtactgec tgccaccgeg
gaggaggetg gtgacaggec aaaggecagt ggaagaaaca ccctttecatce tcagagteca

ctgtggcact ggecaccect ccccagtaca ggggtgetge aggtggecaga gtgaatgtec

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860
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cccatcatgt ggecccaactce tcctggecctg gecatctcoce tccccagaaa cagtgtgceat 1920
gggttatttt ggagtgtagg tgacttgttt actcattgaa gcagatttct gcttecctttt 1980
atttttatag gaatagagga agaaatgtca gatgcgtgcc cagctcttca ccccccaatce 2040
tettggtggg gaggggtgta cctaaatatt tatcatatcc ttgceccttga gtgcttgtta 2100
gagagaaaga gaactactaa ggaaaataat attatttaaa ctcgctccta gtgtttcttt 2160
gtggtctgtyg tcaccgtatc tcaggaagtc cagccacttg actggcacac acccctcegg 2220
acatccagceg tgacggagcec cacactgcca cecttgtggee gectgagacce ctegegeccce 2280
ccgegeccee cgegecccte ttttteccet tgatggaaat tgaccataca atttcatcct 2340
ccttecagggyg atcaaaagga cggagtgggg ggacagagac tcagatgagg acagagtggt 2400
ttccaatgtg ttcaatagat ttaggagcag aaatgcaagg ggctgcatga cctaccagga 2460
cagaactttc cccaattaca gggtgactca cagccgcatt ggtgactcac ttcaatgtgt 2520
catttcegge tgetgtgtgt gagcagtgga cacgtgaggg gggggtgggt gagagagaca 2580
ggcagctegg attcaactac cttagataat atttctgaaa acctaccagc cagagggtag 2640
ggcacaaaga tggatgtaat gcactttggg aggccaaggc gggaggattg cttgagccca 2700
ggagttcaag accagcctygyg gcaacatace aagacccceyg tcetetttaaa aatatatata 2760
ttttaaatat acttaaatat atatttctaa tatctttaaa tatatatata tattttaaag 2820
accaatttat gggagaattg cacacagatyg tgaaatgaat gtaatctaat agaagce 2876
<210> SEQ ID NO 29

<211> LENGTH: 273

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 29

Met Thr Pro Gly Thr Gln Ser Pro Phe Phe Leu Leu Leu Leu Leu Thr
1 5 10 15

Val Leu Thr Val Val Thr Gly Ser Gly His Ala Ser Ser Thr Pro Gly
20 25 30

Gly Glu Lys Glu Thr Ser Ala Thr Gln Arg Ser Ser Val Pro Ser Ser
35 40 45

Thr Glu Lys Asn Ala Leu Ser Thr Gly Val Ser Phe Phe Phe Leu Ser
50 55 60

Phe His Ile Ser Asn Leu Gln Phe Asn Ser Ser Leu Glu Asp Pro Ser
65 70 75 80

Thr Asp Tyr Tyr Gln Glu Leu Gln Arg Asp Ile Ser Glu Met Phe Leu
85 90 85

Gln Ile Tyr Lys Gln Gly Gly Phe Leu Gly Leu Ser Asn Ile Lys Phe
100 105 110

Arg Pro Gly Ser Val Val Val Gln Leu Thr Leu Ala Phe Arg Glu Gly
115 120 125

Thr Ile Asn Val His Asgp Val Glu Thr Gln Phe Asn Gln Tyr Lys Thr
130 135 140

Glu Ala Ala Ser Arg Tyr Asn Leu Thr Ile Ser Asp Val Ser Val Ser
145 150 155 160

Asp Val Pro Phe Pro Phe Ser Ala Gln Ser Gly Ala Gly Val Pro Gly
165 170 175
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Trp Gly Ile Ala Leu Leu Val Leu Val Cys Val Leu Val Ala Leu 2la
180 185 190

Ile Val Tyr Leu Ile Ala Leu Ala Val Cys Gln Cys Arg Arg Lys Asn
195 200 205

Tyr Gly Gln Leu Asp Ile Phe Pro Ala Arg Asp Thr Tyr His Pro Met
210 215 220

Ser Glu Tyr Pro Thr Tyr His Thr His Gly Arg Tyr Val Pro Pro Ser
225 230 235 240

Ser Thr Asp Arg Ser Pro Tyr Glu Lys Val Ser Ala Gly Asn Gly Gly
245 250 255

Ser Ser Leu Ser Tyr Thr Asn Pro Ala Val Ala Ala Thr Ser 2la 2Asn
260 265 270

Leu

<210> SEQ ID NO 30

<211> LENGTH: 1209

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 30

acctctcaag cagccagege ctgcctgaat ctgttcetgee ccctecccac ccatttecacce 60
accaccatga caccgggeace ccagtetecet ttetteetge tgetgetecet cacagtgett 120
acagttgtta cgggttetygy teatgeaage tetaceccag gtggagaaaa ggagactteg 180
getacocaga gaagtteagt geccagetet actgagaaga atgetttgte tactggggte 240
tetttetttt tectygtettt tcacatttea aacctecagt ttaattecte tcetggaagat 300
cecageacey actactaccea agagetgeay agagacattt ctgaaatgtt tttgeagatt 360
tataaacaay ggggttttet gggectetee aatattaagt tcaggecagy atetgtggty 420
gtacaattga ctetggectt ccgagaaggt accatcaaty tecacgacygt ggagacacay 480
ttcaatcagt ataaaacgga agcagectet cgatataace tgacgatete agacgtcage 540
gtgagtgatyg tgccatttee tttetetgee cagtetygggy ctyggggtygee aggetygggye 600
atcgegetyge tggtgetggt ctgtgttetyg gttgegetgg ccattgteta tetcattgee 660
ttggetgtet gtecagtgeeg ccgaaagaac tacgggeage tggacatett tecagecegy 720
gatacctace atcctatgag cgagtacccee acctaccaca ccecatgggeg ctatgtgeee 780
cctagoagta ccgategtag ccectatgag aaggtttetg caggtaatgg tggcageage 840
ctectettaca caaacccage agtggceagece acttetgeca acttgtaggg gcacgtegece 900
cgetgagety agtggecage cagtgecatt ccactecact caggttette agggecagag 960
ccectgeace ctgtttggge tggtgagetyg ggagttcagg tgggetgete acagectect 1020
tcagaggcece caccaattte tcggacactt ctcagtgtgt ggaagetcat gtgggeccect 1080
gagggctcat gcectgggaag tgttgtggtyg ggggctcecca ggaggactgg cccagagagce 1140
cctgagatag cggggatccet gaactggact gaataaaacg tggtcectecca ctgecgecaaa 1200
aaaaaaaaa 1209
<210> SEQ ID NO 31

<211> LENGTH: 264

<212> TYPE: PRT
<213> ORGANISM: Homo sapiens
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<400> SEQUENCE: 31

Met Thr Pro Gly Thr Gln Ser Pro Phe Phe Leu Leu Leu Leu Leu Thr
1 5 10 15

Val Leu Thr Ala Thr Thr Ala Pro Lys Pro Ala Thr Val Val Thr Gly
20 25 30

Ser Gly His Ala Ser Ser Thr Pro Gly Gly Glu Lys Glu Thr Ser Ala
35 40 45

Thr Gln Arg Ser Ser Val Pro Ser Ser Thr Glu Lys Asn Ala Phe 2Asn
50 55 60

Ser Ser Leu Glu Asp Pro Ser Thr Asp Tyr Tyr Gln Glu Leu Gln Arg
65 70 75 80

Asp Ile Ser Glu Met Phe Leu Gln Ile Tyr Lys Gln Gly Gly Phe Leu
85 90 85

Gly Leu Ser Asn Ile Lys Phe Arg Pro Gly Ser Val Val Val Gln Leu
100 105 110

Thr Leu Ala Phe Arg Glu Gly Thr Ile Asn Val His Asp Val Glu Thr
115 120 125

Gln Phe Asn Gln Tyr Lys Thr Glu Ala Ala Ser Aryg Tyr Asn Leu Thr
130 135 140

Ile Ser Asp Val Ser Val Ser Asp Val Pro Phe Pro Phe Ser Ala Gln
145 150 155 160

Ser Gly Ala Gly Val Pro Gly Trp Gly Ile Ala Leu Leu Val Leu Val
165 170 175

Cys Val Leu Val Ala Leu Ala Ile Val Tyr Leu Ile Ala Leu 2Ala Val
180 185 190

Cys Gln Cys Arg Arg Lys Asn Tyr Gly Gln Leu Asp Ile Phe Pro Ala
195 200 205

Arg Asp Thr Tyr His Pro Met Ser Glu Tyr Pro Thr Tyr His Thr His
210 215 220

Gly Arg Tyr Val Pro Pro Ser Ser Thr Asp Arg Ser Pro Tyr Glu Lys
225 230 235 240

Val Ser Ala Gly Asn Gly Gly Ser Ser Leu Ser Tyr Thr Asn Pro Ala
245 250 255

Val Ala Ala Thr Ser Ala Asn Leu
260

<210> SEQ ID NO 32

<211> LENGTH: 1182

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 32

acctetcaag cagecagege ctgectgaat ctgttetgece cectecccac ccattteace 60
accaccatga caccgggeac ccagteteet ttetteetge tgetgetect cacagtgett 120
acagectacca cageecctaa acccgcaaca gttgttacgg gttetggtea tgcaagetet 180
acccecaggty gagaaaagga gactteogget acccagagaa gttcagtgee cagctetact 240
gagaagaatyg cttttaatte ctetetggaa gatcecagea cegactacta ccaagagetg 300

cagagagaca tttctgaaat gtttttgcag atttataaac aagggggttt tetgggecte 360
teccaatatta agttcaggec aggatetgtyg gtggtacaat tgactetgge ctteegagaa 420

ggtaccatca atgtccacga cgtggagaca cagttcaatce agtataaaac ggaagcagec 480
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tctcgatata acctgacgat ctcagacgte agcecgtgagtg atgtgccatt tcctttetet 540
gcccagtetyg gggectggggt gcecaggetgg ggcategege tgetggtget ggtcetgtgtt 600
ctggttgege tggccattgt ctatctcatt gecttggetg tectgtcagtg ccgecgaaag 660
aactacggge agctggacat cttteccagcee cgggatacct accatcctat gagecgagtac 720
cccacctace acacccatgg gecgctatgtg cccectagea gtaccgateg tagceccectat 780
gagaaggttt ctgcaggtaa tggtggcagc agcctctcett acacaaaccc agcagtggeca 840
gccacttetyg ccaacttgta ggggcacgte gceccgetgag ctgagtggece agecagtgece 900
attccactce actcaggttce ttcagggcca gagcccctge accctgtttg ggctggtgag 960
ctgggagttc aggtgggctg ctcacagcct ccttcagagg ccccaccaat ttctcggaca 1020
cttctcagtg tgtggaaget catgtgggcc cctgaggget catgectggg aagtgttgtg 1080

gtgggggcte ccaggaggac tggcccagag agccctgaga tagcggggat cctgaactgg 1140

actgaataaa acgtggtctc ccactgcgcc aaaaaaaaaa aa 1182

<210> SEQ ID NO 33

<211> LENGTH: 255

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 33

Met Thr Pro Gly Thr Gln Ser Pro Phe Phe Leu Leu Leu Leu Leu Thr
1 5 10 15

Val Leu Thr Val Val Thr Gly Ser Gly His Ala Ser Ser Thr Pro Gly
20 25 30

Gly Glu Lys Glu Thr Ser Ala Thr Gln Arg Ser Ser Val Pro Ser Ser
35 40 45

Thr Glu Lys Asn Ala Phe Asn Ser Ser Leu Glu Asp Pro Ser Thr Asp
50 55 60

Tyr Tyr Gln Glu Leu Gln Arg Asp Ile Ser Glu Met Phe Leu Gln Ile
65 70 75 80

Tyr Lys Gln Gly Gly Phe Leu Gly Leu Ser Asn Ile Lys Phe Arg Pro
85 90 85

Gly Ser Val Val Val Gln Leu Thr Leu Ala Phe Arg Glu Gly Thr Ile
100 105 110

Asn Val His Asp Val Glu Thr Gln Phe Asn Gln Tyr Lys Thr Glu Ala
115 120 125

Ala Ser Arg Tyr Asn Leu Thr Ile Ser Asp Val Ser Val Ser Asp Val
130 135 140

Pro Phe Pro Phe Ser Ala Gln Ser Gly Ala Gly Val Pro Gly Trp Gly
145 150 155 160

Ile Ala Leu Leu Val Leu Val Cys Val Leu Val Ala Leu Ala Ile Val
165 170 175

Tyr Leu Ile Ala Leu Ala Val Cys Gln Cys Arg Arg Lys Asn Tyr Gly
180 185 190

Gln Leu Asp Ile Phe Pro Ala Arg Asp Thr Tyr His Pro Met Ser Glu
195 200 205

Tyr Pro Thr Tyr His Thr His Gly Arg Tyr Val Pro Pro Ser Ser Thr
210 215 220

Asp Arg Ser Pro Tyr Glu Lys Val Ser Ala Gly Asn Gly Gly Ser Ser
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225

23

0

235

240

Leu Ser Tyr Thr Asn Pro Ala Val Ala Ala Thr Ser Ala Asn Leu

245

<210> SEQ ID NO 34
<211> LENGTH: 1155

<212> TYPE:

DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 34

acctctecaag
accaccatga
acagttgtta
gctacccaga
gaagatccca
cagatttata
gtggtggtac
acacagttca
gtecagegtga
tggggcatey
attgeettygy
gecegggata
gtgceececta
agcagecetet
gtegeceget
ccagageece
ccteetteag
geeceetgagy
gagagcecety

gccaaaaaaa

cagcecagege
caccgggcac
cgggttetgg
gaagttcagt
gcaccgacta
aacaaggggg
aattgactct
atcagtataa
gtgatgtgee
cgetgetggt
ctgtetygtea
cctaccatee
gcagtaccga
cttacacaaa
gagctgagty
tgcaceetgt
aggceccace
gcteatgeet
agatageggg

aaaaa

<210> SEQ ID NO 35
<211> LENGTH: 96

<212> TYPE:

PRT

ctgcctgaat
ccagtctect
tcatgcaagce
gcccagetet
ctaccaagag
ttttetggge
ggcecttecga
aacggaagca
attteettte
gctggtetgt
gtgcegeega
tatgagegay
tegtagecee
cccageagty
gccagecagt
ttgggetggt
aatttetegy
gggaagtgtt

gatcctgaac

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 35

Met Thr Pro
1

Val Leu Thr
Gly Glu Lys
35

Thr Glu Lys
50

Glu Thr Phe
65

Gly Thr Gl
5

n Ser Pro

Val Val Thr Gly Ser

20

Glu Thr Se

Asn Ala I1

r Ala Thr
40

e Pro Ala
55

Leu Lys Cys Phe Cys

70

250

ctgttctgece
ttectteetge
tectaccecag
actgagaaga
ctgcagagag
ctctccaata
gaaggtacca
gcctetegat
tetgeccagt
gttctggtty
aagaactacyg
taccccaccet
tatgagaagy
gcagecactt
gccattecac
gagetgggay
acacttctea

gtggtggagy

tggactgaat

Phe Phe Leu
10

Gly His Ala
25

Gln Arg Ser

Pro Thr Thr

Arg Phe Ile
75

cceteccecac
tgctgctect
gtggagaaaa
atgcttttaa
acatttctga
ttaagttcag
tcaatgtcca
ataacctgac
ctggggetyy
cgetggecat
ggcagetgga
accacaceca
tttetgeagg
ctgecaactt
teccactcagg
tteaggtggg
gtgtgtggaa
cteccaggag

aaaacgtggt

Leu Leu Leu
Ser Ser Thr
30

Ser Val Pro
45

Thr Lys Ser
60

Asn Lys Gly

255

ccatttcacc
cacagtgcett
ggagactteg
ttcetetetyg
aatgtttttyg
gccaggatcet
cgacgtggag
gatctcagac
ggtgecagge
tgtctatcte
catcttteca
tgggegetat
taatggtygge

gtaggggcac

ttetteaggg
ctygeteacay
gcteatgtgyg
gactggecca

ctececactge

Leu Thr

15

Pro Gly

Ser Ser

Cys Arg

Val Phe
80

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1155
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Trp Ala Ser Pro Ile Leu Ser Ser Gly Gln Asp Leu Trp Trp Tyr Asn
85 90 85

<210> SEQ ID NO 36

<211> LENGTH: 1136

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 36

acctectecaag cagccagege ctgcctgaat ctgttcetgee ccctecccac ccatttecacce 60
accaccatga caccgggcac ccagtctect ttcettectge tgctgctect cacagtgett 120
acagttgtta cgggttectgg tcatgcaage tctaccccag gtggagaaaa ggagacttcyg 180
gctacccaga gaagttcagt gcccagetet actgagaaga atgctatccce agcaccgact 240
actaccaaga gctgcagaga gacatttctg aaatgttttt gcagatttat aaacaagggg 300
gttttcectggyg cctctcecaat attaagttca ggccaggate tgtggtggta caattgactce 360
tggcettecg agaaggtacce atcaatgtce acgacgtgga gacacagttc aatcagtata 420
aaacggaagc agcctctega tataacctga cgatctcaga cgtcagegtg agtgatgtge 480

catttcettt ctetgcecag tcectggggetyg gggtgccagg ctggggecatce gegetgetgyg 540

tgetggtetyg tgttetggtt gegetggeca ttgtetatet cattgecttyg getgtetgte 600

agtgccgecg aaagaactac gggcagetgg acatctttee agcececgggat acctaccatce 660
ctatgagega gtaccccace taccacacce atgggegeta tgtgececet ageagtaceg 720
ategtagece ctatgagaag gtttetgeag gtaatggtgyg cageagecte tettacacaa 780

acccagcagt ggeagecact tcetgecaact tgtaggggea cgtegecege tgagetgagt 840
ggccagecay tgecatteca ctecactcag gttetteagy gecagagecee ctgeacecty 900
tttgggetgy tgagetggga gttcaggtgyg getgetcaca gectecttea gaggecccac 960
caattteteg gacacttete agtgtgtgga agetcatgtyg ggecectgag ggetcatgee 1020
tgggaagtgt tgtggtgggg gctceccagga ggactggece agagagecct gagatagegg 1080
ggatcctgaa ctggactgaa taaaacgtgg tctcccactyg cgecaaaaaa aaaaaa 1136
<210> SEQ ID NO 37

<211> LENGTH: 418

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 37

Met Pro Ser Ser Val Ser Trp Gly Ile Leu Leu Leu Ala Gly Leu Cys
1 5 10 15

Cys Leu Val Pro Val Ser Leu Ala Glu Asp Pro Gln Gly Asp Ala 2Ala
20 25 30

Gln Lys Thr Asp Thr Ser His His Asp Gln Asp His Pro Thr Phe Asn
35 40 45

Lys Ile Thr Pro Asn Leu Ala Glu Phe Ala Phe Ser Leu Tyr Arg Gln
50 55 60

Leu Ala Hig Gln Ser Asn Ser Thr Asn Ile Phe Phe Ser Pro Val Ser
65 70 75 80

Ile Ala Thr Ala Phe Ala Met Leu Ser Leu Gly Thr Lys Ala Asp Thr
85 90 95

Hig Asp Glu Ile Leu Glu Gly Leu Asn Phe Asn Leu Thr Glu Ile Pro



US 2009/0068690 A1 Mar. 12, 2009
59

-continued

100 105 110

Glu Ala Gln Ile His Glu Gly Phe Gln Glu Leu Leu Arg Thr Leu Asn
115 120 125

Gln Pro Asp Ser Gln Leu Gln Leu Thr Thr Gly Asn Gly Leu Phe Leu
130 135 140

Ser Glu Gly Leu Lys Leu Val Asp Lys Phe Leu Glu Asp Val Lys Lys
145 150 155 160

Leu Tyr His Ser Glu Ala Phe Thr Val Asn Phe Gly Asp Thr Glu Glu
165 170 175

Ala Lys Lys Gln Ile Asn Asp Tyr Val Glu Lys Gly Thr Gln Gly Lys
180 185 190

Ile Val Asp Leu Val Lys Glu Leu Asp Arg Asp Thr Val Phe Ala Leu
195 200 205

Val Asn Tyr Ile Phe Phe Lys Gly Lys Trp Glu Arg Pro Phe Glu Val
210 215 220

Lys Asp Thr Glu Glu Glu Asp Phe His Val Asp Gln Val Thr Thr Val
225 230 235 240

Lys Val Pro Met Met Lys Arg Leu Gly Met Phe Asn Ile Gln His Cys
245 250 255

Lys Lys Leu Ser Ser Trp Val Leu Leu Met Lys Tyr Leu Gly 2Asn Ala
260 265 270

Thr Ala Ile Phe Phe Leu Pro Asp Glu Gly Lys Leu Gln His Leu Glu
275 280 285

Asn Glu Leu Thr His Agp Ile Ile Thr Lys Phe Leu Glu Asn Glu Asp
290 295 300

Arg Arg Ser Ala Ser Leu His Leu Pro Lys Leu Ser Ile Thr Gly Thr
305 310 315 320

Tyr Asp Leu Lys Ser Val Leu Gly Gln Leu Gly Ile Thr Lys Val Phe
325 330 335

Ser Asn Gly Ala Asp Leu Ser Gly Val Thr Glu Glu Ala Pro Leu Lys
340 345 350

Leu Ser Lys Ala Val His Lys Ala Val Leu Thr Ile Asp Glu Lys Gly
355 360 365

Thr Glu Ala Ala Gly Ala Met Phe Leu Glu Ala Ile Pro Met Ser Ile
370 375 380

Pro Pro Glu Val Lys Phe Asn Lys Pro Phe Val Phe Leu Met Ile Glu
385 390 395 400

Gln Asn Thr Lys Ser Pro Leu Phe Met Gly Lys Val Val Asn Pro Thr
405 410 415

Gln Lys

<210> SEQ ID NO 38

<211> LENGTH: 1607

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 38

aatgactcct tteggtaagt gcagtyggaag ctgtacactg cccaggcaaa gcgteeggge 60
agcgtaggeg ggcgactcag atcccageca gtggacttag cccctgttty ctectecgat 120

aactggggty accttggtta atattcacca geagectecee cegttgecce tetggateca 180

ctgcttaaat acggacgagg acagggccct gtctectcag cttcaggeac caccactgac 240
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ctgggacagt gaatcgacaa tgcegtctte tgtcectcegtgg ggcatcectec tgctggecagyg 300

cectgtgetge ctggtecectg tecteecctgge tgaggatccee cagggagatg ctgcccagaa 360

gacagataca tcccaccatg atcaggatca cccaacctte aacaagatca cccccaacct 420
ggctgagtte gccttcagec tataccgcca getggcacac cagtccaaca gcaccaatat 480
cttcttetee ccagtgageca tcgctacage ctttgcaatg ctetecetgg ggaccaaggce 540
tgacactcac gatgaaatcc tggagggcct gaatttcaac ctcacggaga ttccggaggce 600
tcagatccat gaaggcttcec aggaactcct cecgtacccte aaccagecag acagecagcet 660

ccagctgace accggcaatg gectgttect cagecgaggge ctgaagetag tggataagtt 720
tttggaggat gttaaaaagt tgtaccactc agaagccttce actgtcaact tcggggacac 780
cgaagaggcce aagaaacaga tcaacgatta cgtggagaag ggtactcaag ggaaaattgt 840
ggatttggtc aaggagcttg acagagacac agtttttget ctggtgaatt acatcttett 900
taaaggcaaa tgggagagac cctttgaagt caaggacacc gaggaagagg acttccacgt 960
ggaccaggtyg accaccgtga aggtgcctat gatgaagcgt ttaggcatgt ttaacatcca 1020
gcactgtaag aagctgtcca gctgggtget gectgatgaaa tacctgggeca atgccaccgce 1080
catcttette ctgectgatyg aggggaaact acagcacctyg gaaaatgaac tcacccacga 1140
tatcatcacc aagttcctgg asaatgaaga cagaaggtct gccagcttac atttacccaa 1200
actgtecatt actggaacct atgatctgaa gagegtectyg ggtcaactgg gecatcactaa 1260
ggtetteage aatggggetyg acctetecgyg ggteacagag gaggcaccee tgaagetete 1320
caaggecgtyg cataaggetyg tgetgaccat cgacgagaaa gggactgaag ctgetgggge 1380
catgttttta gaggecatac ccatgtetat cccceecgag gtcaagtteca acaaacccett 1440
tgtcttetta atgattgaac aaaataccaa gtctceccte ttcatgggaa aagtggtgaa 1500
teecacccaa aaataactge ctetegetee teaaccccte cectecatee ctggececect 1560
cectggatga cattaaagaa gggttgaget ggtcecctgee tgcaaaa 1607
<210> SEQ ID NO 39

<211> LENGTH: 418

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 39

Met Pro Ser Ser Val Ser Trp Gly Ile Leu Leu Leu Ala Gly Leu Cys
1 5 10 15

Cys Leu Val Pro Val Ser Leu Ala Glu Asp Pro Gln Gly Asp 2la 2Ala
20 25 30

Gln Lys Thr Asp Thr Ser His His Asp Gln Asp His Pro Thr Phe Asn
35 40 45

Lys Ile Thr Pro Asn Leu Ala Glu Phe Ala Phe Ser Leu Tyr Arg Gln
50 55 60

Leu Ala Hig Gln Ser Asn Ser Thr Asn Ile Phe Phe Ser Pro Val Ser
65 70 75 80

Ile Ala Thr Ala Phe Ala Met Leu Ser Leu Gly Thr Lys Ala Asp Thr
85 90 95

His Asp Glu Ile Leu Glu Gly Leu Asn Phe Asn Leu Thr Glu Ile Pro
100 105 110
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Glu Ala Gln Ile His Glu Gly Phe Gln Glu Leu Leu Arg Thr Leu Asn
115 120 125

Gln Pro Asp Ser Gln Leu Gln Leu Thr Thr Gly Asn Gly Leu Phe Leu
130 135 140

Ser Glu Gly Leu Lys Leu Val Asp Lys Phe Leu Glu Asp Val Lys Lys
145 150 155 160

Leu Tyr His Ser Glu Ala Phe Thr Val Asn Phe Gly Asp Thr Glu Glu
165 170 175

Ala Lys Lys Gln Ile Asn Asp Tyr Val Glu Lys Gly Thr Gln Gly Lys
180 185 190

Ile Val Asp Leu Val Lys Glu Leu Asp Arg Asp Thr Val Phe Ala Leu
195 200 205

Val Asn Tyr Ile Phe Phe Lys Gly Lys Trp Glu Arg Pro Phe Glu Val
210 215 220

Lys Asp Thr Glu Glu Glu Asp Phe His Val Asp Gln Val Thr Thr Val
225 230 235 240

Lys Val Pro Met Met Lys Arg Leu Gly Met Phe Asn Ile Gln His Cys
245 250 255

Lys Lys Leu Ser Ser Trp Val Leu Leu Met Lys Tyr Leu Gly 2Zsn 2Ala
260 265 270

Thr Ala Ile Phe Phe Leu Pro Asp Glu Gly Lys Leu Gln His Leu Glu
275 280 285

Asn Glu Leu Thr His Asp Ile Ile Thr Lys Phe Leu Glu Asn Glu Asp
290 295 300

Arg Arg Ser Ala Ser Leu His Leu Pro Lys Leu Ser Ile Thr Gly Thr
305 310 315 320

Tyr Asp Leu Lys Ser Val Leu Gly Gln Leu Gly Ile Thr Lys Val Phe
325 330 335

Ser Asn Gly Ala Asp Leu Ser Gly Val Thr Glu Glu Ala Pro Leu Lys
340 345 350

Leu Ser Lys Ala Val His Lys Ala Val Leu Thr Ile Asp Glu Lys Gly
355 360 365

Thr Glu Ala Ala Gly Ala Met Phe Leu Glu Ala Ile Pro Met Ser Ile
370 375 380

Pro Pro Glu Val Lys Phe Asn Lys Pro Phe Val Phe Leu Met Ile Glu
385 390 395 400

Gln Asn Thr Lys Ser Pro Leu Phe Met Gly Lys Val Val Asn Pro Thr
405 410 415

Gln Lys

<210> SEQ ID NO 40

<211> LENGTH: 1588

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 40

tgggcaggaa ctgggcactyg tgcccaggge atgecactgece tccacgceage aaccctcaga 60
gtcetgaget gaaccaagaa ggaggagggg gtcgggecte cgaggaagge ctagecgcetg 120
ctgetgecag gaattccagg ttggagggge ggcaacctee tgecagectt caggcecacte 180
tecetgtgect gecagaagag acagagettg aggagagett gaggagagca ggaaaggaca 240

atgcegtett ctgtetegtyg gggcatcecte ctgetggeag gectgtgety ccotggtecct 300
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gtctceectgyg ctgaggatee ccagggagat gcetgcccaga agacagatac atcccaccat 360
gatcaggatc acccaacctt caacaagatc acccccaacce tggctgagtt cgecttcage 420
ctataccgce agctggcaca ccagtccaac agcaccaata tcttettete cccagtgage 480
atcgctacag cctttgecaat gcteteectg gggaccaagg ctgacactca cgatgaaatce 540

ctggagggce tgaatttcaa cctecacggag attccggagg ctcagatcca tgaaggettce 600
caggaactce tccgtaccct caaccagcca gacagccage tccagctgac caccggcaat 660
ggcctgttece tcagcgaggg cctgaagcecta gtggataagt ttttggagga tgttaaaaag 720
ttgtaccact cagaagcctt cactgtcaac ttcggggaca ccgaagaggc caagaaacag 780
atcaacgatt acgtggagaa gggtactcaa gggaaaattg tggatttggt caaggagctt 840
gacagagaca cagtttttge tctggtgaat tacatcttet ttaaaggcaa atgggagaga 900
cecctttgaag tcaaggacac cgaggaagag gacttccacg tggaccaggt gaccaccgtyg 960
aaggtgccta tgatgaagcg tttaggcatg tttaacatcc agcactgtaa gaagctgtcc 1020
agctgggtge tgctgatgaa atacctgggce aatgccaccg ccatcttcett cctgectgat 1080
gaggggaaac tacagcacct ggaaaatgaa ctcacccacg atatcatcac caagttcctg 1140
gaaaatgaag acagaaggte tgecagetta catttaccca aactgtecat tactggaacce 1200
tatgatctga agagcgtcct gggtcaactg ggcatcacta aggtcttcag caatggggcet 1260
gacctetecg gggtcacaga ggaggeaccee ctgaagetet ccaaggecgt geataagget 1320
gtgctgacca tegacgagaa agggactgaa getgetgggy ccatgttttt agaggecata 1380
cccatgteta tecceccecga ggtcaagtte aacaaacccet ttgtettett aatgattgaa 1440
caaaatacca agtctecccet ctteatggga aaagtggtga atceccaccca aaaataactg 1500
cctetegete ctecaacccet ccectecate cctggeccee tecctggatg acattaaaga 1560
agggttgage tggtecctge ctgcaaaa 1588
<210> SEQ ID NO 41

<211> LENGTH: 418

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 41

Met Pro Ser Ser Val Ser Trp Gly Ile Leu Leu Leu Ala Gly Leu Cys
1 5 10 15

Cys Leu Val Pro Val Ser Leu Ala Glu Asp Pro Gln Gly Asp 2Ala 2Ala
20 25 30

Gln Lys Thr Asp Thr Ser His His Asp Gln Asp His Pro Thr Phe Asn
35 40 45

Lys Ile Thr Pro Asn Leu Ala Glu Phe Ala Phe Ser Leu Tyr Arg Gln
50 55 60

Leu Ala Hig Gln Ser Asn Ser Thr Asn Ile Phe Phe Ser Pro Val Ser
65 70 75 80

Ile Ala Thr Ala Phe Ala Met Leu Ser Leu Gly Thr Lys Ala Asp Thr
85 90 95

Hig Asp Glu Ile Leu Glu Gly Leu Asn Phe Asn Leu Thr Glu Ile Pro
100 105 110

Glu Ala Gln Ile His Glu Gly Phe Gln Glu Leu Leu Arg Thr Leu Asn
115 120 125
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Gln Pro Asp Ser Gln Leu Gln Leu Thr Thr Gly Asn Gly Leu Phe Leu
130 135 140

Ser Glu Gly Leu Lys Leu Val Asp Lys Phe Leu Glu Asp Val Lys Lys
145 150 155 160

Leu Tyr His Ser Glu Ala Phe Thr Val Asn Phe Gly Asp Thr Glu Glu
165 170 175

Ala Lys Lys Gln Ile Asn Asp Tyr Val Glu Lys Gly Thr Gln Gly Lys
180 185 190

Ile Val Asp Leu Val Lys Glu Leu Asp Arg Asp Thr Val Phe Ala Leu
195 200 205

Val Asn Tyr Ile Phe Phe Lys Gly Lys Trp Glu Arg Pro Phe Glu Val
210 215 220

Lys Asp Thr Glu Glu Glu Asp Phe His Val Asp Gln Val Thr Thr Val
225 230 235 240

Lys Val Pro Met Met Lys Arg Leu Gly Met Phe Asn Ile Gln His Cys
245 250 255

Lys Lys Leu Ser Ser Trp Val Leu Leu Met Lys Tyr Leu Gly 2Zsn 2Ala
260 265 270

Thr Ala Ile Phe Phe Leu Pro Asp Glu Gly Lys Leu Gln His Leu Glu
275 280 285

Asn Glu Leu Thr His Asp Ile Ile Thr Lys Phe Leu Glu Asn Glu Asp
290 295 300

Arg Arg Ser Ala Ser Leu His Leu Pro Lys Leu Ser Ile Thr Gly Thr
305 310 315 320

Tyr Asp Leu Lys Ser Val Leu Gly Gln Leu Gly Ile Thr Lys Val Phe
325 330 335

Ser Asn Gly Ala Asp Leu Ser Gly Val Thr Glu Glu Ala Pro Leu Lys
340 345 350

Leu Ser Lys Ala Val His Lys Ala Val Leu Thr Ile Asp Glu Lys Gly
355 360 365

Thr Glu Ala Ala Gly Ala Met Phe Leu Glu Ala Ile Pro Met Ser Ile
370 375 380

Pro Pro Glu Val Lys Phe Asn Lys Pro Phe Val Phe Leu Met Ile Glu
385 390 395 400

Gln Asn Thr Lys Ser Pro Leu Phe Met Gly Lys Val Val Asn Pro Thr
405 410 415

Gln Lys

<210> SEQ ID NO 42

<211> LENGTH: 1902

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 42

tgggcaggaa ctgggcactyg tgcccaggge atgecactgece tccacgeage aaccctcaga 60
gtcetgaget gaaccaagaa ggaggagggg gtcgggecte cgaggaagge ctagecgcetg 120
ctgetgecag gaattccagg ttggagggge ggcaacctece tgecagectt caggcecacte 180
tcetgtgect geccagaagag acagagettg aggagagctt gaggagagca ggaaagggeyg 240
gcagtaagte ttcagcatca ggecattttgg ggtgactcag taaatggtag atcttgetac 300

cagtggaaca gccactaagg attctgcagt gagagcagag ggccagcetaa gtggtactet 360
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cccagagact gtcectgactca cgccacccce tecaccttgg acacaggacg ctgtggttte 420
tgagccaggt acaatgactc ctttegecage ctccccegtt gecectetgg atccactget 480
taaatacgga cgaggacagg gccctgtecte ctcagcttca ggcaccacca ctgacctggyg 540

acagtgaatc gacaatgccg tcttetgtet cgtggggcat cctectgetg gcaggectgt 600

gctgectggt ccetgtetee ctggctgagg atccccaggyg agatgectgec cagaagacag 660

atacatccca ccatgatcag gatcacccaa ccttcaacaa gatcacccee aacctggcetyg 720
agttcgectt cagectatac cgccagetgg cacaccagte caacagcacc aatatcttet 780
tecteeccagt gagcateget acagectttg caatgctcte cctggggacce aaggectgaca 840
ctcacgatga aatcctggag ggcctgaatt tcaacctcac ggagattcecg gaggctcaga 900
tccatgaagg ctteccaggaa ctectecgta cectcaacca geccagacage cagctcecagce 960

tgaccaccgg caatggcctg ttcctcageg agggcctgaa gctagtggat aagtttttgg 1020
aggatgttaa aaagttgtac cactcagaag ccttcactgt caacttcggg gacaccgaag 1080
aggccaagaa acagatcaac gattacgtgg agaagggtac tcaagggaaa attgtggatt 1140
tggtcaagga gcttgacaga gacacagttt ttgctctggt gaattacatc ttctttaaag 1200
gcaaatggga gagacccttt gaagtcaagg acaccgagga agaggactte cacgtggace 1260
aggtgaccac cgtgaaggtg cctatgatga agcgtttagg catgtttaac atccagcact 1320
gtaagaagct gtecagetgyg gtgetgetga tgaaatacet gggcaatgece accgecatet 1380
tettectgee tgatgagggg asactacage acctggaaaa tgaactcace cacgatatca 1440
tcaccaagtt cctggaaaat gaagacagaa ggtctgecag cttacattta cccaaactgt 1500
ccattactgy aacctatgat ctgaagageg tectgggtea actgggeate actaaggtet 1560
tcagcaatgg ggctgaccte tceggggtca cagaggagge accectgaag ctetccaagg 1620
cegtgcataa ggetgtgetyg accatcegacyg agaaagggac tgaagetget ggggecatgt 1680
ttttagagge catacccatg tctatcccee ccgaggtcaa gttcaacaaa cectttgtet 1740
tcttaatgat tgaacaaaat accaagtctce ccctettceat gggaaaagtg gtgaatcceca 1800
cccaaaaata actgectete getectcaac cecteeccte catceectgge ccectecetyg 1860
gatgacatta aagaagggtt gagctggtece ctgectgcaa aa 1902
<210> SEQ ID NO 43

<211> LENGTH: 335

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 43

Met Gly His Pro Pro Leu Leu Pro Leu Leu Leu Leu Leu His Thr Cys
1 5 10 15

Val Pro Ala Ser Trp Gly Leu Arg Cys Met Gln Cys Lys Thr Asn Gly
20 25 30

Asp Cys Arg Val Glu Glu Cys Ala Leu Gly Gln Asp Leu Cys Arg Thr
35 40 45

Thr Ile Val Arg Leu Trp Glu Glu Gly Glu Glu Leu Glu Leu Val Glu
50 55 60

Lys Ser Cys Thr His Ser Glu Lys Thr Asn Arg Thr Leu Ser Tyr Arg
65 70 75 80
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Thr Gly Leu Lys Ile Thr Ser Leu Thr Glu Val Val Cys Gly Leu 2sp
85 90 85

Leu Cys Asn Gln Gly Asn Ser Gly Arg Ala Val Thr Tyr Ser Arg Ser
100 105 110

Arg Tyr Leu Glu Cys Ile Ser Cys Gly Ser Ser Asp Met Ser Cys Glu
115 120 125

Arg Gly Arg His Gln Ser Leu Gln Cys Arg Ser Pro Glu Glu Gln Cys
130 135 140

Leu Asp Val Val Thr His Trp Ile Gln Glu Gly Glu Glu Gly Arg Pro
145 150 155 160

Lys Asp Asp Arg His Leu Arg Gly Cys Gly Tyr Leu Pro Gly Cys Pro
165 170 175

Gly Ser Asn Gly Phe His Asn Asn Asp Thr Phe His Phe Leu Lys Cys
180 185 190

Cys Asn Thr Thr Lys Cys Asn Glu Gly Pro Ile Leu Glu Leu Glu 2sn
195 200 205

Leu Pro Gln Asn Gly Arg Gln Cys Tyr Ser Cys Lys Gly Asn Ser Thr
210 215 220

His Gly Cys Ser Ser Glu Glu Thr Phe Leu Ile Asp Cys Arg Gly Pro
225 230 235 240

Met Asn Gln Cys Leu Val Ala Thr Gly Thr His Glu Pro Lys Asn Gln
245 250 255

Ser Tyr Met Val Arg Gly Cys Ala Thr Ala Ser Met Cys Gln His Ala
260 265 270

His Leu Gly Asp Ala Phe Ser Met Asn His Ile Asp Val Ser Cys Cys
275 280 285

Thr Lys Ser Gly Cys Asn His Pro Asp Leu Asp Val Gln Tyr Arg Ser
290 295 300

Gly Ala Ala Pro Gln Pro Gly Pro Ala His Leu Ser Leu Thr Ile Thr
305 310 315 320

Leu Leu Met Thr Ala Arg Leu Trp Gly Gly Thr Leu Leu Trp Thr
325 330 335

<210> SEQ ID NO 44

<211> LENGTH: 1548

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 44

cagggcegag ccagecectt caccaccage cggecgegee cegggaaggg aagtttgtgg 60
cggaggaggt tegtacggga ggagggggag gegeccacge atctgggget gactegetet 120
ttegecaaaac gtetgggagg agtcectggg gecacaaaac tgectectte ctgaggecag 180
aaggagagaa gacgtgeagg gacceegege acaggagetg cectegegac atgggteace 240
cgecgetget geegetgetg ctgetgetece acacctgegt cecagectet tggggectge 300
ggtgcatgea gtgtaagacc aacggggatt geegtgtgga agagtgegec ctgggacagg 360
acctetgcag gaccacgatce gtgegettgt gggaagaagg agaagagetg gagetggtgg 420
agaaaagctg tacccactca gagaagacca acaggaccet gagetategg actggettga 480

agatcaccag ccttaccgag gttgtgtgtyg ggttagactt gtgcaaccag ggcaactctyg 540

gceecgggetgt cacctattec cgaagecgtt acctegaatyg catttectgt ggetcatcag 600
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acatgagetg tgagaggggc cggcaccaga gectgcagtg ccgcagecct gaagaacagt 660
gcctggatgt ggtgacccac tggatccagg aaggtgaaga agggcgtcca aaggatgacc 720
gccaccteeg tggctgtgge tacctteceg getgeecggyg ctecaatggt ttcecacaaca 780
acgacacctt ccacttectg aaatgctgca acaccaccaa atgcaacgag ggcccaatcce 840
tggagcttga aaatctgeccg cagaatggce gecagtgtta cagectgcaag gggaacagca 900
cccatggatg ctectetgaa gagactttee tcattgactg ccgaggeccce atgaatcaat 960
gtctggtage caccggcact cacgaaccga aaaaccaaag ctatatggta agaggctgtg 1020
caaccgccte aatgtgccaa catgcccacce tgggtgacge cttcagcatg aaccacattg 1080
atgtctcctg ctgtactaaa agtggctgta accacccaga cctggatgtc cagtaccgca 1140
gtggggctge tcctcagect ggeccctgece atctcagect caccatcacc ctgctaatga 1200
ctgccagact gtggggaggc actctcctet ggacctaaac ctgaaatccce cctctetgece 1260
ctggctggat ccgggggacc cctttgccct tccctegget cccageccta cagacttget 1320
gtgtgacctc aggccagtgt gccgacctect ctgggcctca gttttcccag ctatgaaaac 1380
agctatetea caaagttgtyg tgaagcagaa gagaaaaget ggaggaagge cgtgggecaa 1440
tgggagagct cttgttatta ttaatattgt tgccgectgtt gtgttgttgt tattaattaa 1500
tattcatatt atttatttta tacttacata aagattttgt accagtgg 1548
<210> SEQ ID NO 45

<211> LENGTH: 281

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 45

Met Gly His Pro Pro Leu Leu Pro Leu Leu Leu Leu Leu His Thr Cys
1 5 10 15

Val Pro Ala Ser Trp Gly Leu Arg Cys Met Gln Cys Lys Thr Asn Gly
20 25 30

Agp Cys Arg Val Glu Glu Cys Ala Leu Gly Gln Asp Leu Cys Arg Thr
35 40 45

Thr Ile Val Arg Leu Trp Glu Glu Gly Glu Glu Leu Glu Leu Val Glu
50 55 60

Lys Ser Cys Thr His Ser Glu Lys Thr Asn Arg Thr Leu Ser Tyr Arg
65 70 75 80

Thr Gly Leu Lys Ile Thr Ser Leu Thr Glu Val Val Cys Gly Leu 2Asp
85 90 85

Leu Cys Asn Gln Gly Asn Ser Gly Arg Ala Val Thr Tyr Ser Arg Ser
100 105 110

Arg Tyr Leu Glu Cys Ile Ser Cys Gly Ser Ser Asp Met Ser Cys Glu
115 120 125

Arg Gly Arg Hisg Gln Ser Leu Gln Cys Arg Ser Pro Glu Glu Gln Cys
130 135 140

Leu Agp Val Val Thr His Trp Ile Gln Glu Gly Glu Glu Gly Arg Pro
145 150 155 160

Lys Asp Asp Arg His Leu Arg Gly Cys Gly Tyr Leu Pro Gly Cys Pro
165 170 175

Gly Ser Asn Gly Phe Hig Asn Asn Asp Thr Phe His Phe Leu Lys Cys
180 185 190
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Cys Asn Thr Thr Lys Cys Asn Glu Gly Pro Ile Leu Glu Leu Glu 2Asn
195 200 205

Leu Pro Gln Asn Gly Arg Gln Cys Tyr Ser Cys Lys Gly Asn Ser Thr
210 215 220

His Gly Cys Ser Ser Glu Glu Thr Phe Leu Ile Asp Cys Arg Gly Pro
225 230 235 240

Met Asn Gln Cys Leu Val Ala Thr Gly Thr His Glu Arg Ser Leu Trp
245 250 255

Gly Ser Trp Leu Pro Cys Lys Ser Thr Thr Ala Leu Arg Pro Pro Cys
260 265 270

Cys Glu Glu Ala Gln Ala Thr His Val
275 280

<210> SEQ ID NO 46

<211> LENGTH: 1437

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 46

cagggccegag ccageceett caccaccage cggecgegee cegggaagyy aagtttygtgyg 60
cggaggaggt tcgtacggga ggagggggag gcgceccacge atctgggget gactegetcet 120
ttegeaaaace gtetgggagy agteectggg gecacaaaac tgectectte ctgaggecay 180
aaggagagaa gacgtgceagg gaccecgege acaggagetyg cecetegegace atgggtcace 240
cgeegetget geegetgety ctgetgetee acacctgegt cecagectet tggggectge 300
ggtgecatgca gtgtaagace aacggggatt gecegtgtgga agagtgegee ctygggacagy 360
acctetgeag gaccacgate gtgegettygt gggaagaagy agaagagety gagetgygtyy 420
agaaaagetyg tacccactca gagaagacca acaggacccet gagetategyg actggettga 480
agatcaccag ccttacegag gttgtgtgtyg ggttagactt gtygcaaccag ggeaactety 540
geegggetgt cacctattee cgaagecgtt acctegaatg catttectgt ggetcatcag 600
acatgagety tgagagggge cggeaccaga gectgeagtyg cegeagecct gaagaacagt 660
geectggatgt ggtgacccac tggatccagg aaggtgaaga agggegtcca aaggatgace 720
gccaccteeg tggetgtgge tacctteceg getgeeccggy ctecaatggt ttecacaaca 780
acgacacctt ccacttectyg aaatgetgea acaccaccaa atgecaacgag ggeccaatece 840
tggagcttga aaatctgecyg cagaatggec gecagtgtta cagetgcaag gggaacagea 900
cececatggatyg ctectetgaa gagactttec teattgactyg ccgaggecce atgaatcaat 960
gtctggtage caccggcact cacgaacget cactetgggg aagetggttg ccatgtaaaa 1020
gtactactge cctgagacca ccatgetgtg aggaagecca agctactcat gtataaatge 1080
catgtggaga tagagcccca gatgtttcag ccatctcage ccaggcacca gacaagtggg 1140
tgaagaagcc accttggaca tgtagceccca gcagatgtga tatagagaag aaacaggaaa 1200
cttggctata ttagtttecet agggetgect gtgataaatt attacaaact ttataaacta 1260
acacattgtg tgcctatatc aaaacatcat ggaaggacag gcacagtggce tcatgectgt 1320
agtcctagcea ctttgggagg gtgagaaagg aagatctctt gagctcagga gttcaagatce 1380

agcctgggca acacagtgag acctcatcte cactaaaaat aaaaaaaaat tggetgg 1437

<210> SEQ ID NO 47



US 2009/0068690 A1 Mar. 12, 2009
68

-continued

<211> LENGTH: 290

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 47

Met Gly His Pro Pro Leu Leu Pro Leu Leu Leu Leu Leu His Thr Cys
1 5 10 15

Val Pro Ala Ser Trp Gly Leu Arg Cys Met Gln Cys Lys Thr Asn Gly
20 25 30

Asp Cys Arg Val Glu Glu Cys Ala Leu Gly Gln Asp Leu Cys Arg Thr
35 40 45

Thr Ile Val Arg Leu Trp Glu Glu Gly Glu Glu Leu Glu Leu Val Glu
50 55 60

Lys Ser Cys Thr His Ser Glu Lys Thr Asn Arg Thr Leu Ser Tyr Arg
65 70 75 80

Thr Gly Leu Lys Ile Thr Ser Leu Thr Glu Val Val Cys Gly Leu 2Asp
85 90 85

Leu Cys Asn Gln Gly Asn Ser Gly Arg Ala Val Thr Tyr Ser Arg Ser
100 105 110

Arg Tyr Leu Glu Cys Ile Ser Cys Gly Ser Ser Asp Met Ser Cys Glu
115 120 125

Arg Gly Arg His Gln Ser Leu Gln Cys Arg Ser Pro Glu Glu Gln Cys
130 135 140

Leu Asp Val Val Thr His Trp Ile Gln Glu Gly Glu Glu Val Leu Glu
145 150 155 160

Leu Glu Asn Leu Pro Gln Asn Gly Arg Gln Cys Tyr Ser Cys Lys Gly
165 170 175

Asn Ser Thr His Gly Cys Ser Ser Glu Glu Thr Phe Leu Ile Asp Cys
180 185 190

Arg Gly Pro Met Asn Gln Cys Leu Val Ala Thr Gly Thr His Glu Pro
195 200 205

Lys Asn Gln Ser Tyr Met Val Arg Gly Cys Ala Thr Ala Ser Met Cys
210 215 220

Gln His Ala His Leu Gly Asp Ala Phe Ser Met Asn His Ile Asp Val
225 230 235 240

Ser Cys Cys Thr Lys Ser Gly Cys Asn His Pro Asp Leu Asp Val Gln
245 250 255

Tyr Arg Ser Gly Ala Ala Pro Gln Pro Gly Pro Ala His Leu Ser Leu
260 265 270

Thr Ile Thr Leu Leu Met Thr Ala Arg Leu Trp Gly Gly Thr Leu Leu
275 280 285

Trp Thr
290

<210> SEQ ID NO 48

<211> LENGTH: 1360

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 48

cagggcegag ccagecectt caccaccage cggecgegece ccgggaaggy aagtttgtgg 60

cggaggaggt tegtacggga ggagggggag gegeccacge atcetgggget gactegetet 120

ttegeaaaac gtetgggagy agtccctggg gecacaaaac tgectectte ctgaggecag 180
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aaggagagaa gacgtgcagg gaccccgege acaggagctg ccctegegac atgggtcacce 240
cgcegetget gecgetgetg ctgetgetee acacctgegt cccagectet tggggectge 300
ggtgcatgca gtgtaagacc aacggggatt gccgtgtgga agagtgcegec ctgggacagg 360
acctectgecag gaccacgatc gtgegettgt gggaagaagg agaagagctg gagectggtgg 420
agaaaagctg tacccactca gagaagacca acaggaccct gagctatcgg actggcettga 480
agatcaccag ccttaccgag gttgtgtgtg ggttagactt gtgcaaccag ggcaactctyg 540
gcegggcetgt cacctattec cgaageegtt acctcegaatyg catttectgt ggetcatcag 600
acatgagetg tgagaggggc cggcaccaga gectgcagtg ccgcagecct gaagaacagt 660
gcctggatgt ggtgacccac tggatccagg aaggtgaaga agtcctggag cttgaaaatc 720

tgccgcagaa tggccgecag tgttacaget gcaaggggaa cagcacccat ggatgcetect 780

ctgaagagac tttcctcecatt gactgccgag gecccatgaa tcaatgtetg gtagecaccyg 840
gcactcacga accgaaaaac caaagctata tggtaagagg ctgtgcaacc gcctcaatgt 900
gccaacatge ccacctgggt gacgectteca gcatgaacca cattgatgtce tcectgetgta 960

ctaaaagtgg ctgtaaccac ccagacctgg atgtccagta ccgcagtggg gctgctecte 1020
agectggece tgeccatcete agectcacca tcaccetget aatgactgee agactgtggg 1080
gaggcactct cctctggacc taaacctgaa atccccctet ctgecctgge tggatccggg 1140
ggacccettt geecttecet cggeteccag cectacagace ttgetgtgtyg accteaggece 1200
agtgtgecega cctetetggg ccteagtttt cccagetatyg aaaacageta tctcacaaag 1260
ttgtgtgaayg cagaagagaa aagctggagg aaggcecgtgg gccaatggga gagcetettgt 1320
tattattaat attgttgceg ctgttgtgtt gttgttatta 1360
<210> SEQ ID NO 49

<211> LENGTH: 243

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 49

Met Arg Pro Gln Gly Pro Ala Ala Ser Pro Gln Arg Leu Arg Gly Leu
1 5 10 15

Leu Leu Leu Leu Leu Leu Gln Leu Pro Ala Pro Ser Ser Ala Ser Glu
20 25 30

Ile Pro Lys Gly Lys Gln Lys Ala Gln Leu Arg Gln Arg Glu Val Val
35 40 45

Asp Leu Tyr Asn Gly Met Cys Leu Gln Gly Pro Ala Gly Val Pro Gly
50 55 60

Arg Asp Gly Ser Pro Gly Ala Asn Gly Ile Pro Gly Thr Pro Gly Ile
65 70 75 80

Pro Gly Arg Asp Gly Phe Lys Gly Glu Lys Gly Glu Cys Leu Arg Glu
Ser Phe Glu Glu Ser Trp Thr Pro Asn Tyr Lys Gln Cys Ser Trp Ser
100 105 110

Ser Leu Asn Tyr Gly Ile Asp Leu Gly Lys Ile Ala Glu Cys Thr Phe
115 120 125

Thr Lys Met Arg Ser Asn Ser Ala Leu Arg Val Leu Phe Ser Gly Ser
130 135 140
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Leu Arg Leu Lys Cys Arg Asn Ala Cys Cys Gln Arg Trp Tyr Phe Thr
145 150 155 160

Phe Asn Gly Ala Glu Cys Ser Gly Pro Leu Pro Ile Glu 2Ala Ile Ile
165 170 175

Tyr Leu Asp Gln Gly Ser Pro Glu Met Asn Ser Thr Ile Asn Ile His
180 185 190

Arg Thr Ser Ser Val Glu Gly Leu Cys Glu Gly Ile Gly Ala Gly Leu
195 200 205

Val Asp Val Ala Ile Trp Val Gly Thr Cys Ser Asp Tyr Pro Lys CGly
210 215 220

Asp Ala Ser Thr Gly Trp Asn Ser Val Ser Arg Ile Ile Ile Glu Glu
225 230 235 240

Leu Pro Lys

<210> SEQ ID NO 50

<211> LENGTH: 1236

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 50

ctgcggegge cteggagege ggcggageca gacgectgace acgttectet ccteggtete 60
ctecgectee agetecgege tgeceggeag cegggageca tgegacecca gggocecged 120
gecteccege ageggeteeg cggectectyg ctgetectge tgetgeaget gecegegeey 180
tegagegect ctgagateee caaggggaag caaaaggege agetecggea gagggaggty 240
gtggacctgt ataatggaat gtgcttacaa gggecageag gagtgectgyg tegagacggy 300
agecctygggyg ccaatggeat teegggtaca cetgggatee caggteggga tggattcaaa 360

ggagaaaagg gggaatgtet gagggaaage tttgaggagt cctggacace caactacaag 420

cagtygtteat ggagtteatt gaattatgge atagatetty ggaaaattge ggagtgtaca 480

tttacaaaga tgegttcaaa tagtgetcta agagttttgt tcagtggete actteggeta 540
aaatgcagaa atgcatgety teagegttyg tatttcacat tceaatggage tgaatgttea 600
ggacctette ccattgaage tataatttat ttggaccaag gaagecctga aatgaattca 660

acaattaata ttcatcgecac ttettetgtg gaaggacttt gtgaaggaat tggtgetgga 720

ttagtggatg ttgctatctg ggttggecact tgttcagatt acccaaaagg agatgettet 780

actggatgga attcagttte tcgeatcatt attgaagaac taccaaaata aatgetttaa 840
ttttcatttyg ctacctcecttt ttttattatg ccttggaatg gttcacttaa atgacatttt 900
aaataagttt atgtatacat ctgaatgaaa agcaaagcta aatatgttta cagaccaaag 960

tgtgatttca cactgttttt aaatctagca ttattcattt tgcttcaatc aaaagtggtt 1020
tcaatatttt ttttagttgg ttagaatact ttcttcatag tcacattcte tcaacctata 1080
atttggaata ttgttgtggt cttttgtttt ttctecttagt atagecatttt taaaaaaata 1140
taaaagctac caatctttgt acaatttgta aatgttaaga atttttttta tatctgttaa 1200
ataaaaatta tttccaacaa aaaaaaaaaa aaaaaa 1236
<210> SEQ ID NO 51

<211> LENGTH: 366

<212> TYPE: PRT
<213> ORGANISM: Homo sapiens
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<400> SEQUENCE: 51

Met Val Leu His Leu Leu Leu Phe Leu Leu Leu Thr Pro Gln Gly Cly
1 5 10 15

His Ser Cys Gln Gly Leu Glu Leu Ala Arg Glu Leu Val Leu Ala Lys
20 25 30

Val Arg Ala Leu Phe Leu Asp Ala Leu Gly Pro Pro Ala Val Thr Arg
35 40 45

Glu Gly Gly Asp Pro Gly Val Arg Arg Leu Pro Arg Arg His Ala Leu
50 55 60

Gly Gly Phe Thr His Arg Gly Ser Glu Pro Glu Glu Glu Glu Asp Val
65 70 75 80

Ser Gln Ala Ile Leu Phe Pro Ala Thr Asp Ala Ser Cys Glu 2Asp Lys
85 90 85

Ser Ala Ala Arg Gly Leu Ala Gln Glu Ala Glu Glu Gly Leu Phe Arg
100 105 110

Tyr Met Phe Arg Pro Ser Gln His Thr Arg Ser Arg Gln Val Thr Ser
115 120 125

Ala Gln Leu Trp Phe His Thr Gly Leu Asp Arg Gln Gly Thr Ala Ala
130 135 140

Ser Asn Ser Ser Glu Pro Leu Leu Gly Leu Leu Ala Leu Ser Pro Gly
145 150 155 160

Gly Pro Val Ala Val Pro Met Ser Leu Gly His Ala Pro Pro His Trp
165 170 175

Ala Val Leu Hisg Leu Ala Thr Ser Ala Leu Ser Leu Leu Thr His Pro
180 185 190

Val Leu Val Leu Leu Leu Arg Cys Pro Leu Cys Thr Cys Ser Ala Arg
195 200 205

Pro Glu Ala Thr Pro Phe Leu Val Ala His Thr Arg Thr Arg Pro Pro
210 215 220

Ser Gly Gly Glu Arg Ala Arg Arg Ser Thr Pro Leu Met Ser Trp Pro
225 230 235 240

Trp Ser Pro Ser Ala Leu Arg Leu Leu Gln Arg Pro Pro Glu Glu Pro
245 250 255

Ala Ala His Ala Asn Cys His Arg Val Ala Leu Asn Ile Ser Phe Gln
260 265 270

Glu Leu Gly Trp Glu Arg Trp Ile Val Tyr Pro Pro Ser Phe Ile Phe
275 280 285

His Tyr Cys His Gly Gly Cys Gly Leu His Ile Pro Pro Asn Leu Ser
290 295 300

Leu Pro Val Pro Gly Ala Pro Pro Thr Pro Ala Gln Pro Tyr Ser Leu
305 310 315 320

Leu Pro Gly Ala Gln Pro Cys Cys Ala Ala Leu Pro Gly Thr Met Arg
325 330 335

Pro Leu His Val Arg Thr Thr Ser Asp Gly Gly Tyr Ser Phe Lys Tyr
340 345 350

Glu Thr Val Pro Asn Leu Leu Thr Gln His Cys Ala Cys Ile
355 360 365

<210> SEQ ID NO 52

<211> LENGTH: 1424

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens
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<400> SEQUENCE: 52

gaaggactgg ggaagactgg atgagaaggg tagaagaggg tgggtgtggg atggggaggg 60
gagagtggaa aggccctggg cagaccectgg cagaagggge acggggcagg gtgtgagttce 120
cccactagca gggccaggtg agectatggtg ctgcacctac tgctettett getgetgacce 180
ccacagggtg ggcacagetg ccaggggcetg gagectggccee gggaacttgt tctggecaag 240
gtgagggccee tgttcettgga tgcecttgggg cccccegegyg tgaccaggga aggtggggac 300
cctggagtca ggcggctgee ccgaagacat gecctggggg gcttcacaca caggggetcet 360
gagccecgagyg aagaggagga tgtctceccaa gecatcecttt tceecagecac agatgcecage 420
tgtgaggaca agtcagctgc cagagggctg geccaggagg ctgaggaggg cctettcaga 480
tacatgttce ggccatccca gcatacacge agccgccagg tgacttcage ccagetgtgg 540
ttccacaccyg ggctggacag gcagggcaca gcagectcca atagetetga gecectgceta 600
ggcctgetgyg cactgtcace gggaggacce gtggcetgtge ccatgtettt gggccatget 660
cecececcteact gggeegtget gcacctggee acctectgete tcetetetget gacccacccece 720
gteectggtge tgetgctgeg ctgtececte tgtacctget cagcceggec tgaggccacyg 780
cecttectygy tggeccacae teggaccaga ccacccagtyg gaggggagay ageccgacge 840
tcaactccce tgatgtectg gecttggtet cectectgete tgcgectget gcagaggect 900
ceggaggaac cggetgecca tgecaactge cacagagtag cactgaacat ctecttecay 960
gagetgggcet gggaacggtyg gatcegtgtac ccteccagtt tcatetteca ctactgteat 1020
ggtggttygty ggetgcacat cccaccaaac ctgtecctte cagtecetgyg ggeteccecet 1080
acccecagece agecctacte cttgetgeca ggggeccage cctgetgtge tgetetecca 1140
gggaccatga ggcccctaca tgtccgecace acctcggatg gaggttacte tttcaagtat 1200
gagacagtge ccaaccttet cacgcageac tgtgettgta tetaagggtyg gggggtette 1260
cttettaate ccatggetgg tggecacgece cccaccatca tcagetggga ggaaaggeag 1320
agttgggaaa tagatggcte ccactectec ctectttecac ttetetgect atgggetace 1380
cteeccacee cacttetate tcaataaaga acacagtgea tatg 1424
<210> SEQ ID NO 53

<211> LENGTH: 407

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 53

Met Asp Gly Leu Pro Gly Arg Ala Leu Gly Ala Ala Cys Leu Leu Leu
1 5 10 15

Leu Ala Ala Gly Trp Leu Gly Pro Glu Ala Trp Gly Ser Pro Thr Pro
20 25 30

Pro Pro Thr Pro Ala Ala Pro Pro Pro Pro Pro Pro Pro Gly Ala Pro
35 40 45

Gly Gly Ser Gln Asp Thr Cys Thr Ser Cys Gly Gly Phe Arg Arg Pro
50 55 60

Glu Glu Leu Gly Arg Val Asp Gly Asp Phe Leu Glu Ala Val Lys Arg
65 70 75 80

Hig Ile Leu Ser Arg Leu Gln Met Arg Gly Arg Pro Asn Ile Thr His
85 90 95
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Ala Val Pro Lys Ala Ala Met Val Thr Ala Leu Arg Lys Leu His Ala
100 105 110

Gly Lys Val Arg Glu Asp Gly Arg Val Glu Ile Pro His Leu Asp Cly
115 120 125

His Ala Ser Pro Gly Ala Asp Gly Gln Glu Arg Val Ser Glu Ile Ile
130 135 140

Ser Phe Ala Glu Thr Asp Gly Leu Ala Ser Ser Arg Val Arg Leu Tyr
145 150 155 160

Phe Phe Ile Ser Asn Glu Gly Asn Gln Asn Leu Phe Val Val Gln 2Ala
165 170 175

Ser Leu Trp Leu Tyr Leu Lys Leu Leu Pro Tyr Val Leu Glu Lys Gly
180 185 190

er I I s a I a S a r e n u n 1ls
Ser Arg Arg Lys Val Arg Val Lys Val Tyr Phe Gln Glu Gln Gly Hi
195 200 205

Gly Asp Arg Trp Asn Met Val Glu Lys Arg Val Asp Leu Lys Arg Ser
210 215 220

Gly Trp His Thr Phe Pro Leu Thr Glu Ala Ile Gln Ala Leu Phe Glu
225 230 235 240

Arg Gly Glu Arg Arg Leu Asn Leu Asp Val Gln Cys Asp Ser Cys Gln
245 250 255

Glu Leu Ala Val Val Pro Val Phe Val Asp Pro Gly Glu Glu Ser His
260 265 270

Arg Pro Phe Val Val Val Gln Ala Arg Leu Gly Asp Ser Arg His Arg
275 280 285

Ile Arg Lys Arg Gly Leu Glu Cys Asp Gly Arg Thr Asn Leu Cys Cys
290 295 300

Arg Gln Gln Phe Phe Ile Asp Phe Arg Leu Ile Gly Trp Ash Asp Trp
305 310 315 320

Ile Ile Ala Pro Thr Gly Tyr Tyr Gly Asn Tyr Cys Glu Gly Ser Cys
325 330 335

Pro Ala Tyr Leu Ala Gly Val Pro Gly Ser Ala Ser Ser Phe His Thr
340 345 350

Ala Val Val Asn Gln Tyr Arg Met Arg Gly Leu Asnh Pro Gly Thr Val
355 360 365

Asn Ser Cys Cys Ile Pro Thr Lys Leu Ser Thr Met Ser Met Leu Tyr
370 375 380

Phe Asp Asp Glu Tyr Asn Ile Val Lys Arg Asp Val Pro Asn Met Ile
385 390 395 400

Val Glu Glu Cys Gly Cys Ala
405

<210> SEQ ID NO 54

<211> LENGTH: 3516

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 54

ggatcctgga gacaactttg cegtgtgacg cgecgggagg actgeaggge cegeggecga 60
gggcteggeg cegectgtga gegggeccge geggecgget cteeegggea ccaagettge 120

tecgegecace tgecegeegy ccegeggega ggacgacctyg ceegtetecy cegeeggegy 180

cecttoctgy cgegaggcay tgagggegag gegetcaggt gegagegegyg ggeccegacyg 240
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cagegecege cgeagcegeeg cgccaagecg cgecceggete cgeteegggyg ggetcecagey 300
ccttegette cgtetcagee aagttgegtg gacccgetcet ttegecacct tcecccagecy 360
cecggecgaac cgcecgctece actgacgetg ctttegette accegaaccg gggetgeggyg 420
geccecgacy cggaaaggat ggggagaagg ctgcagatgce cgaggegeec cgagacgcecce 480
gtgeggeagt gaccegegac cteogecceg cceggegege cectegggee cceggggece 540
teggegecce tteectgeeg cgcgggaace cccgaggcoce ggccggecee cteecectge 600
gagecggegg cagcecteee ggegggeggg cgggeggagy ccecgggeggg cgegggegeg 660
99c99999eg gggcggggeg gegegeeegg ageccggage ceggecctge geteggeteg 720
actcggeteg cctegeggeg ggcgececteg tegecagegyg cgcaccatgg acgggcetgec 780
cggtegggeg ctgggggecg cctgecttet getgetggeg geeggctgge tggggectga 840
ggcctgggge tcacccacge ccccgecgac gectgeegeg cegecgecac cccegecace 900
cggagceecg ggtggctege aggacacctg tacgtcegtge ggcggcttec ggcggccaga 960
ggagctcgge cgagtggacg gcgacttcecet ggaggeggtyg aagcggcaca tcttgageceg 1020
cctgecagatg cggggcegge ccaacatcac gcacgcegtg cctaaggcecg ccatggtceac 1080
ggceetgege aagetgeacy cgggeaaggt gegegaggac ggecgegtgg agatceegea 1140
cctecgacgge cacgecagece cgggegecga cggccaggag cgcegttteeg aaatcatcag 1200
cttegeegag acagatggee tegectecte cegggteege ctatacttet tcatcetecaa 1260
cgaaggcaac cagaacctgt ttgtggteca ggecagecetyg tggetttace tgaaactect 1320
gecctacgte ctyggagaagy geageceggey gaaggtygegy gtcaaagtgt acttccagga 1380
geagggecae ggtgacagygt ggaacatggt ggagaagagy gtggaccteca agegeagegyg 1440
ctggcatace tteccacteca cggaggccat ccaggecttg tttgageggg gcgageggeg 1500
actcaaccta gacgtgeagt gtgacagetyg ccaggagetyg geegtggtge cggtgttegt 1560
ggacccagge gaagagtcge accgaccett tgtggtggty caggetegge tgggegacag 1620
caggcaccge attcgcaage gaggectgga gtgcgatgge cggaccaace tetgttgeag 1680
gcaacagtte ttcattgact tccgectcat cggetggaac gactggatca tagcacccac 1740
cggctactac ggcaactact gtgagggcag ctgcccagee tacctggeag gggtcecegg 1800
ctetgectece tecttecaca cggetgtggt gaaccagtac cgcatgeggg gtectgaacce 1860
cggcacggtyg aactectget gcattceccac caagetgage accatgtceca tgetgtactt 1920
cgatgatgag tacaacatceg tcaagcggga cgtgeccaac atgattgtgg aggagtgegg 1980
ctgcgectga cagtgcaagy caggggcacg gtggtgggge acggagggea gtccegggtg 2040
ggcttettece agecccecge gggaacgggyg tacacggtgy gctgagtaca gtcattetgt 2100
tgggetgtgg agatagtgec agggtgegge ctgagatatt tttetacage ttcatagage 2160
aaccagtcaa aaccagagcg agaaccctca actgacatga aatactttaa aatgcacacg 2220
tagccacgca cagccagacy catcctgeca cccacacage agectccagg ataccagcaa 2280
atggatgegg tgacaaatgg cagcttaget acaaatgect gtcagtegga gagaatgggg 2340
tgagcagcca ccattccace agetggeccyg gecacgtete gaagttgege cttecegage 2400
acacataaaa gcacaaagac agagacgcag agagagagag agagccacgg agaggaaaag 2460

cagatgcagg ggtggggagce gcagetcegge ggaggctgeg tgtgecccegt ggettttacce 2520
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aggcctgete tgectggete gatgtctget tcecttecccage ctgggatcct tcgtgcettca 2580
aggcetgggg agectgtect tcecatgecct tgtcgaggga aagagaccca gaaaggacac 2640
aacccgtcag agacctggga gcaggggcaa tgaccgtttg actgtttgtg gcttgggect 2700
ctgacatgac ttatgtgtgt gtgtgttttt ggggtgggga gggagggaga gaagaggggg 2760
ctaaatttga tgctttaact gatctccaac agttgacagg tcatccttgce cagttgtata 2820
actgaaaaag gacttttcta ccaggtatga ccttttaagt gaaaatctga attgttctaa 2880
atggaaagaa aaaaagttgc aatctgtgcc cttcattggg gacattcctc taggactggt 2940
ttggggacgg gtgggaatga cccctaggca aggggatgag accgcaggag gaaatggegyg 3000
ggaggtggca ttcttgaact gctgaggatg gggggtgtce cctcagcgga ggccaaggga 3060
ggggagcagc ctagttggtc ttggagagat ggggaaggct ttcagctgat ttgcagaagt 3120
tgcccatgtg ggeccaacca tcagggctgg ccgtggacgt ggccectgec cactcacctg 3180
ceccgectgee cgeeegecceg catagcactt gcagacctge ctgaacgcac atgacatagce 3240
acttgccgat ctgegtgtge ccagaagtgg cccttggccg agcgecgaac tcgctegecce 3300
tctagatgtce caagtgccac gtgaactatg caatttaaag ggttgaccca cactagacga 3360
aactggacte gtacgactet ttttatattt tttatacttyg aaatgaaatce ctttgettet 3420
tttttaagcg aatgattgct tttaatgttt gcactgattt agttgcatga ttagtcagaa 3480
actgccattt gaaaaaaaag ttatttttat agecage 3516
<210> SEQ ID NO 55

<211> LENGTH: 426

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 55

Met Pro Leu Leu Trp Leu Arg Gly Phe Leu Leu Ala Ser Cys Trp Ile
1 5 10 15

Ile Val Arg Ser Ser Pro Thr Pro Gly Ser Glu Gly His Ser Ala Ala
20 25 30

Pro Asp Cys Pro Ser Cys Ala Leu Ala Ala Leu Pro Lys Asp Val Pro
35 40 45

Asn Ser Gln Pro Glu Met Val Glu Ala Val Lys Lys His Ile Leu Asn
50 55 60

Met Leu His Leu Lys Lys Arg Pro Asp Val Thr Gln Pro Val Pro Lys
65 70 75 80

Ala Ala Leu Leu Asn Ala Ile Arg Lys Leu His Val Gly Lys Val Gly
85 90 85

Glu Asn Gly Tyr Val Glu Ile Glu Asp Asp Ile Gly Arg Arg Ala Glu
100 105 110

Met Asn Glu Leu Met Glu GIln Thr Ser Glu Ile Ile Thr Phe Ala Glu
115 120 125

Ser Gly Thr Ala Arg Lys Thr Leu His Phe Glu Ile Ser Lys Glu Gly
130 135 140

Ser Asp Leu Ser Val Val Glu Arg Ala Glu Val Trp Leu Phe Leu Lys
145 150 155 160

Val Pro Lys Ala Asn Arg Thr Arg Thr Lys Val Thr Ile Arg Leu Phe
165 170 175
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Gln Gln Gln Lys His Pro Gln Gly Ser Leu Asp Thr Gly Glu Glu Ala
180 185 190

Glu Glu Val Gly Leu Lys Gly Glu Arg Ser Glu Leu Leu Leu Ser CGlu
195 200 205

Lys Val Val Asp Ala Arg Lys Ser Thr Trp His Val Phe Pro Val Ser
210 215 220

Ser Ser Ile Gln Arg Leu Leu Asp Gln Gly Lys Ser Ser Leu Asp Val
225 230 235 240

Arg Ile Ala Cys Glu Gln Cys Gln Glu Ser Gly Ala Ser Leu Val Leu
245 250 255

Leu Gly Lys Lys Lys Lys Lys Glu Glu Glu Gly Glu Gly Lys Lys Lys
260 265 270

Gly Gly Gly Glu Gly Gly Ala Gly Ala Asp Glu Glu Lys Glu Gln Ser
275 280 285

His Arg Pro Phe Leu Met Leu Gln Ala Arg Gln Ser Glu Asp His Pro
290 295 300

His Arg Arg Arg Arg Arg Gly Leu Glu Cys Asp Gly Lys Val Asn Ile
305 310 315 320

Cys Cys Lys Lys Gln Phe Phe Val Ser Phe Lys Asp Ile Gly Trp Asn
325 330 335

Asp Trp Ile Ile Ala Pro Ser Gly Tyr His Ala Asn Tyr Cys Glu Gly
340 345 350

Glu Cys Pro Ser His Ile Ala Gly Thr Ser Gly Ser Ser Leu Ser Phe
355 360 365

His Ser Thr Val Ile Asn His Tyr Arg Met Arg Gly His Ser Pro Phe
370 375 380

Ala Asn Leu Lys Ser Cys Cys Val Pro Thr Lys Leu Arg Pro Met Ser
385 390 395 400

Met Leu Tyr Tyr Asp Asp Gly Gln Asn Ile Ile Lys Lys Asp Ile Gln
405 410 415

Asn Met Ile Val Glu Glu Cys Gly Cys Ser
420 425

<210> SEQ ID NO 56

<211> LENGTH: 2175

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 56

agtacagtat aaaacttcac agtgccaata ccatgaagag gagctcagac agetcttace 60
acatgataca agagecgget ggtggaagag tggggaccag aaagagaatt tgetgaagag 120
gagaaggaaa aaaaaaacac caaaaaaaaa aataaaaaaa tccacacaca caaaaaaacce 180
tgegegtgag gggggaggaa aagcagggec ttttaaaaag geaatcacaa caacttttge 240
tgecaggatg ceecttgettt ggetgagagg atttetgttyg geaagttget ggattatagt 300
gaggagttce cccaccecag gatccgaggg geacagegeg geccccgact gteegtectg 360
tgegetggece geectcecaa aggatgtace caactctcag ccagagatgg tggaggecgt 420
caagaagcac attttaaaca tgetgeactt gaagaagaga cccgatgtca cccageeggt 480

acccaaggeg gogettetga acgcgatcag aaagettcat gtgggcaaag tcggggagaa 540

cgggtatgty gagatagagy atgacattgg aaggagggca gaaatgaatyg aacttatgga 600
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gcagaccteyg gagatcatca cgtttgeccga gtcaggaaca gccaggaaga cgctgcactt 660
cgagatttce aaggaaggca gtgacctgte agtggtggag cgtgcagaag tctggcetcett 720
cctaaaagte cccaaggcca acaggaccag gaccaaagtce accatcegec tcecttecageca 780
gcagaagcac ccgcagggca gcttggacac aggggaagayg gccgaggaag tgggcttaaa 840
gggggagagyg agtgaactgt tgctctectga aaaagtagta gacgctcegga agagcacctg 900
gcatgtctte cctgtcteca gcagcatcca geggttgetyg gaccagggca agagetcect 960
ggacgttcgg attgcctgtg agcagtgcca ggagagtgge gccagcttgg ttctectggg 1020
caagaagaag aagaaagaag aggaggggga agggaaaaag aagggcggag gtgaaggtgg 1080
ggcaggagca gatgaggaaa aggagcagtc gcacagacct ttectcatgce tgcaggceeg 1140
gcagtctgaa gaccacccte atcgceggeg teggcgggge ttggagtgtg atggcaaggt 1200
caacatctgc tgtaagaaac agttctttgt cagtttcaag gacatcggct ggaatgactg 1260
gatcattgct ccctctggcet atcatgccaa ctactgcgag ggtgagtgec cgageccatat 1320
agcaggcacg tccgggtcct cactgtecctt ccactcaaca gtcatcaacc actaccgcat 1380
geggggecat ageccectttyg ccaacctcaa ategtgetgt gtgeccacca agetgagace 1440
catgtccatg ttgtactatg atgatggtca aaacatcatc aaaaaggaca ttcagaacat 1500
gatcgtggag gagtgtgggt gctcatagag ttgeccagee cagggggaaa gggagcaaga 1560
gttgtcecaga gaagacagtyg gcaaaatgaa gaaattttta aggtttetga gttaaccaga 1620
aaaatagaaa ttaaaaacaa aacaaaaaaa aaaacaaaaa aaaacaaaag taaattaaaa 1680
acaaaacctyg atgaaacaga tgaaggaaga tgtggaaaaa atccttagec agggetcaga 1740
gatgaagcayg tgaaagagac aggaattggyg agggaaaggy agaatggtgt accctttatt 1800
tettetgaaa tcacactgat gacatcagtt gtttaaacgg ggtattgtee ttteceecect 1860
tgaggttece ttgtgageet tgaatcaace aatctagtet gecagtagtgt ggactagaac 1920
aacccaaata gcatctagaa agccatgagt ttgaaaggge ccatcacagg cactttecta 1980
cccaattace caggtcataa ggtatgtetyg tgtgacactt atetetgtgt atatcageat 2040
acacacacac acacacacac acacacacac acacaggcat ttccacacat tacatatata 2100
cacatactgg taaaagaaca atcgtgtgca ggtggtcaca ctteettttt ctgtaccact 2160
tttgcaacaa aacaa 2175
<210> SEQ ID NO 57

<211> LENGTH: 14507

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 57

Met Leu Lys Pro Ser Gly Leu Pro Gly Ser Ser Ser Pro Thr Arg Ser
1 5 10 15

Leu Met Thr Gly Ser Arg Ser Thr Lys Ala Thr Pro Glu Met Asp Ser
20 25 30

Gly Leu Thr Gly Ala Thr Leu Ser Pro Lys Thr Ser Thr Gly Ala Ile
Val Val Thr Glu His Thr Leu Pro Phe Thr Ser Pro Asp Lys Thr Leu
50 55 60

Ala Ser Pro Thr Ser Ser Val Val Gly Arg Thr Thr Gln Ser Leu Gly
65 70 75 80
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Val Met Ser Ser Ala Leu Pro Glu Ser Thr Ser Arg Gly Met Thr His
85 90 85

Ser Glu Gln Arg Thr Ser Pro Ser Leu Ser Pro Gln Val Asn Gly Thr
100 105 110

Pro Ser Arg Asn Tyr Pro Ala Thr Ser Met Val Ser Gly Leu Ser Ser
115 120 125

Pro Arg Thr Arg Thr Ser Ser Thr Glu Gly Asn Phe Thr Lys Glu 2Ala
130 135 140

Ser Thr Tyr Thr Leu Thr Val Glu Thr Thr Ser Gly Pro Val Thr Glu
145 150 155 160

Lys Tyr Thr Val Pro Thr Glu Thr Ser Thr Thr Glu Gly Asp Ser Thr
165 170 175

Glu Thr Pro Trp Asp Thr Arg Tyr Ile Pro Val Lys Ile Thr Ser Pro
180 185 190

Met Lys Thr Phe Ala Asp Ser Thr Ala Ser Lys Glu Asn Ala Pro Val
195 200 205

Ser Met Thr Pro Ala Glu Thr Thr Val Thr Asp Ser His Thr Pro Gly
210 215 220

Arg Thr Asn Pro Ser Phe Gly Thr Leu Tyr Ser Ser Phe Leu Asp Leu
225 230 235 240

Ser Pro Lys Gly Thr Pro Asn Ser Arg Gly Glu Thr Ser Leu Glu Leu
245 250 255

Ile Leu Ser Thr Thr Gly Tyr Pro Phe Ser Ser Pro Glu Pro Gly Ser
260 265 270

Ala Gly His Ser Arg Ile Ser Thr Ser Ala Pro Leu Ser Ser Ser Ala
275 280 285

Ser Val Leu Asp Asn Lys Ile Ser Glu Thr Ser Ile Phe Ser Gly Gln
290 295 300

Ser Leu Thr Ser Pro Leu Ser Pro Gly Val Pro Glu Ala Arg 2Ala Ser
305 310 315 320

Thr Met Pro Asn Ser Ala Ile Pro Phe Ser Met Thr Leu Ser Asn Ala
325 330 335

Glu Thr Ser Ala Glu Arg Val Arg Ser Thr Ile Ser Ser Leu Gly Thr
340 345 350

Pro Ser Ile Ser Thr Lys Gln Thr Ala Glu Thr Ile Leu Thr Phe His
355 360 365

Ala Phe Ala Glu Thr Met Asp Ile Pro Ser Thr His Ile Ala Lys Thr
370 375 380

Leu Ala Ser Glu Trp Leu Gly Ser Pro Gly Thr Leu Gly Gly Thr Ser
385 390 395 400

Thr Ser Ala Leu Thr Thr Thr Ser Pro Ser Thr Thr Leu Val Ser Glu
405 410 415

Glu Thr Asn Thr His His Ser Thr Ser Gly Lys Glu Thr Glu Gly Thr
420 425 430

Leu Asn Thr Ser Met Thr Pro Leu Glu Thr Ser Ala Pro Gly Glu Glu
435 440 445

Ser Glu Met Thr Ala Thr Leu Val Pro Thr Leu Gly Phe Thr Thr Leu
450 455 460

Agp Ser Lys Ile Arg Ser Pro Ser Gln Val Ser Ser Ser His Pro Thr
465 470 475 480
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Arg Glu Leu Arg Thr Thr Gly Ser Thr Ser Gly Arg Gln Ser Ser Ser
485 490 495

Thr Ala Ala His Gly Ser Ser Asp Ile Leu Arg Ala Thr Thr Ser Ser
500 505 510

Thr Ser Lys Ala Ser Ser Trp Thr Ser Glu Ser Thr Ala Gln Gln Phe
515 520 525

Ser Glu Pro Gln His Thr Gln Trp Val Glu Thr Ser Pro Ser Met Lys
530 535 540

Thr Glu Arg Pro Pro Ala Ser Thr Ser Val Ala Ala Pro Ile Thr Thr
545 550 555 560

Ser Val Pro Ser Val Val Ser Gly Phe Thr Thr Leu Lys Thr Ser Ser
565 570 575

Thr Lys Gly Ile Trp Leu Glu Glu Thr Ser Ala Asp Thr Leu Ile Gly
580 585 590

Glu Ser Thr Ala Gly Pro Thr Thr His Gln Phe Ala Val Pro Thr CGly
595 600 605

Ile Ser Met Thr Gly Gly Ser Ser Thr Arg Gly Ser Gln Gly Thr Thr
610 615 620

His Leu Leu Thr Arg Ala Thr Ala Ser Ser Glu Thr Ser Ala Asp Leu
625 630 635 640

Thr Leu Ala Thr Asn Gly Val Pro Val Ser Val Ser Pro Ala Val Ser
645 650 655

Lys Thr Ala Ala Gly Ser Ser Pro Pro Gly Gly Thr Lys Pro Ser Tyr
660 665 670

Thr Met Val Ser Ser Val Ile Pro Glu Thr Ser Ser Leu Gln Ser Ser
675 680 685

Ala Phe Arg Glu Gly Thr Ser Leu Gly Leu Thr Pro Leu Ash Thr Arg
690 695 700

His Pro Phe Ser Ser Pro Glu Pro Asp Ser Ala Gly His Thr Lys Ile
705 710 715 720

Ser Thr Ser Ile Pro Leu Leu Ser Ser Ala Ser Val Leu Glu 2Asp Lys
725 730 735

Val Ser Ala Thr Ser Thr Phe Ser His His Lys Ala Thr Ser Ser Ile
740 745 750

Thr Thr Gly Thr Pro Glu Ile Ser Thr Lys Thr Lys Pro Ser Ser Ala
755 760 765

Val Leu Ser Ser Met Thr Leu Ser Asn Ala Ala Thr Ser Pro Glu Arg
770 775 780

Val Arg Asn Ala Thr Ser Pro Leu Thr His Pro Ser Pro Ser Gly Glu
785 790 795 800

Glu Thr Ala Gly Ser Val Leu Thr Leu Ser Thr Ser Ala Glu Thr Thr
805 810 815

Agp Ser Pro Asn Ile His Pro Thr Gly Thr Leu Thr Ser Glu Ser Ser
820 825 830

Glu Ser Pro Ser Thr Leu Ser Leu Pro Ser Val Ser Gly Val Lys Thr
835 840 845

Thr Phe Ser Ser Ser Thr Pro Ser Thr His Leu Phe Thr Ser Gly Glu
850 855 860

Glu Thr Glu Glu Thr Ser Asn Pro Ser Val Ser Gln Pro Glu Thr Ser
865 870 375 880

Val Ser Arg Val Arg Thr Thr Leu Ala Ser Thr Ser Val Pro Thr Pro
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885 890 895

Val Phe Pro Thr Met Asp Thr Trp Pro Thr Arg Ser Ala Gln Phe Ser
900 905 910

Ser Ser His Leu Val Ser Glu Leu Arg Ala Thr Ser Ser Thr Ser Val
915 920 925

Thr Asn Ser Thr Gly Ser Ala Leu Pro Lys Ile Ser His Leu Thr Gly
930 935 940

Thr Ala Thr Met Ser Gln Thr Asn Arg Asp Thr Phe Asn Asp Ser 2Ala
945 950 955 960

Ala Pro Gln Ser Thr Thr Trp Pro Glu Thr Ser Pro Arg Phe Lys Thr
965 970 875

Gly Leu Pro Ser Ala Thr Thr Thr Val Ser Thr Ser Ala Thr Ser Leu
980 985 990

Ser Ala Thr Val Met Val Ser Lys Phe Thr Ser Pro Ala Thr Ser Ser
995 1000 1005

Met Glu Ala Thr Ser Ile Arg Glu Pro Ser Thr Thr Ile Leu Thr Thr
1010 1015 1020

Glu Thr Thr Asn Gly Pro Gly Ser Met Ala Val Ala Ser Thr ZAsn Ile
1025 1030 1035 1040

Pro Ile Gly Lys Gly Tyr Ile Thr Glu Gly Arg Leu Asp Thr Ser His
1045 1050 1055

Leu Pro Ile Gly Thr Thr Ala Ser Ser Glu Thr Ser Met Asp Phe Thr
1060 1065 1070

Met Ala Lys Glu Ser Val Ser Met Ser Val Ser Pro Ser Gln Ser Met
1075 1080 1085

Agp Ala Ala Gly Ser Ser Thr Pro Gly Arg Thr Ser Gln Phe Val Asp
1090 1095 1100

Thr Phe Ser Asp Asp Val Tyr His Leu Thr Ser Arg Glu Ile Thr Ile
1105 1110 1115 1120

Pro Arg Asp Gly Thr Ser Ser Ala Leu Thr Pro Gln Met Thr 2la Thr
1125 1130 1135

His Pro Pro Ser Pro Asp Pro Gly Ser Ala Arg Ser Thr Trp Leu Gly
1140 1145 1150

Ile Leu Ser Ser Ser Pro Ser Ser Pro Thr Pro Lys Val Thr Met Ser
1155 1160 1165

Ser Thr Phe Ser Thr Gln Arg Val Thr Thr Ser Met Ile Met Asp Thr
1170 1175 1180

Val Glu Thr Ser Arg Trp Asn Met Pro Asn Leu Pro Ser Thr Thr Ser
1185 1190 1195 1200

Leu Thr Pro Ser Asn Ile Pro Thr Ser Gly Ala Ile Gly Lys Ser Thr
1205 1210 1215

Leu Val Pro Leu Asp Thr Pro Ser Pro Ala Thr Ser Leu Glu 2Ala Ser
1220 1225 1230

Glu Gly Gly Leu Pro Thr Leu Ser Thr Tyr Pro Glu Ser Thr Asn Thr
1235 1240 1245

Pro Ser Ile His Leu Gly Ala His Ala Ser Ser Glu Ser Pro Ser Thr
1250 1255 1260

Ile Lys Leu Thr Met Ala Ser Val Val Lys Pro Gly Ser Tyr Thr Pro
1265 1270 1275 1280

Leu Thr Phe Pro Ser Ile Glu Thr Hisg Ile His Val Ser Thr 2Ala Arg
1285 1290 1295
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Met Ala Tyr Ser Ser Gly Ser Ser Pro Glu Met Thr Ala Pro Gly CGlu
1300 1305 1310

Thr Asn Thr Gly Ser Thr Trp Asp Pro Thr Thr Tyr Ile Thr Thr Thr
1315 1320 1325

Asp Pro Lys Asp Thr Ser Ser Ala Gln Val Ser Thr Pro His Ser Val
1330 1335 1340

Arg Thr Leu Arg Thr Thr Glu Asn His Pro Lys Thr Glu Ser Ala Thr
1345 1350 1355 1360

Pro Ala Ala Tyr Ser Gly Ser Pro Lys Ile Ser Ser Ser Pro 2Zsn Leu
1365 1370 1375

Thr Ser Pro Ala Thr Lys Ala Trp Thr Ile Thr Asp Thr Thr Glu His
1380 1385 1390

Ser Thr Gln Leu His Tyr Thr Lys Leu Ala Glu Lys Ser Ser Gly Phe
1395 1400 1405

Glu Thr Gln Ser Ala Pro Gly Pro Val Ser Val Val Ile Pro Thr Ser
1410 1415 1420

Pro Thr Ile Gly Ser Ser Thr Leu Glu Leu Thr Ser Asp Val Pro Gly
1425 1430 1435 1440

Glu Pro Leu Val Leu Ala Pro Ser Glu Gln Thr Thr Ile Thr Leu Pro
1445 1450 1455

Met Ala Thr Trp Leu Ser Thr Ser Leu Thr Glu Glu Met Ala Ser Thr
1460 1465 1470

Agp Leu Asp Ile Ser Ser Pro Ser Ser Pro Met Ser Thr Phe Ala Ile
1475 1480 1485

Phe Pro Pro Met Ser Thr Pro Ser His Glu Leu Ser Lys Ser Glu Ala
1490 1495 1500

Asgp Thr Ser Ala Ile Arg Asn Thr Asp Ser Thr Thr Leu Asp Gln His
1505 1510 1515 1520

Leu Gly Ile Arg Ser Leu Gly Arg Thr Gly Asp Leu Thr Thr Val Pro
1525 1530 1535

Ile Thr Pro Leu Thr Thr Thr Trp Thr Ser Val Ile Glu Hig Ser Thr
1540 1545 1550

Gln Ala Gln Asp Thr Leu Ser Ala Thr Met Ser Pro Thr His Val Thr
1555 1560 1565

Gln Ser Leu Lys Asp Gln Thr Ser Ile Pro Ala Ser Ala Ser Pro Ser
1570 1575 1580

His Leu Thr Glu Val Tyr Pro Glu Leu Gly Thr Gln Gly Arg Ser Ser
1585 1590 1595 1600

Ser Glu Ala Thr Thr Phe Trp Lys Pro Ser Thr Asp Thr Leu Ser Arg
1605 1610 lel5

Glu Ile Glu Thr Gly Pro Thr Asn Ile Gln Ser Thr Pro Pro Met Asp
1620 1625 1630

Asn Thr Thr Thr Gly Ser Ser Ser Ser Gly Val Thr Leu Gly Ile 2Ala
1635 1640 1645

Hig Leu Pro Ile Gly Thr Ser Ser Pro Ala Glu Thr Ser Thr Asn Met
1650 1655 1660

Ala Leu Glu Arg Arg Ser Ser Thr Ala Thr Val Ser Met Ala Gly Thr
1665 1670 1675 1680

Met Gly Leu Leu Val Thr Ser Ala Pro Gly Arg Ser Ile Ser Gln Ser
1685 1690 1695
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Ser Val Leu Ser Glu
1705

Leu Gly Arg Val Ser
1700

Ser Thr Thr Glu Gly Val
1710

Leu Asn Thr Gln
1725

Thr Asp Ser Ser Lys
1715

Gly Ser Ser Pro Arg
1720

Gly Asn

Thr Ala Leu Ser Ser
1730

Ser Leu Glu Pro Ser Ser Gln

1735

Tyr Ala Glu
1740

Gly

Met Ser Thr Ser Ile
1745

Pro Thr
1755

Pro Leu Thr Ser Ser Thr Pro

1750

Asp Val
1760

Glu Phe Ile Gly Gly Ser Thr Phe Trp Thr Lys Glu
1765 1770

Val Thr Thr Val

1775
Glu

Ser Ser Ser

1790

Met Thr Ser Asp Ile Ser Lys Ser Ser Ala Arg Thr
1780 1785

Ala Thr Leu Met Ser Thr Ala Leu Gly Ser Thr Glu
1795 1800

Asn Thr
1805

Gly Lys

Glu Lys Leu Arg Thr Ala Ser Met Asp Leu Pro Ser Pro Thr Pro Ser

1810 1815 1820

Met Glu Val Thr Pro Trp Ile Ser Leu Thr Leu Ser
1825 1830 1835

Ala Asn

1840

Asn Pro

Thr Thr Asp Ser Leu Asp Leu Ser His Gly Val His
1845 1850

Thr Ser Ala

1855

Ser

Gly Thr Leu Ala Thr Asp Arg Ser Leu Asn Thr Gly Val Thr Arg 2Ala

1860

1865

Ser Arg Leu Glu Asn Gly Ser Asp Thr Ser Ser Lys

1875

1880

1870

Ser Leu Ser Met
1885

Gly Asn Ser Thr His Thr Ser Met Thr Tyr Thr Glu Lys Ser Glu Val
1890 1895 1900

Ser Ser Ser Ile His Pro Arg Pro Glu Thr Ser Ala Pro Gly Ala Glu
1905 1910 1915 1920

Thr Thr Leu Thr Ser Thr Pro Gly Asn Arg Ala Ile Ser Leu Thr Leu
1925 1930 1935

Pro Phe Ser Ser Ile Pro Val Glu Glu Val Ile Ser Thr Gly Ile Thr
1940 1945 1950

Ser Gly Pro Asp Ile Asn Ser Ala Pro Met Thr His Ser Pro Ile Thr
1955 1960 1965

Pro Pro Thr Ile Val Trp Thr Ser Thr Gly Thr Ile Glu Gln Ser Thr
1970 1975 1980

Gln Pro Leu His Ala Val Ser Ser Glu Lys Val Ser Val Gln Thr Gln
1985 1990 1995 2000

Ser Thr Pro Tyr Val Asn Ser Val Ala Val Ser Ala Ser Pro Thr His
2005 2010 2015

Glu Asn Ser Val Ser Ser Gly Ser Ser Thr Ser Ser Pro Tyr Ser Ser
2020 2025 2030

Ala Ser Leu Glu Ser Leu Asp Ser Thr Ile Ser Arg Arg Asn 2Ala Ile
2035 2040 2045

Ser Leu Pro Thr Thr
2060

Thr Ser Trp Leu Trp Asp Leu Thr Thr
2050 2055

Thr Trp

Pro Ser Thr Ser Leu Ser Glu Ala Leu
2065 2070

Ser Ser Gly His Ser
2075

Gly Val
2080

Ser Asn Pro Ser Ser Thr Thr Thr Glu
2085

Phe Pro Leu Phe Ser
2090

Ala Ala
2095
Pro Glu Thr Glu Thr

Ser Thr Ser Ala Ala Lys Gln Arg Asn His Gly
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2100 2105 2110

Pro Gln Asn Thr Ala Ala Ser Thr Leu Asn Thr Asp Ala Ser Ser Val
2115 2120 2125

Thr Gly Leu Ser Glu Thr Pro Val Gly Ala Ser Ile Ser Ser Glu Val
2130 2135 2140

Pro Leu Pro Met Ala Ile Thr Ser Arg Ser Asp Val Ser Gly Leu Thr
2145 2150 2155 2160

Ser Glu Ser Thr Ala Asn Pro Ser Leu Gly Thr Ala Ser Ser 2la Gly
2165 2170 2175

Thr Lys Leu Thr Arg Thr Ile Ser Leu Pro Thr Ser Glu Ser Leu Val
2180 2185 2190

Ser Phe Arg Met Asn Lys Asp Pro Trp Thr Val Ser Ile Pro Leu Gly
2195 2200 2205

Ser His Pro Thr Thr Asn Thr Glu Thr Ser Ile Pro Val Asn Ser 2la
2210 2215 2220

Gly Pro Pro Gly Leu Ser Thr Val Ala Ser Asp Val Ile Asp Thr Pro
2225 2230 2235 2240

Ser Asp Gly Ala Glu Ser Ile Pro Thr Val Ser Phe Ser Pro Ser Pro
2245 2250 2255

Asgp Thr Glu Val Thr Thr Ile Ser His Phe Pro Glu Lys Thr Thr His
2260 2265 2270

Ser Phe Arg Thr Ile Ser Ser Leu Thr His Glu Leu Thr Ser Arg Val
2275 2280 2285

Thr Pro Ile Pro Gly Asp Trp Met Ser Ser Ala Met Ser Thr Lys Pro
2290 2295 2300

Thr Gly Ala Ser Pro Ser Ile Thr Leu Gly Glu Arg Arg Thr Ile Thr
2305 2310 2315 2320

Ser Ala Ala Pro Thr Thr Ser Pro Ile Val Leu Thr Ala Ser Phe Thr
2325 2330 2335

Glu Thr Ser Thr Val Ser Leu Asp Asn Glu Thr Thr Val Lys Thr Ser
2340 2345 2350

Asp Ile Leu Asp Ala Arg Lys Thr Asn Glu Leu Pro Ser Asp Ser Ser
2355 2360 2365

Ser Ser Ser Asp Leu Ile Asn Thr Ser Ile Ala Ser Ser Thr Met Asp
2370 2375 2380

Val Thr Lys Thr Ala Ser Ile Ser Pro Thr Ser Ile Ser Gly Met Thr
2385 2390 2395 2400

Ala Ser Ser Ser Pro Ser Leu Phe Ser Ser Asp Arg Pro Gln Val Pro
2405 2410 2415

Thr Ser Thr Thr Glu Thr Asn Thr Ala Thr Ser Pro Ser Val Ser Ser
2420 2425 2430

Asn Thr Tyr Ser Leu Asp Gly Gly Ser Asn Val Gly Gly Thr Pro Ser
2435 2440 2445

Thr Leu Pro Pro Phe Thr Ile Thr His Pro Val Glu Thr Ser Ser 2la
2450 2455 2460

Leu Leu Ala Trp Ser Arg Pro Val Arg Thr Phe Ser Thr Met Val Ser
2465 2470 2475 2480

Thr Asp Thr Ala Ser Gly Glu Asn Pro Thr Ser Ser Asn Ser Val Val
2485 2490 2495

Thr Ser Val Pro Ala Pro Gly Thr Trp Thr Ser Val Gly Ser Thr Thr
2500 2505 2510
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Asp Leu Pro Ala Met Gly Phe Leu Lys Thr Ser Pro Ala Gly Glu Ala
2515 2520 2525

His Ser Leu Leu Ala Ser Thr Ile Glu Pro Ala Thr Ala Phe Thr Pro
2530 2535 2540

His Leu Ser Ala Ala Val Val Thr Gly Ser Ser Ala Thr Ser Glu Ala
2545 2550 2555 2560

Ser Leu Leu Thr Thr Ser Glu Ser Lys Ala Ile His Ser Ser Pro Gln
2565 2570 2575

Thr Pro Thr Thr Pro Thr Ser Gly Ala Asn Trp Glu Thr Ser 2la Thr
2580 2585 2590

Pro Glu Ser Leu Leu Val Val Thr Glu Thr Ser Asp Thr Thr Leu Thr
2595 2600 2605

Ser Lys Ile Leu Val Thr Asp Thr Ile Leu Phe Ser Thr Val Ser Thr
25610 2615 2620

Pro Pro Ser Lys Phe Pro Ser Thr Gly Thr Leu Ser Gly Ala Ser Phe
2625 2630 2635 2640

Pro Thr Leu Leu Pro Asp Thr Pro Ala Ile Pro Leu Thr Ala Thr Glu
2645 2650 2655

Pro Thr Ser Ser Leu Ala Thr Ser Phe Asp Ser Thr Pro Leu Val Thr
2660 2665 2670

Ile Ala Ser Asp Ser Leu Gly Thr Val Pro Glu Thr Thr Leu Thr Met
2675 2680 2685

Ser Glu Thr Ser Asn Gly Asp Ala Leu Val Leu Lys Thr Val Ser Asn
25690 2695 2700

Pro Asp Arg Ser Ile Pro Gly Ile Thr Ile Gln Gly Val Thr Glu Ser
2705 2710 2715 2720

Pro Leu His Pro Ser Ser Thr Ser Pro Ser Lys Ile Val Ala Pro Arg
2725 2730 2735

Asn Thr Thr Tyr Glu Gly Ser Ile Thr Val Ala Leu Ser Thr Leu Pro
2740 2745 2750

Ala Gly Thr Thr Gly Ser Leu Val Phe Ser Gln Ser Ser Glu Ash Ser
2755 2760 2765

Glu Thr Thr Ala Leu Val Asp Ser Ser Ala Gly Leu Glu Arg Ala Ser
2770 2775 2780

Val Met Pro Leu Thr Thr Gly Ser Gln Gly Met Ala Ser Ser Gly Gly
2785 2790 2795 2800

Ile Arg Ser Gly Ser Thr His Ser Thr Gly Thr Lys Thr Phe Ser Ser
2805 2810 2815

Leu Pro Leu Thr Met Asn Pro Gly Glu Val Thr Ala Met Ser Glu Ile
2820 2825 2830

Thr Thr Asn Arg Leu Thr Ala Thr Gln Ser Thr Ala Pro Lys Gly Ile
2835 2840 2845

Pro Val Lys Pro Thr Ser Ala Glu Ser Gly Leu Leu Thr Pro Val Ser
2850 2855 2860

Ala Ser Ser Ser Pro Ser Lys Ala Phe Ala Ser Leu Thr Thr 2Ala Pro
2865 2870 2875 2880

Pro Thr Trp Gly Ile Pro Gln Ser Thr Leu Thr Phe Glu Phe Ser Glu
2885 2890 2895

Val Pro Ser Leu Asp Thr Lys Ser Ala Ser Leu Pro Thr Pro Gly Gln
2900 2905 2910
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Ser Leu Asn Thr Ile Pro Asp Ser Asp Ala Ser Thr Ala Ser Ser Ser
2915 2920 2925

Leu Ser Lys Ser Pro Glu Lys Asn Pro Arg Ala Arg Met Met Thr Ser
2930 2935 2940

Thr Lys Ala Ile Ser Ala Ser Ser Phe Gln Ser Thr Gly Phe Thr Glu
2945 2950 2955 2960

Thr Pro Glu Gly Ser Ala Ser Pro Ser Met Ala Gly His Glu Pro Arg
2965 2970 2975

Val Pro Thr Ser Gly Thr Gly Asp Pro Arg Tyr Ala Ser Glu Ser Met
2980 2985 2990

Ser Tyr Pro Asp Pro Ser Lys Ala Ser Ser Ala Met Thr Ser Thr Ser
2995 3000 3005

Leu Ala Ser Lys Leu Thr Thr Leu Phe Ser Thr Gly Gln Ala 2la Arg
3010 3015 3020

Ser Gly Ser Ser Ser Ser Pro Ile Ser Leu Ser Thr Glu Lys Glu Thr
3025 3030 3035 3040

Ser Phe Leu Ser Pro Thr Ala Ser Thr Ser Arg Lys Thr Ser Leu Phe
3045 3050 3055

Leu Gly Pro Ser Met Ala Arg Gln Pro Asn Ile Leu Val His Leu Gln
3060 3065 3070

Thr Ser Ala Leu Thr Leu Ser Pro Thr Ser Thr Leu Asn Met Ser Gln
3075 3080 3085

Glu Glu Pro Pro Glu Leu Thr Ser Ser Gln Thr Ile Ala Glu Glu Glu
3090 3095 3100

Gly Thr Thr Ala Glu Thr Gln Thr Leu Thr Phe Thr Pro Ser Glu Thr
3105 3110 3115 3120

Pro Thr Ser Leu Leu Pro Val Ser Ser Pro Thr Glu Pro Thr 2Ala Arg
3125 3130 3135

Arg Lys Ser Ser Pro Glu Thr Trp Ala Ser Ser Ile Ser Val Pro Ala
3140 3145 3150

Lys Thr Ser Leu Val Glu Thr Thr Asp Gly Thr Leu Val Thr Thr Ile
3155 3160 3165

Lys Met Ser Ser Gln Ala Ala Gln Gly Asn Ser Thr Trp Pro 2Ala Pro
3170 3175 3180

Ala Glu Glu Thr Gly Ser Ser Pro Ala Gly Thr Ser Pro Gly Ser Pro
3185 3190 3195 3200

Glu Met Ser Thr Thr Leu Lys Ile Met Ser Ser Lys Glu Pro Ser Ile
3205 3210 3215

Ser Pro Glu Ile Arg Ser Thr Val Arg Asn Ser Pro Trp Lys Thr Pro
3220 3225 3230

Glu Thr Thr Val Pro Met Glu Thr Thr Val Glu Pro Val Thr Leu Gln
3235 3240 3245

Ser Thr Ala Leu Gly Ser Gly Ser Thr Ser Ile Ser His Leu Pro Thr
3250 3255 3260

Gly Thr Thr Ser Pro Thr Lys Ser Pro Thr Glu Asn Met Leu Ala Thr
3265 3270 3275 3280

Glu Arg Val Ser Leu Ser Pro Ser Pro Pro Glu Ala Trp Thr Asn Leu
3285 3290 3295

Tyr Ser Gly Thr Pro Gly Gly Thr Arg Gln Ser Leu Ala Thr Met Ser
3300 3305 3310

Ser Val Ser Leu Glu Ser Pro Thr Ala Arg Ser Ile Thr Gly Thr Gly
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3315 3320

Gln Gln Ser Ser Pro Glu Leu Val Ser Lys Thr Thr
3330 3335

Ser Met Trp His Gly Ser Thr Gly Gly Thr Thr Gly
3345 3350 3355

Ser Leu Ser Thr Ser Ser Asn Ile Leu Glu Asp Pro
3365 3370

Asn Ser Val Ser Ser Leu Thr Asp Lys Ser Lys His
3380 3385

3325

Gly Met Glu Phe

3340

Asp Thr His Val
3360

Val Thr Ser Pro

3375
Lys Thr Glu Thr
3390

Trp Val Ser Thr Thr Ala Ile Pro Ser Thr
3395 3400

Val Leu Asn Asn Ile

3405

Lys

Met Ala Ala Glu Gln Gln Thr Ser Arg Ser Ala Ser

3410 3415

Val Asp Glu
3420

Tyr

Ser Thr Ser Ser Trp Ser Asp Gln Thr Ser
3425 3430

Gly Ser
3435

Ile Thr Leu

3440

Asp

Gly Ala Ser Pro Asp Val Thr Asn Thr Leu Tyr Ile
3445 3450

Thr Thr 2la

3455

Ser

Gln Thr Thr Ser Leu Val Ser Leu Pro Ser Gly Asp
3460 3465

Gln Gly Ile Thr

3470

Ala Ser Ser Val
3485

Ser Leu Thr Asn Pro Ser Gly Gly Lys Thr Ser Ser
3475 3480

Thr Ser Pro Ser Ile Gly Leu Glu Thr Leu Arg Ala Asn Val Ser Ala
3490 3495 3500

Val Lys Ser Asp Ile Ala Pro Thr Ala Gly His Leu Ser Gln Thr Ser
3505 3510 3515 3520

Ser Pro Ala Glu Val Ser Ile Leu Asp Val Thr Thr Ala Pro Thr Pro
3525 3530 3535

Gly Ile Ser Thr Thr Ile Thr Thr Met Gly Thr Asn Ser Ile Ser Thr
3540 3545 3550

Thr Thr Pro Asn Pro Glu Val Gly Met Ser Thr Met Asp Ser Thr Pro
3555 3560 3565

Ala Thr Glu Arg Arg Thr Thr Ser Thr Glu His Pro Ser Thr Trp Ser
3570 3575 3580

Ser Thr Ala Ala Ser Asp Ser Trp Thr Val Thr Asp Met Thr Ser Asn
3585 3590 3595 3600

Leu Lys Val Ala Arg Ser Pro Gly Thr Ile Ser Thr Met His Thr Thr
3605 3610 3615

Ser Phe Leu Ala Ser Ser Thr Glu Leu Asp Ser Met Ser Thr Pro His
3620 3625 3630

Gly Arg Ile Thr Val Ile Gly Thr Ser Leu Val Thr Pro Ser Ser Asp
3635 3640 3645

Ala Ser Ala Val Lys Thr Glu Thr Ser Thr Ser Glu Arg Thr Leu Ser
3550 3655 3660

Pro Ser Asp Thr Thr Ala Ser Thr Pro Ile Ser Thr Phe Ser Arg Val
3665 3670 3675 3680

Gln Arg Met Ser Ile Ser Val Pro Asp Ile Leu Ser Thr Ser Trp Thr
3685 3690 3695

Pro Ser Ser Thr Glu Ala Glu Asp Val Pro Val Ser Met Val Ser Thr
3700 3705 3710

Agp Hig Ala Ser Thr Lys Thr Asp Pro Asn Thr Pro Leu Ser Thr Phe
3715 3720 3725
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Leu Phe Asp Ser Leu Ser Thr Leu Asp Trp Asp Thr Gly Arg Ser Leu
3730 3735 3740

Ser Ser Ala Thr Ala Thr Thr Ser Ala Pro Gln Gly Ala Thr Thr Pro
3745 3750 3755 3760

Gln Glu Leu Thr Leu Glu Thr Met Ile Ser Pro Ala Thr Ser Gln Leu
3765 3770 3775

Pro Phe Ser Ile Gly His Ile Thr Ser Ala Val Thr Pro Ala Ala Met
3780 3785 3790

Ala Arg Ser Ser Gly Val Thr Phe Ser Arg Pro Asp Pro Thr Ser Lys
3795 3800 3805

Lys Ala Glu Gln Thr Ser Thr Gln Leu Pro Thr Thr Thr Ser Ala His
3810 3815 3820

Pro Gly Gln Val Pro Arg Ser Ala Ala Thr Thr Leu Asp Val Ile Pro
3825 3830 3835 3840

His Thr Ala Lys Thr Pro Asp Ala Thr Phe Gln Arg Gln Gly Gln Thr
3845 3850 3855

Ala Leu Thr Thr Glu Ala Arg Ala Thr Ser Asp Ser Trp Asn Glu Lys
3860 3865 3870

Glu Lys Ser Thr Pro Ser Ala Pro Trp Ile Thr Glu Met Met Asn Ser
3875 3880 3885

Val Ser Glu Asp Thr Ile Lys Glu Val Thr Ser Ser Ser Ser Val Leu
3890 3895 3900

Arg Thr Leu Asn Thr Leu Asp Ile Asn Leu Glu Ser Gly Thr Thr Ser
3905 3910 3915 3920

Ser Pro Ser Trp Lys Ser Ser Pro Tyr Glu Arg Ile Ala Pro Ser Glu
3925 3930 3935

Ser Thr Thr Asp Lys Glu Ala Ile His Pro Ser Thr Asn Thr Val Glu
3940 3945 3950

Thr Thr Gly Trp Val Thr Ser Ser Glu His Ala Ser Hig Ser Thr Ile
3955 3960 3965

Pro Ala His Ser Ala Ser Ser Lys Leu Thr Ser Pro Val Val Thr Thr
3970 3975 3980

Ser Thr Arg Glu Gln Ala Ile Val Ser Met Ser Thr Thr Thr Trp Pro
3985 3990 3995 4000

Glu Ser Thr Arg Ala Arg Thr Glu Pro Asn Ser Phe Leu Thr Ile Glu
4005 4010 4015

Leu Arg Asp Val Ser Pro Tyr Met Asp Thr Ser Ser Thr Thr Gln Thr
4020 4025 4030

Ser Ile Ile Ser Ser Pro Gly Ser Thr Ala Ile Thr Lys Gly Pro Arg
4035 4040 4045

Thr Glu Ile Thr Ser Ser Lys Arg Ile Ser Ser Ser Phe Leu Ala Gln
4050 4055 4060

Ser Met Arg Ser Ser Asp Ser Pro Ser Glu Ala Ile Thr Arg Leu Ser
4065 4070 4075 4080

Asn Phe Pro Ala Met Thr Glu Ser Gly Gly Met Ile Leu Ala Met Gln
4085 4090 4095

Thr Ser Pro Pro Gly Ala Thr Ser Leu Ser Ala Pro Thr Leu Asp Thr
4100 4105 4110

Ser Ala Thr Ala Ser Trp Thr Gly Thr Pro Leu Ala Thr Thr Gln Arg
4115 4120 4125
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Phe Thr Tyr Ser Glu Lys Thr Thr Leu Phe Ser Lys Gly Pro Glu 2sp
4130 4135 4140

Thr Ser Gln Pro Ser Pro Pro Ser Val Glu Glu Thr Ser Ser Ser Ser
4145 4150 4155 4160

Ser Leu Val Pro Ile His Ala Thr Thr Ser Pro Ser Asn Ile Leu Leu
4165 4170 4175

Thr Ser Gln Gly His Ser Pro Ser Ser Thr Pro Pro Val Thr Ser Val
4180 4185 4190

Phe Leu Ser Glu Thr Ser Gly Leu Gly Lys Thr Thr Asp Met Ser Arg
4195 4200 4205

Ile Ser Leu Glu Pro Gly Thr Ser Leu Pro Pro Asn Leu Ser Ser Thr
4210 4215 4220

Ala Gly Glu Ala Leu Ser Thr Tyr Glu Ala Ser Arg Asp Thr Lys Ala
4225 4230 4235 4240

Ile His His Ser Ala Asp Thr Ala Val Thr Asn Met Glu Ala Thr Ser
4245 4250 4255

Ser Glu Tyr Ser Pro Ile Pro Gly His Thr Lys Pro Ser Lys Ala Thr
4260 4265 4270

Ser Pro Leu Val Thr Ser His Ile Met Gly Asp Ile Thr Ser Ser Thr
4275 4280 4285

Ser Val Phe Gly Ser Ser Glu Thr Thr Glu Ile Glu Thr Val Ser Ser
4290 4295 4300

Val Asn Gln Gly Leu Gln Glu Arg Ser Thr Ser Gln Val Ala Ser Ser
4305 4310 4315 4320

Ala Thr Glu Thr Ser Thr Val Ile Thr His Val Ser Ser Gly Asp Ala
4325 4330 4335

Thr Thr His Val Thr Lys Thr Gln Ala Thr Phe Ser Ser Gly Thr Ser
4340 4345 4350

Ile Ser Ser Pro His Gln Phe Ile Thr Ser Thr Asn Thr Phe Thr Asp
4355 4360 4365

Val Ser Thr Asn Pro Ser Thr Ser Leu Ile Met Thr Glu Ser Ser Gly
4370 4375 4380

Val Thr Ile Thr Thr Gln Thr Gly Pro Thr Gly Ala Ala Thr Gln Gly
4385 4390 4395 4400

Pro Tyr Leu Leu Asp Thr Ser Thr Met Pro Tyr Leu Thr Glu Thr Pro
4405 4410 4415

Leu Ala Val Thr Pro Asp Phe Met Gln Ser Glu Lys Thr Thr Leu Ile
4420 4425 4430

Ser Lys Gly Pro Lys Asp Val Ser Trp Thr Ser Pro Pro Ser Val 2Ala
4435 4440 4445

Glu Thr Ser Tyr Pro Ser Ser Leu Thr Pro Phe Leu Val Thr Thr Ile
4450 4455 4460

Pro Pro Ala Thr Ser Thr Leu Gln Gly Gln His Thr Ser Ser Pro Val
4465 4470 4475 4480

Ser Ala Thr Ser Val Leu Thr Ser Gly Leu Val Lys Thr Thr Asp Met
4485 4490 4495

Leu Asn Thr Ser Met Glu Pro Val Thr Asn Ser Pro Gln Asn Leu Asn
4500 4505 4510

Asn Pro Ser Asn Glu Ile Leu Ala Thr Leu Ala Ala Thr Thr Asp Ile
4515 4520 4525

Glu Thr Ile His Pro Ser Ile Asn Lys Ala Val Thr Asn Met Gly Thr
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4530 4535 4540

Ala Ser Ser Ala His Val Leu His Ser Thr Leu Pro Val Ser Ser Glu
4545 4550 4555 4560

Pro Ser Thr Ala Thr Ser Pro Met Val Pro Ala Ser Ser Met Gly 2Asp
4565 4570 4575

Ala Leu Ala Ser Ile Ser Ile Pro Gly Ser Glu Thr Thr Asp Ile Glu
4580 4585 4590

Gly Glu Pro Thr Ser Ser Leu Thr Ala Gly Arg Lys Glu Asn Ser Thr
4595 4600 4605

Leu Gln Glu Met Asn Ser Thr Thr Glu Ser Asn Ile Ile Leu Ser Asn
4510 4615 4620

Val Ser Val Gly Ala Ile Thr Glu Ala Thr Lys Met Glu Val Pro Ser
4625 4630 4635 4640

Phe Asp Ala Thr Phe Ile Pro Thr Pro Ala Gln Ser Thr Lys Phe Pro
4645 4650 4655

Asp Ile Phe Ser Val Ala Ser Ser Arg Leu Ser Asn Ser Pro Pro Met
4660 4665 4670

Thr Ile Ser Thr His Met Thr Thr Thr Gln Thr Gly Ser Ser Gly Ala
4675 4680 4685

Thr Ser Lys Ile Pro Leu Ala Leu Asp Thr Ser Thr Leu Glu Thr Ser
4590 4695 4700

Ala Gly Thr Pro Ser Val Val Thr Glu Gly Phe Ala His Ser Lys Ile
4705 4710 4715 4720

Thr Thr Ala Met Asn Asn Asp Val Lys Asp Val Ser Gln Thr 2Asn Pro
4725 4730 4735

Pro Phe Gln Asp Glu Ala Ser Ser Pro Ser Ser Gln Ala Pro Val Leu
4740 4745 4750

Val Thr Thr Leu Pro Ser Ser Val Ala Phe Thr Pro Gln Trp His Ser
4755 4760 4765

Thr Ser Ser Pro Val Ser Met Ser Ser Val Leu Thr Ser Ser Leu Val
4770 4775 4780

Lys Thr Ala Gly Lys Val Asp Thr Ser Leu Glu Thr Val Thr Ser Ser
4785 4790 4795 4800

Pro Gln Ser Met Ser Asn Thr Leu Asp Asp Ile Ser Val Thr Ser 2Ala
4805 4810 4815

Ala Thr Thr Asp Ile Glu Thr Thr His Pro Ser Ile Asn Thr Val Val
4820 4825 4830

Thr Asn Val Gly Thr Thr Gly Ser Ala Phe Glu Ser Hig Ser Thr Val
4835 4840 4845

Ser Ala Tyr Pro Glu Pro Ser Lys Val Thr Ser Pro Asn Val Thr Thr
4850 4855 4860

Ser Thr Met Glu Asp Thr Thr Ile Ser Arg Ser Ile Pro Lys Ser Ser
4865 4870 4875 4880

Lys Thr Thr Arg Thr Glu Thr Glu Thr Thr Ser Ser Leu Thr Pro Lys
4885 4890 4895

Leu Arg Glu Thr Ser Ile Ser Gln Glu Ile Thr Ser Ser Thr Glu Thr
4900 4905 4910

Ser Thr Val Pro Tyr Lys Glu Leu Thr Gly Ala Thr Thr Glu Val Ser
4915 4920 4925

Arg Thr Asp Val Thr Ser Ser Ser Ser Thr Ser Phe Pro Gly Pro Asp
4930 4935 4940
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Gln Ser Thr Val Ser Leu Asp Ile Ser Thr Glu Thr Asn Thr Arg Leu
4945 4950 4955 4960

Ser Thr Ser Pro Ile Met Thr Glu Ser Ala Glu Ile Thr Ile Thr Thr
4965 4970 4975

Gln Thr Gly Pro His Gly Ala Thr Ser Gln Asp Thr Phe Thr Met Asp
4980 4985 4990

Pro Ser Asn Thr Thr Pro Gln Ala Gly Ile His Ser Ala Met Thr His
4995 5000 5005

Gly Phe Ser Gln Leu Asp Val Thr Thr Leu Met Ser Arg Ile Proc CGln
5010 5015 5020

Asp Val Ser Trp Thr Ser Pro Pro Ser Val Asp Lys Thr Ser Ser Pro
5025 5030 5035 5040

Ser Ser Phe Leu Ser Ser Pro Ala Met Thr Thr Pro Ser Leu Ile Ser
5045 5050 5055

Ser Thr Leu Pro Glu Asp Lys Leu Ser Ser Pro Met Thr Ser Leu Leu
5060 5065 5070

Thr Ser Gly Leu Val Lys Ile Thr Asp Ile Leu Arg Thr Arg Leu Glu
5075 5080 5085

Pro Val Thr Ser Ser Leu Pro Asn Phe Ser Ser Thr Ser Asp Lys Ile
5090 5095 5100

Leu Ala Thr Ser Lys Asp Ser Lys Asp Thr Lys Glu Ile Phe Pro Ser
5105 5110 5115 5120

Ile Asn Thr Glu Glu Thr Asn Val Lys Ala Asn Asn Ser Gly His Glu
5125 5130 5135

Ser His Ser Pro Ala Leu Ala Asp Ser Glu Thr Pro Lys Ala Thr Thr
5140 5145 5150

Gln Met Val Ile Thr Thr Thr Val Gly Asp Pro Ala Pro Ser Thr Ser
5155 5160 5165

Met Pro Val His Gly Ser Ser Glu Thr Thr Asn Ile Lys Arg Glu Pro
5170 5175 5180

Thr Tyr Phe Leu Thr Pro Arg Leu Arg Glu Thr Ser Thr Ser Gln Glu
5185 5190 5195 5200

Ser Ser Phe Pro Thr Asp Thr Ser Phe Leu Leu Ser Lys Val Pro Thr
5205 5210 5215

Gly Thr Ile Thr Glu Val Ser Ser Thr Gly Val Asn Ser Ser Ser Lys
5220 5225 5230

Ile Ser Thr Pro Asp His Asp Lys Ser Thr Val Pro Pro Asp Thr Phe
5235 5240 5245

Thr Gly Glu Ile Pro Arg Val Phe Thr Ser Ser Ile Lys Thr Lys Ser
5250 5255 5260

Ala Glu Met Thr Ile Thr Thr Gln Ala Ser Pro Pro Glu Ser Ala Ser
5265 5270 5275 5280

Hig Ser Thr Leu Pro Leu Asp Thr Ser Thr Thr Leu Ser Gln Gly Gly
5285 5290 5295

Thr Hisg Ser Thr Val Thr Gln Gly Phe Pro Tyr Ser Glu Val Thr Thr
5300 5305 5310

Leu Met Gly Met Gly Pro Gly Asn Val Ser Trp Met Thr Thr Pro Pro
5315 5320 5325

Val Glu Glu Thr Ser Ser Val Ser Ser Leu Met Ser Ser Pro Ala Met
5330 5335 5340
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Thr Ser Pro Ser Pro Val Ser Ser Thr Ser Pro Gln Ser Ile Pro Ser
5345 5350 5355 5360

Ser Pro Leu Pro Val Thr Ala Leu Pro Thr Ser Val Leu Val Thr Thr
5365 5370 5375

Thr Asp Val Leu Gly Thr Thr Ser Pro Glu Ser Val Thr Ser Ser Pro
5380 5385 5390

Pro Asn Leu Ser Ser Ile Thr His Glu Arg Pro Ala Thr Tyr Lys Asp
5395 5400 5405

Thr Ala His Thr Glu Ala Ala Met His His Ser Thr Asn Thr 2Ala Val
5410 5415 5420

Thr Asn Val Gly Thr Ser Gly Ser Gly His Lys Ser Gln Ser Ser Val
5425 5430 5435 5440

Leu Ala Asp Ser Glu Thr Ser Lys Ala Thr Pro Leu Met Ser Thr Thr
5445 5450 5455

Ser Thr Leu Gly Asp Thr Ser Val Ser Thr Ser Thr Pro Asn Ile Ser
5460 5465 5470

Gln Thr Asn Gln Ile Gln Thr Glu Pro Thr Ala Ser Leu Ser Pro Arg
5475 5480 5485

Leu Arg Glu Ser Ser Thr Ser Glu Lys Thr Ser Ser Thr Thr Glu Thr
5490 5495 5500

Asn Thr Ala Phe Ser Tyr Val Pro Thr Gly Ala Ile Thr Gln Ala Ser
5505 5510 5515 5520

Arg Thr Glu Ile Ser Ser Ser Arg Thr Ser Ile Ser Asp Leu Asp Arg
5525 5530 5535

Pro Thr Ile Ala Pro Asp Ile Ser Thr Gly Met Ile Thr Arg Leu Phe
5540 5545 5550

Thr Ser Pro Ile Met Thr Lys Ser Ala Glu Met Thr Val Thr Thr Gln
5555 5560 5565

Thr Thr Thr Pro Gly Ala Thr Ser Gln Gly Ile Leu Pro Trp Asp Thr
5570 5575 5580

Ser Thr Thr Leu Phe Gln Gly Gly Thr His Ser Thr Val Ser Gln Gly
5585 5590 5595 5600

Phe Pro His Ser Glu Ile Thr Thr Leu Arg Ser Arg Thr Pro Gly Asp
5605 5610 5615

Val Ser Trp Met Thr Thr Pro Pro Val Glu Glu Thr Ser Ser Gly Phe
5620 5625 5630

Ser Leu Met Ser Pro Ser Met Thr Ser Pro Ser Pro Val Ser Ser Thr
5635 5640 5645

Ser Pro Glu Ser Ile Pro Ser Ser Pro Leu Pro Val Thr Ala Leu Leu
5550 5655 5660

Thr Ser Val Leu Val Thr Thr Thr Asn Val Leu Gly Thr Thr Ser Pro
5665 5670 5675 5680

Glu Pro Val Thr Ser Ser Pro Pro Asn Leu Ser Ser Pro Thr Gln Glu
5685 5690 5695

Arg Leu Thr Thr Tyr Lys Asp Thr Ala His Thr Glu Ala Met His Ala
5700 5705 5710

Ser Met Hig Thr Asn Thr Ala Val Ala Asn Val Gly Thr Ser Ile Ser
5715 5720 5725

Gly His Glu Ser Gln Ser Ser Val Pro Ala Asp Ser His Thr Ser Lys
5730 5735 5740

Ala Thr Ser Pro Met Gly Ile Thr Phe Ala Met Gly Asp Thr Ser Val
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5745 5750 5755 5760

Ser Thr Ser Thr Pro Ala Phe Phe Glu Thr Arg Ile Gln Thr Glu Ser
5765 5770 5775

Thr Ser Ser Leu Ile Pro Gly Leu Arg Asp Thr Arg Thr Ser Glu Glu
5780 5785 5790

Ile Asn Thr Val Thr Glu Thr Ser Thr Val Leu Ser Glu Val Pro Thr
5795 5800 5805

Thr Thr Thr Thr Glu Val Ser Arg Thr Glu Val Ile Thr Ser Ser Arg
5810 5815 5820

Thr Thr Ile Ser Gly Pro Asp His Ser Lys Met Ser Pro Tyr Ile Ser
5825 5830 5835 5840

Thr Glu Thr Ile Thr Arg Leu Ser Thr Phe Pro Phe Val Thr Gly Ser
5845 5850 5855

Thr Glu Met Ala Ile Thr Asn Gln Thr Gly Pro Ile Gly Thr Ile Ser
5860 5865 5870

Gln Ala Thr Leu Thr Leu Asp Thr Ser Ser Thr Ala Ser Trp Glu Cly
5875 5880 5885

Thr His Ser Pro Val Thr Gln Arg Phe Pro His Ser Glu Glu Thr Thr
5890 5895 5900

Thr Met Ser Arg Ser Thr Lys Gly Val Ser Trp Gln Ser Pro Pro Ser
5905 5910 5915 5920

Val Glu Glu Thr Ser Ser Pro Ser Ser Pro Val Pro Leu Pro 2la Ile
5925 5930 5935

Thr Ser His Ser Ser Leu Tyr Ser Ala Val Ser Gly Ser Ser Pro Thr
5940 5945 5950

Ser Ala Leu Pro Val Thr Ser Leu Leu Thr Ser Gly Arg Arg Lys Thr
5955 5960 5965

Ile Asp Met Leu Asp Thr His Ser Glu Leu Val Thr Ser Ser Leu Pro
5970 5975 5980

Ser Ala Ser Ser Phe Ser Gly Glu Ile Leu Thr Ser Glu Ala Ser Thr
5985 5990 5995 6000

Asn Thr Glu Thr Ile His Phe Ser Glu Asn Thr Ala Glu Thr Asn Met
6005 6010 6015

Gly Thr Thr Asn Ser Met His Lys Leu His Ser Ser Val Ser Ile His
6020 6025 6030

Ser Gln Pro Ser Gly His Thr Pro Pro Lys Val Thr Gly Ser Met Met
6035 6040 6045

Glu Asp Ala Ile Val Ser Thr Ser Thr Pro Gly Ser Pro Glu Thr Lys
6050 6055 6060

Asn Val Asp Arg Asp Ser Thr Ser Pro Leu Thr Pro Glu Leu Lys Glu
6065 6070 6075 6080

Agp Ser Thr Ala Leu Val Met Asn Ser Thr Thr Glu Ser Asn Thr Val
6085 6090 6095

Phe Ser Ser Val Ser Leu Asp Ala Ala Thr Glu Val Ser Arg 2Zla Glu
6100 6105 6110

Val Thr Tyr Tyr Asp Pro Thr Phe Met Pro Ala Ser Ala Gln Ser Thr
6115 6120 6125

Lys Ser Pro Asp Ile Ser Pro Glu Ala Ser Ser Ser His Ser Asn Ser
6130 6135 6140

Pro Pro Leu Thr Ile Ser Thr His Lys Thr Ile Ala Thr Gln Thr Gly
6145 6150 6155 6160
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Pro Ser Gly Val Thr Ser Leu Gly Gln Leu Thr Leu Asp Thr Ser Thr
6165 6170 6175

Ile Ala Thr Ser Ala Gly Thr Pro Ser Ala Arg Thr Gln Asp Phe Val
6180 6185 6190

Asp Ser Glu Thr Thr Ser Val Met Asn Asn Asp Leu Asn Asp Val Leu
6195 6200 6205

Lys Thr Ser Pro Phe Ser Ala Glu Glu Ala Asn Ser Leu Ser Ser Gln
6210 6215 6220

Ala Pro Leu Leu Val Thr Thr Ser Pro Ser Pro Val Thr Ser Thr Leu
6225 6230 6235 6240

Gln Glu His Ser Thr Ser Ser Leu Val Ser Val Thr Ser Val Pro Thr
6245 6250 6255

Pro Thr Leu Ala Lys Ile Thr Asp Met Asp Thr Asn Leu Glu Pro Val
6260 6265 6270

Thr Arg Ser Pro Gln Asn Leu Arg Asn Thr Leu Ala Thr Ser Glu 2la
6275 6280 6285

Thr Thr Asp Thr His Thr Met His Pro Ser Ile Asn Thr Ala Val Ala
6290 6295 6300

Asn Val Gly Thr Thr Ser Ser Pro Asn Glu Phe Tyr Phe Thr Val Ser
6305 6310 6315 6320

Pro Asp Ser Asp Pro Tyr Lys Ala Thr Ser Ala Val Val Ile Thr Ser
6325 6330 6335

Thr Ser Gly Asp Ser Ile Val Ser Thr Ser Met Pro Arg Ser Ser Ala
6340 6345 6350

Met Lys Lys Ile Glu Ser Glu Thr Thr Phe Ser Leu Ile Phe Arg Leu
6355 6360 6365

Arg Glu Thr Ser Thr Ser Gln Lys Ile Gly Ser Ser Ser Asp Thr Ser
6370 6375 6380

Thr Val Phe Asp Lys Ala Phe Thr Ala Ala Thr Thr Glu Val Ser Arg
6385 6390 §395 6400

Thr Glu Leu Thr Ser Ser Ser Arg Thr Ser Ile Gln Gly Thr Glu Lys
6405 6410 6415

Pro Thr Met Ser Pro Asp Thr Ser Thr Arg Ser Val Thr Met Leu Ser
6420 6425 6430

Thr Phe Ala Gly Leu Thr Lys Ser Glu Glu Arg Thr Ile Ala Thr Gln
6435 6440 6445

Thr Gly Pro His Arg Ala Thr Ser Gln Gly Thr Leu Thr Trp Asp Thr
6450 6455 6460

Ser Ile Thr Thr Ser Gln Ala Gly Thr His Ser Ala Met Thr His Gly
6465 6470 6475 6480

Phe Ser Gln Leu Asp Leu Ser Thr Leu Thr Ser Arg Val Pro Glu Tyr
6485 6490 6495

Ile Ser Gly Thr Ser Pro Pro Ser Val Glu Lys Thr Ser Ser Ser Ser
6500 6505 6510

Ser Leu Leu Ser Leu Pro Ala Ile Thr Ser Pro Ser Pro Val Pro Thr
6515 6520 6525

Thr Leu Pro Glu Ser Arg Pro Ser Ser Pro Val His Leu Thr Ser Leu
6530 6535 6540

Pro Thr Ser Gly Leu Val Lys Thr Thr Asp Met Leu Ala Ser Val 2la
6545 6550 6555 6560
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Ser Leu Pro Pro Asn Leu Gly Ser Thr Ser His Lys Ile Pro Thr Thr
6565 6570 6575

Ser Glu Asp Ile Lys Asp Thr Glu Lys Met Tyr Pro Ser Thr 2Zsn Ile
6580 6585 6590

Ala Val Thr Asn Val Gly Thr Thr Thr Ser Glu Lys Glu Ser Tyr Ser
6595 6600 6605

Ser Val Pro Ala Tyr Ser Glu Pro Pro Lys Val Thr Ser Pro Met Val
6610 6615 6620

Thr Ser Phe Asn Ile Arg Asp Thr Ile Val Ser Thr Ser Met Pro Gly
6625 6630 6635 6640

Ser Ser Glu Ile Thr Arg Ile Glu Met Glu Ser Thr Phe Ser Leu 2la
6645 6650 6655

His Gly Leu Lys Gly Thr Ser Thr Ser Gln Asp Pro Ile Val Ser Thr
6660 6665 6670

Glu Lys Ser Ala Val Leu His Lys Leu Thr Thr Gly Ala Thr Glu Thr
6675 6680 6685

Ser Arg Thr Glu Val Ala Ser Ser Arg Arg Thr Ser Ile Pro Gly Pro
6690 6695 6700

Asp His Ser Thr Glu Ser Pro Asp Ile Ser Thr Glu Val Ile Pro Ser
6705 6710 6715 6720

Leu Pro Ile Ser Leu Gly Ile Thr Glu Ser Ser Asn Met Thr Ile Ile
6725 6730 6735

Thr Arg Thr Gly Pro Pro Leu Gly Ser Thr Ser Gln Gly Thr Phe Thr
6740 6745 6750

Leu Asp Thr Pro Thr Thr Ser Ser Aryg Ala Gly Thr Hig Ser Met Ala
6755 6760 6765

Thr Gln Glu Phe Pro His Ser Glu Met Thr Thr Val Met Asn Lys Asp
6770 6775 6780

Pro Glu Ile Leu Ser Trp Thr Ile Pro Pro Ser Ile Glu Lys Thr Ser
6785 6790 6795 6800

Phe Ser Ser Ser Leu Met Pro Ser Pro Ala Met Thr Ser Pro Pro Val
6805 6810 6815

Ser Ser Thr Leu Pro Lys Thr Ile His Thr Thr Pro Ser Pro Met Thr
6820 6825 6830

Ser Leu Leu Thr Pro Ser Leu Val Met Thr Thr Asp Thr Leu Gly Thr
6835 6840 6845

Ser Pro Glu Pro Thr Thr Ser Ser Pro Pro Asn Leu Ser Ser Thr Ser
6850 6855 6860

Hig Glu Ile Leu Thr Thr Asp Glu Asp Thr Thr Ala Ile Glu Ala Met
6865 6870 6875 6880

Higs Pro Ser Thr Ser Thr Ala Ala Thr Asn Val Glu Thr Thr Ser Ser
6885 6890 6895

Gly His Gly Ser Gln Ser Ser Val Leu Ala Asp Ser Glu Lys Thr Lys
6900 6905 6910

Ala Thr Ala Pro Met Asp Thr Thr Ser Thr Met Gly His Thr Thr Val
6915 6920 6925

Ser Thr Ser Met Ser Val Ser Ser Glu Thr Thr Lys Ile Lys Arg Glu
6930 6935 6940

Ser Thr Tyr Ser Leu Thr Pro Gly Leu Arg Glu Thr Ser Ile Ser Gln
6945 6950 6955 6960

Asn Ala Ser Phe Ser Thr Asp Thr Ser Ile Val Leu Ser Glu Val Pro
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6965 6970 6975

Thr Gly Thr Thr Ala Glu Val Ser Arg Thr Glu Val Thr Ser Ser Gly
6980 6985 6990

Arg Thr Ser Ile Pro Gly Pro Ser Gln Ser Thr Val Leu Pro Glu Ile
6995 7000 7005

Ser Thr Arg Thr Met Thr Arg Leu Phe Ala Ser Pro Thr Met Thr Glu
7010 7015 7020

Ser Ala Glu Met Thr Ile Pro Thr Gln Thr Gly Pro Ser Gly Ser Thr
7025 7030 7035 7040

Ser Gln Asp Thr Leu Thr Leu Asp Thr Ser Thr Thr Lys Ser Gln 2Ala
7045 7050 7055

Lys Thr His Ser Thr Leu Thr Gln Arg Phe Pro His Ser Glu Met Thr
7060 7065 7070

Thr Leu Met Ser Arg Gly Pro Gly Asp Met Ser Trp Gln Ser Ser Pro
7075 7080 7085

Ser Leu Glu Asn Pro Ser Ser Leu Pro Ser Leu Leu Ser Leu Pro 2Ala
7090 7095 7100

Thr Thr Ser Pro Pro Pro Ile Ser Ser Thr Leu Pro Val Thr Ile Ser
7105 7110 7115 7120

Ser Ser Pro Leu Pro Val Thr Ser Leu Leu Thr Ser Ser Pro Val Thr
7125 7130 7135

Thr Thr Asp Met Leu His Thr Ser Pro Glu Leu Val Thr Ser Ser Pro
7140 7145 7150

Pro Lys Leu Ser His Thr Ser Asp Glu Arg Leu Thr Thr Gly Lys Asp
7155 7160 7165

Thr Thr Asn Thr Glu Ala Val His Pro Ser Thr Asn Thr Ala Ala Ser
7170 7175 7180

Asn Val Glu Ile Pro Ser Ser Gly His Glu Ser Pro Ser Ser Ala Leu
7185 7190 7195 7200

Ala Asp Ser Glu Thr Ser Lys Ala Thr Ser Pro Met Phe Ile Thr Ser
7205 7210 7215

Thr Gln Glu Asp Thr Thr Val Ala Ile Ser Thr Pro His Phe Leu Glu
7220 7225 7230

Thr Ser Arg Ile Gln Lys Glu Ser Ile Ser Ser Leu Ser Pro Lys Leu
7235 7240 7245

Arg Glu Thr Gly Ser Ser Val Glu Thr Ser Ser Ala Ile Glu Thr Ser
7250 7255 7260

Ala Val Leu Ser Glu Val Ser Ile Gly Ala Thr Thr Glu Ile Ser Arg
7265 7270 7275 7280

Thr Glu Val Thr Ser Ser Ser Arg Thr Ser Ile Ser Gly Ser 2Zla Glu
7285 7290 7295

Ser Thr Met Leu Pro Glu Ile Ser Thr Thr Arg Lys Ile Ile Lys Phe
7300 7305 7310

Pro Thr Ser Pro Ile Leu Ala Glu Ser Ser Glu Met Thr Ile Lys Thr
7315 7320 7325

Gln Thr Ser Pro Pro Gly Ser Thr Ser Glu Ser Thr Phe Thr Leu Asp
7330 7335 7340

Thr Ser Thr Thr Pro Ser Leu Val Ile Thr His Ser Thr Met Thr Gln
7345 7350 7355 7360

Arg Leu Pro Hig Ser Glu Ile Thr Thr Leu Val Ser Arg Gly Ala Gly
7365 7370 7375
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Asp Val Pro Arg Pro Ser Ser Leu Pro Val Glu Glu Thr Ser Pro Pro
7380 7385 7390

Ser Ser Gln Leu Ser Leu Ser Ala Met Ile Ser Pro Ser Pro Val Ser
7395 7400 7405

Ser Thr Leu Pro Ala Ser Ser His Ser Ser Ser Ala Ser Val Thr Ser
7410 7415 7420

Leu Leu Thr Pro Gly Gln Val Lys Thr Thr Glu Val Leu Asp 2la Ser
7425 7430 7435 7440

Ala Glu Pro Glu Thr Ser Ser Pro Pro Ser Leu Ser Ser Thr Ser Val
7445 7450 7455

Glu Ile Leu Ala Thr Ser Glu Val Thr Thr Asp Thr Glu Lys Ile His
7460 7465 7470

Pro Phe Ser Asn Thr Ala Val Thr Lys Val Gly Thr Ser Ser Ser Gly
7475 7480 7485

His Glu Ser Pro Ser Ser Val Leu Pro Asp Ser Glu Thr Thr Lys Ala
7490 7495 7500

Thr Ser Ala Met Gly Thr Ile Ser Ile Met Gly Asp Thr Ser Val Ser
7505 7510 7515 7520

Thr Leu Thr Pro Ala Leu Ser Asn Thr Arg Lys Ile Gln Ser Glu Pro
7525 7530 7535

Ala Ser Ser Leu Thr Thr Arg Leu Arg Glu Thr Ser Thr Ser Glu Glu
7540 7545 7550

Thr Ser Leu Ala Thr Glu Ala Asn Thr Val Leu Ser Lys Val Ser Thr
7555 7560 7565

Gly Ala Thr Thr Glu Val Ser Arg Thr Glu Ala Ile Ser Phe Ser Arg
7570 7575 7580

Thr Ser Met Ser Gly Pro Glu Gln Ser Thr Met Ser Gln Asp Ile Ser
7585 7590 7595 7600

Ile Gly Thr Ile Pro Arg Ile Ser Ala Ser Ser Val Leu Thr Glu Ser
7605 7610 7615

Ala Lys Met Thr Ile Thr Thr Gln Thr Gly Pro Ser Glu Ser Thr Leu
7620 7625 7630

Glu Ser Thr Leu Asn Leu Asn Thr Ala Thr Thr Pro Ser Trp Val Glu
7635 7640 7645

Thr His Ser Ile Val Ile Gln Gly Phe Pro His Pro Glu Met Thr Thr
7650 7655 7660

Ser Met Gly Arg Gly Pro Gly Gly Val Ser Trp Pro Ser Pro Pro Phe
7665 7670 7675 7680

Val Lys Glu Thr Ser Pro Pro Ser Ser Pro Leu Ser Leu Pro Ala Val
7685 7690 7695

Thr Ser Pro His Pro Val Ser Thr Thr Phe Leu Ala His Ile Pro Pro
7700 7705 7710

Ser Pro Leu Pro Val Thr Ser Leu Leu Thr Ser Gly Pro Ala Thr Thr
7715 7720 7725

Thr Asp Ile Leu Gly Thr Ser Thr Glu Pro Gly Thr Ser Ser Ser Ser
7730 7735 7740

Ser Leu Ser Thr Thr Ser His Glu Arg Leu Thr Thr Tyr Lys Zsp Thr
7745 7750 7755 7760

Ala Hig Thr Glu Ala Val His Pro Ser Thr Asn Thr Gly Gly Thr Asn
7765 7770 7775



US 2009/0068690 A1 Mar. 12, 2009
97

-continued

Val Ala Thr Thr Ser Ser Gly Tyr Lys Ser Gln Ser Ser Val Leu Ala
7780 7785 7790

Asp Ser Ser Pro Met Cys Thr Thr Ser Thr Met Gly Asp Thr Ser Val
7795 7800 7805

Leu Thr Ser Thr Pro Ala Phe Leu Glu Thr Arg Arg Ile Gln Thr Glu
7810 7815 7820

Leu Ala Ser Ser Leu Thr Pro Gly Leu Arg Glu Ser Ser Gly Ser Glu
7825 7830 7835 7840

Gly Thr Ser Ser Gly Thr Lys Met Ser Thr Val Leu Ser Lys Val Pro
7845 7850 7855

Thr Gly Ala Thr Thr Glu Ile Ser Lys Glu Asp Val Thr Ser Ile Pro
7860 7865 7870

Gly Pro Ala Gln Ser Thr Ile Ser Pro Asp Ile Ser Thr Arg Thr Val
7875 7880 7885

Ser Trp Phe Ser Thr Ser Pro Val Met Thr Glu Ser Ala Glu Ile Thr
7890 7895 7900

Met Asn Thr His Thr Ser Pro Leu Gly Ala Thr Thr Gln Gly Thr Ser
7905 7910 7915 7920

Thr Leu Asp Thr Ser Ser Thr Thr Ser Leu Thr Met Thr His Ser Thr
7925 7930 7935

Ile Ser Gln Gly Phe Ser His Ser Gln Met Ser Thr Leu Met Arg Arg
7940 7945 7950

Gly Pro Glu Agp Val Ser Trp Met Ser Pro Pro Leu Leu Glu Lys Thr
7955 7960 7965

Arg Pro Ser Phe Ser Leu Met Ser Ser Pro Ala Thr Thr Ser Pro Ser
7970 7975 7980

Pro Val Ser Ser Thr Leu Pro Glu Ser Ile Ser Ser Ser Pro Leu Pro
7985 7990 7995 8000

Val Thr Ser Leu Leu Thr Ser Gly Leu Ala Lys Thr Thr Asp Met Leu
8005 8010 8015

His Lys Ser Ser Glu Pro Val Thr Asn Ser Pro Ala Asn Leu Ser Ser
8020 8025 8030

Thr Ser Val Glu Ile Leu Ala Thr Ser Glu Val Thr Thr Asp Thr Glu
8035 8040 8045

Lys Thr His Pro Ser Ser Asn Arg Thr Val Thr Asp Val Gly Thr Ser
8050 8055 8060

Ser Ser Gly His Glu Ser Thr Ser Phe Val Leu Ala Asp Ser Gln Thr
8065 8070 8075 8080

Ser Lys Val Thr Ser Pro Met Val Ile Thr Ser Thr Met Glu Asp Thr
8085 8090 8095

Ser Val Ser Thr Ser Thr Pro Gly Phe Phe Glu Thr Ser Arg Ile Gln
8100 8105 8110

Thr Glu Pro Thr Ser Ser Leu Thr Leu Gly Leu Arg Lys Thr Ser Ser
8115 8120 8125

Ser Glu Gly Thr Ser Leu Ala Thr Glu Met Ser Thr Val Leu Ser Gly
8130 8135 8140

Val Pro Thr Gly Ala Thr Ala Glu Val Ser Arg Thr Glu Val Thr Ser
8145 8150 8155 8160

Ser Ser Arg Thr Ser Ile Ser Gly Phe Ala Gln Leu Thr Val Ser Pro
8165 8170 8175

Glu Thr Ser Thr Glu Thr Ile Thr Arg Leu Pro Thr Ser Ser Ile Met
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8180 8185 8190

Thr Glu Ser Ala Glu Met Met Ile Lys Thr Gln Thr Asp Pro Pro Gly
8195 8200 8205

Ser Thr Pro Glu Ser Thr His Thr Val Asp Ile Ser Thr Thr Pro Asn
8210 8215 8220

Trp Val Glu Thr His Ser Thr Val Thr Gln Arg Phe Ser His Ser Glu
8225 8230 8235 8240

Met Thr Thr Leu Val Ser Arg Ser Pro Gly Asp Met Leu Trp Pro Ser
8245 8250 8255

Gln Ser Ser Val Glu Glu Thr Ser Ser Ala Ser Ser Leu Leu Ser Leu
8260 8265 8270

Pro Ala Thr Thr Ser Pro Ser Pro Val Ser Ser Thr Leu Val Glu Asp
8275 8280 8285

Phe Pro Ser Ala Ser Leu Pro Val Thr Ser Leu Leu Asn Pro Gly Leu
8290 8295 8300

Val Ile Thr Thr Asp Arg Met Gly Ile Ser Arg Glu Pro Gly Thr Ser
8305 8310 3315 8320

Ser Thr Ser Asn Leu Ser Ser Thr Ser His Glu Arg Leu Thr Thr Leu
8325 8330 8335

Glu Asp Thr Val Asp Thr Glu Asp Met Gln Pro Ser Thr His Thr Ala
8340 8345 8350

Val Thr Asn Val Arg Thr Ser Ile Ser Gly His Glu Ser Gln Ser Ser
8355 8360 8365

Val Leu Ser Asp Ser Glu Thr Pro Lys Ala Thr Ser Pro Met Gly Thr
8370 8375 8380

Thr Tyr Thr Met Gly Glu Thr Ser Val Ser Ile Ser Thr Ser Asp Phe
8385 8390 8395 8400

Phe Glu Thr Ser Arg Ile Gln Ile Glu Pro Thr Ser Ser Leu Thr Ser
8405 8410 8415

Gly Leu Arg Glu Thr Ser Ser Ser Glu Arg Ile Ser Ser Ala Thr Glu
8420 8425 8430

Gly Ser Thr Val Leu Ser Glu Val Pro Ser Gly Ala Thr Thr Glu Val
8435 8440 8445

Ser Arg Thr Glu Val Ile Ser Ser Arg Gly Thr Ser Met Ser Gly Pro
8450 8455 8460

Agsp Gln Phe Thr Ile Ser Pro Asp Ile Ser Thr Glu Ala Ile Thr Arg
8465 8470 3475 8480

Leu Ser Thr Ser Pro Ile Met Thr Glu Ser Ala Glu Ser Ala Ile Thr
8485 8490 89495

Ile Glu Thr Gly Ser Pro Gly Ala Thr Ser Glu Gly Thr Leu Thr Leu
8500 8505 8510

Asp Thr Ser Thr Thr Thr Phe Trp Ser Gly Thr His Ser Thr Ala Ser
8515 8520 8525

Pro Gly Phe Ser His Ser Glu Met Thr Thr Leu Met Ser Arg Thr Pro
8530 8535 8540

Gly Agsp Val Pro Trp Pro Ser Leu Pro Ser Val Glu Glu Ala Ser Ser
8545 8550 8555 8560

Val Ser Ser Ser Leu Ser Ser Pro Ala Met Thr Ser Thr Ser Phe Phe
8565 8570 8575

Ser Thr Leu Pro Glu Ser Ile Ser Ser Ser Pro His Pro Val Thr 2la
8580 8585 8590
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Leu Leu Thr Leu Gly Pro Val Lys Thr Thr Asp Met Leu Arg Thr Ser
8595 8600 8605

Ser Glu Pro Glu Thr Ser Ser Pro Pro Asn Leu Ser Ser Thr Ser 2la
8510 8615 8620

Glu Ile Leu Ala Thr Ser Glu Val Thr Lys Asp Arg Glu Lys Ile His
8625 8630 3635 8640

Pro Ser Ser Asn Thr Pro Val Val Asn Val Gly Thr Val Ile Tyr Lys
8645 8650 8655

His Leu Ser Pro Ser Ser Val Leu Ala Asp Leu Val Thr Thr Lys Pro
8660 8665 8670

Thr Ser Pro Met Ala Thr Thr Ser Thr Leu Gly Asn Thr Ser Val Ser
8675 8680 8685

Thr Ser Thr Pro Ala Phe Pro Glu Thr Met Met Thr Gln Pro Thr Ser
8590 8695 8700

Ser Leu Thr Ser Gly Leu Arg Glu Ile Ser Thr Ser Gln Glu Thr Ser
8705 8710 8715 8720

Ser Ala Thr Glu Arg Ser Ala Ser Leu Ser Gly Met Pro Thr Gly 2la
8725 8730 8735

Thr Thr Lys Val Ser Arg Thr Glu Ala Leu Ser Leu Gly Arg Thr Ser
8740 8745 8750

Thr Pro Gly Pro Ala Gln Ser Thr Ile Ser Pro Glu Ile Ser Thr Glu
8755 8760 8765

Thr Ile Thr Arg Ile Ser Thr Pro Leu Thr Thr Thr Gly Ser 2la Glu
8770 8775 8780

Met Thr Ile Thr Pro Lys Thr Gly His Ser Gly Ala Ser Ser Gln Gly
8785 8790 8795 8800

Thr Phe Thr Leu Asp Thr Ser Ser Aryg Ala Ser Trp Pro Gly Thr His
8805 8810 8815

Ser Ala Ala Thr His Arg Ser Pro His Ser Gly Met Thr Thr Pro Met
8820 8825 8830

Ser Arg Gly Pro Glu Asp Val Ser Trp Pro Ser Arg Pro Ser Val Glu
8835 8840 8845

Lys Thr Ser Pro Pro Ser Ser Leu Val Ser Leu Ser Ala Val Thr Ser
8850 8855 8860

Pro Ser Pro Leu Tyr Ser Thr Pro Ser Glu Ser Ser His Ser Ser Pro
8865 8870 3875 8880

Leu Arg Val Thr Ser Leu Phe Thr Pro Val Met Met Lys Thr Thr Asp
8885 8890 8895

Met Leu Asp Thr Ser Leu Glu Pro Val Thr Thr Ser Pro Pro Ser Met
8900 8905 8910

Asn Ile Thr Ser Asp Glu Ser Leu Ala Thr Ser Lys Ala Thr Met Glu
8915 8920 8925

Thr Glu Ala Ile Gln Leu Ser Glu Asn Thr Ala Val Thr Gln Met Gly
8930 8935 8940

Thr Ile Ser Ala Arg Gln Glu Phe Tyr Ser Ser Tyr Pro Gly Leu Pro
8945 8950 8955 8960

Glu Pro Ser Lys Val Thr Ser Pro Val Val Thr Ser Ser Thr Ile Lys
8965 8970 8975

Asp Ile Val Ser Thr Thr Ile Pro Ala Ser Ser Glu Ile Thr Arg Ile
8980 8985 8990
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Glu Met Glu Ser Thr Ser Thr Leu Thr
8995 9000

Pro Thr Pro Arg Glu Thr Ser
9005

Thr Ser Gln Glu Ile His Ser Ala Thr
9010 9015

Lys Pro Ser Thr
9020

Val Pro Tyr

Gln Val Met
9040

Lys Ala Leu Thr Ser Ala Thr Ile Glu
9025 9030

Asp Ser Met Thr
9035

Gln Ser
9050

Ser Ser Ser Arg Gly Pro Ser Pro Asp Thr Met

9045

Ser Gln Asp
8055

Ile Ser Thr Glu Val Ile Thr Arg Leu Ser Thr
9060 9065

Ser Pro Ile Lys Thr

9070

Glu Ser Thr Glu Met Thr Ile Thr Thr Gln Thr
9075 9080

Gly Ser Pro
9085

Gly Ala

Thr Ser Arg Gly Thr Leu Thr Leu Asp Thr Ser
9090 9095

Thr Thr
9100

Phe Met Ser

Gln Met Thr

9120

Gly Thr His Ser Thr Ala Ser Gln Gly Phe Ser His Ser
9105 9110 9115

His Pro
9135

Ala Leu Met Ser Arg Thr Pro Gly Asp Val Pro
9125 9130

Trp Leu Ser

Ser Val Glu Glu Ala Ser Ser Ala Ser Phe Ser
9140 9145

Ser Pro Val
9150

Leu Ser

Met Thr Ser Ser Ser Pro Val Ser Ser Thr Leu
9155 9160

Pro Asp Ser Ile His
9165

Ser Ser Ser Leu Pro Val Thr Ser Leu Leu Thr
9170 9175

Ser Gly Leu Val Lys
9180

Thr Thr Glu Leu Leu Gly Thr Ser Ser Glu Pro Glu Thr Ser Ser Pro
9185 9190 9195 9200

Pro Asn Leu Ser Ser Thr Ser Ala Glu Ile Leu Ala Ile Thr Glu Val
9205 9210 9215

Thr Thr Asp Thr Glu Lys Leu Glu Met Thr Asn Val Val Thr Ser Gly
9220 9225 9230

Tyr Thr His Glu Ser Pro Ser Ser Val Leu Ala Asp Ser Val Thr Thr
9235 9240 9245

Lys Ala Thr Ser Ser Met Gly Ile Thr Tyr Pro Thr Gly Asp Thr Asn
9250 9255 9260

Val Leu Thr Ser Thr Pro Ala Phe Ser Asp Thr Ser Arg Ile Gln Thr
9265 9270 9275 9280

Lys Ser Lys Leu Ser Leu Thr Pro Gly Leu Met Glu Thr Ser Ile Ser
9285 9290 8295

Glu Glu Thr Ser Ser Ala Thr Glu Lys Ser Thr Val Leu Ser Ser Val
9300 9305 9310

Pro Thr Gly Ala Thr Thr Glu Val Ser Arg Thr Glu Ala Ile Ser Ser
9315 9320 9325

Ser Arg Thr Ser Ile Pro Gly Pro Ala Gln Ser Thr Met Ser Ser Asp
9330 9335 9340

Thr Ser Met Glu Thr Ile Thr Arg Ile Ser Thr Pro Leu
9345 9350 9355

Glu Ser Thr Asp Met Ala Ile Thr Pro Lys Thr Gly Pro
9365 9370

Thr Ser Gln Gly Thr Phe Thr Leu Asp Ser Ser Ser Thr
9380 9385

Pro Gly Thr His Ser Ala Thr Thr Gln Arg Phe Pro Gln

Thr Arg Lys
9360

Ser Gly 2Ala
9375

Ala Ser Trp
9390

Ser Val Val
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9395 9400

Thr Thr Pro Met Ser Arg Gly Pro Glu Asp Val Ser
9410 9415

Leu Ser Val Glu Lys Asn Ser Pro Pro Ser Ser Leu
9425 9430 9435

Ser Val Thr Ser Pro Ser Pro Leu Tyr Ser Thr Pro
9445 9450

His Ser Ser Pro Val Pro Val Thr Ser Leu Phe Thr
9460 9465

9405

Trp Pro Ser Pro

9420

Val Ser Ser Ser
9440

Ser Gly Ser Ser
8455

Ser Ile Met Met
9470

Lys Ala Thr Asp Met Leu Asp Ala Ser Leu Glu Pro
9475 9480

Glu Thr
9485

Thr Ser

Ala Pro Asn Met Asn Ile Thr Ser Asp Glu Ser Leu Ala Ala

9490 9495 9500

Ser Lys

2Ala Thr Thr Glu Thr Glu Ala Ile His Val Phe Glu
9505 9510 9515

Thr Ala Ala

9520

Asn

Ser His Val Glu Thr Thr Ser Ala Thr Glu Glu Leu
9525 9530

Ser Ser
9535

Tyr Ser

Pro Gly Phe Ser Glu Pro Thr Lys Val Ile Ser Pro
9540 9545

Val Val Thr Ser

9550

Ser Ser Ile Arg Asp Asn Met Val Ser Thr Thr Met
9555 9560

Pro Gly
9565

Ser Ser

Gly Ile Thr Arg Ile Glu Ile Glu Ser Met Ser Ser Leu Thr
9570 9575 9580

Pro Gly

Leu Arg Glu Thr Arg Thr Ser Gln Asp Ile Thr Ser Ser Thr
9585 9590 9595

Glu Thr
9600

Ser Thr Val Leu Tyr Lys Met Pro Ser Gly Ala Thr Pro Glu
9605 9610

Val Ser
9615

Arg Thr Glu Val Met Pro Ser Ser Arg Thr Ser Ile Pro Gly Pro Ala
9620 9625 9630

Gln Ser Thr Met Ser Leu Asp Ile Ser Asp Glu Val Val Thr Arg Leu
9635 9640 9645

Ser Thr Ser Pro Ile Met Thr Glu Ser Ala Glu Ile Thr Ile Thr Thr
9550 9655 9660

Gln Thr Gly Tyr Ser Leu Ala Thr Ser Gln Val Thr Leu Pro Leu Gly
9665 9670 9675 9680

Thr Ser Met Thr Phe Leu Ser Gly Thr His Ser Thr Met Ser Gln Gly
9685 9690 8695

Leu Ser His Ser Glu Met Thr Asn Leu Met Ser Arg Gly Pro Glu Ser
9700 9705 9710

Leu Ser Trp Thr Ser Pro Arg Phe Val Glu Thr Thr Arg Ser Ser Ser
9715 9720 9725

Ser Leu Thr Ser Leu Pro Leu Thr Thr Ser Leu Ser Pro Val Ser Ser
9730 9735 9740

Thr Leu Leu Asp Ser Ser Pro Ser Ser Pro Leu Pro Val Thr Ser Leu
9745 9750 9755 9760

Ile Leu Pro Gly Leu Val Lys Thr Thr Glu Val Leu Asp Thr Ser Ser
9765 9770 9775

Glu Pro Lys Thr Ser Ser Ser Pro Asn Leu Ser Ser Thr Ser Val Glu
9780 9785 9790

Ile Pro Ala Thr Ser Glu Ile Met Thr Asp Thr Glu Lys Ile His Pro
9795 9800 9805
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Ser Ser Asn Thr Ala Val Ala Lys
9810 9815

Val Arg Thr Ser Ser Ser Val His

9820

Glu Ser His Ser Ser Val Leu Ala
9825 9830

Thr Ile Thr Ile

9840

Asp Ser Glu Thr
9835

Pro Ser Met Gly Ile Thr Ser Ala
9845

Val Asp Asp Thr
9850

Thr Val Phe Thr

9855

Ser Asn Pro Ala Phe Ser Glu Thr
9860

Ile Pro Thr Glu Pro Thr

9870

Arg Arg
9865
Ser Thr Ser Glu
9885

Phe Ser Leu Thr Pro Gly Phe Arg Glu Thr Glu Thr

9875 9880

Thr Ser Ile Thr Glu Thr Ser Ala Val Leu
9890 9895

Tyr Gly Val Pro
9900

Thr Ser

Ala Thr Thr Glu Val Ser Met Thr Glu Ile
9905 9910

Met Ser
9915

Ser Asn Arg Ile

9920

His Ile Pro Asp Ser Asp Gln Ser Thr Met Ser
9925 9930

Ile Thr
9935

Pro Asp Ile

Glu Val Ile Thr Arg Leu Ser Ser Ser Ser Met
9940 9945

Met Ser Glu Ser Thr

9950

Ala Thr Ala Gln
9965

Gln Met Thr Ile Thr Thr Gln Lys Ser Ser Pro
9955 9960

Gly

Ser Thr Leu Thr Leu Ala Thr Thr Thr Ala Pro
9970 9975

Leu Ala Arg Thr His
9980

Ser Thr Val Pro Pro Arg Phe Leu His Ser Glu Met Thr Thr Leu Met

9985 9990

Ser Arg Ser Pro Glu 2sn

10005
Lys Thr Ser Ser Ser Ser
10020

Pro Ser Val
10035

Ser Ser Thr

Ser Val
10050

Thr Ser Leu Leu

Ser
10065

Thr Glu Pro Gly Thr

Val Glu Ile Leu Ala
10085

Ala
His Pro Ser Ser
10100

Gly His Glu Leu Tyr Ser
10115

Ala Thr
10130

Tyr Pro Val Gly

Ser Thr Ser Met Pro 2la

10145

Pro Phe Ser His Leu Thr Ser Gly Phe Arg Lys Thr Asn Met Ser

10165

Asp Thr Ser Ser
10180

Thr His Leu Leu Gln Ser
10195

10070

Ser Met Ala Val Thr

10150

9995
Pro Ser Trp Lys Ser
10010
Ser Leu Leu Ser Leu
10025
Leu Pro Gln Ser Ile
10040

Thr
10055

Pro Gly Met Val

Ser Leu Ser Pro Asn

Ser Glu Val Thr

10090

Asn Val
10105

Ser Val Ser Ile His

10120

Thr
10135

Asn Phe Glu Thr Thr

10170

Val Thr Pro Thr Asn Thr Pro Ser Ser Pro

10185

Ser Lys
10200

Thr Asp Phe

10075

Thr Asp Thr Glu Lys

Pro Ser Ser Met Ala

10155

10000

Ser Leu Phe Val Glu
10015

Pro Val Thr
10030

Thr Ser

Pro Ser Ser Ser Phe

10045

Lys
10060

Thr Thr Asp Thr

Leu Ser Gly Thr Ser

Ile
10095

Gly Thr Thr
10110

Ser Ser
Ser Glu Pro Ser Lys
10125

Glu Thr Ser Ile
10140

Gly Phe Glu Ala Glu
Leu
10175

Gly Ser
10190

Thr Ser
10205

Ser Ala Lys

10080

10160
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Thr Ser Ser Pro Asp Trp Prc Pro Ala Ser Gln Tyr Thr Glu Ile Pro
10210 10215 10220

Val Asp Ile Ile Thr Pro Phe Asn Ala Ser Pro Ser Ile Thr Glu Ser
10225 10230 10235 10240

Thr Gly Ile Thr Ser Phe Prc Glu Ser Arg Phe Thr Met Ser Val Thr
10245 10250 10255

Glu Ser Thr His His Leu Ser Thr Asp Leu Leu Pro Ser Zla Glu Thr
10260 10265 10270

Ile Ser Thr @&ly Thr Val Met Pro Ser Leu Ser Glu Ala Met Thr Ser
10275 10280 10285

Phe Ala Thr Thr Gly Val Prc Arg Ala Ile Ser Gly Ser Gly Ser Pro
10290 10295 10300

Phe Ser Arg Thr Glu Ser Gly Pro Gly Asp Ala Thr Leu Ser Thr Ile
10305 10310 10315 10320

Ala Glu Ser Leu Pro Ser Ser Thr Pro Val Pro Phe Ser Ser Ser Thr
10325 10330 10335

Phe Thr Thr Thr Asp Ser Ser Thr Ile Pro Ala Leu His Glu Ile Thr
10340 10345 10350

Ser Ser Ser Ala Thr Prc Tyr Arg Val Asp Thr Ser Leu Gly Thr Glu
10355 10360 10365

Ser Ser Thr Thr Glu Gly Arg Leu Val Met Val Ser Thr Leu Asp Thr
10370 10375 10380

Ser Ser Gln Pro Gly Arg Thr Ser Ser Ser Pro Ile Leu Asp Thr Arg
10385 10390 10395 10400

Met Thr Glu Ser Val Glu Leu Gly Thr Val Thr Ser Ala Tyr Gln Val
10405 10410 10415

Pro Ser Leu Ser Thr Arg Leu Thr Arg Thr Asp Gly Ile Met Glu His
10420 10425 10430

Ile Thr Lys Ile Pro Asn Glu Ala Ala His Arg Gly Thr Ile Arg Pro
10435 10440 10445

Val Lys Gly Pro Gln Thr Ser Thr Ser Pro Ala Ser Pro Lys Gly Leu
10450 10455 10460

His Thr Gly Gly Thr Lys Arg Met Glu Thr Thr Thr Thr Ala Leu Lys
10465 10470 10475 10480

Thr Thr Thr Thr Ala Leu Lys Thr Thr Ser Arg Ala Thr Leu Thr Thr
10485 10490 10495

Ser Val Tyr Thr Pro Thr Leu Gly Thr Leu Thr Pro Leu Zsn Ala Ser
10500 10505 10510

Met Gln Met Ala Ser Thr Ile Pro Thr Glu Met Met Ile Thr Thr Pro
10515 10520 10525

Tyr Val Phe Pro Asp Val Pro Glu Thr Thr Ser Ser Leu Ala Thr Ser
10530 10535 10540

Leu Gly Ala Glu Thr Ser Thr Ala Leu Pro Arg Thr Thr Pro Ser Val
10545 10550 10555 10560

Phe Asn Arg Glu Ser Glu Thr Thr Ala Ser Leu Val Ser Arg Ser Gly
10565 10570 10575

Ala Glu Arg Ser Pro Val Ile Gln Thr Leu Asp Val Ser Ser Ser Glu
10580 10585 10590

Pro Asp Thr Thr Ala Ser Trp Val Ile His Pro Ala Glu Thr Ile Pro
10595 10600 10605

Thr Val Ser Lys Thr Thr Pro 2Asn Phe Phe His Ser Glu Leu Asp Thr
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10610 10615 10620

Val Ser Ser Thr Ala Thr Ser His Gly Ala Asp Val Ser Ser Ala Ile
10625 10630 10635 10640

Pro Thr Asn Ile Ser Pro Ser Glu Leu Asp Ala Leu Thr Pro Leu Val
10645 10650 10655

Thr Ile Ser Gly Thr Asp Thr Ser Thr Thr Phe Pro Thr Leu Thr Lys
10660 10665 10670

Ser Pro His Glu Thr Glu Thr Arg Thr Thr Trp Leu Thr His Pro Ala
10675 10680 10685

Glu Thr Ser Ser Thr Ile Pro Arg Thr Ile Pro Asn Phe Ser His His
10650 10695 10700

Glu Ser Asp Ala Thr Pro Ser Ile Ala Thr Ser Pro Gly Ala Glu Thr
10705 10710 10715 10720

Ser Ser Ala Ile Pro 1Ile Met Thr Val Ser Pro Gly Ala Glu Asp Leu
10725 10730 10735

Val Thr Ser Gln Val Thr Ser Ser Gly Thr Asp Arg Asn Met Thr Ile
10740 10745 10750

Pro Thr Leu Thr Leu Ser Pre Gly Glu Pro Lys Thr Ile Ala Ser Leu
10755 10760 10765

Val Thr His Pro Glu 2Zla Gln Thr Ser Ser Ala Ile Pro Thr Ser Thr
10770 10775 10780

Ile BSer Pro Ala Val Ser Arg Leu Val Thr Ser Met Val Thr Ser Leu
10785 10790 10795 10800

Ala Ala Lys Thr Ser Thr Thr Asn Arg Ala Leu Thr Ash Ser Pro Gly
10805 10810 10815

Glu Pro Ala Thr Thr Val Ser Leu Val Thr His Pro Ala Gln Thr Ser
10820 10825 10830

Pro Thr Val Pro Trp Thr Thr Ser Ile Phe Phe His Ser Lys Ser Asp
10835 10840 10845

Thr Thr Pro Ser Met Thr Thr Ser His Gly Ala Glu Ser Ser Ser Ala
10850 10855 10860

Val Pro Thr Pro Thr Val Ser Thr Glu Val Pro Gly Val Val Thr Pro
10865 10870 10875 10880

Leu Val Thr Ser Ser Arg Ala Val Ile Ser Thr Thr Ile Pro Ile Leu
10885 10890 10895

Thr Leu Ser Pro Gly Glu Pre Glu Thr Thr Pro Ser Met Zla Thr Ser
10900 10905 10910

His Gly Glu Glu Ala Ser Ser Ala 1Ile Pro Thr Pro Thr Val Ser Pro
10915 10920 10925

Gly Val Pro Gly Val Val Thr Ser Leu Val Thr Ser Ser Arg Ala Val
10930 10935 10940

Thr Ser Thr Thr Ile Prc Ile Leu Thr Phe Ser Leu Gly Glu Pro Glu
10945 10950 10955 10960

Thr Thr Pro Ser Met Ala Thr Ser His Gly Thr Glu Ala Gly Ser Ala
10965 10970 10975

Val Pro Thr Val Leu Pro Glu Val Pro Gly Met Val Thr Ser Leu Val
10980 10985 10990

Ala Ser Ser Arg Ala Val Thr Ser Thr Thr Leu Pro Thr Leu Thr Leu
10995 11000 11005

Ser Pro Gly Glu Pro Glu Thr Thr Pro Ser Met Ala Thr Ser His Gly
11010 11015 11020
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Ala Glu Ala Ser Ser Thr Val Pro Thr Val Ser Pro Glu Val Pro Gly
11025 11030 11035 11040

Val Val Thr Ser Leu Val Thr Ser Ser Ser Gly Val Asn Ser Thr Ser
11045 11050 11055

Ile Pro Thr Leu Ile Leu Ser Pro Gly Glu Leu Glu Thr Thr Pro Ser
11060 11065 11070

Met Ala Thr Ser His Gly 2la Glu Ala Ser Ser Ala Val Pro Thr Pro
11075 11080 11085

Thr Val Ser Pro Gly Val Ser Gly Val Val Thr Pro Leu Val Thr Ser
11090 11095 11100

Ser Arg Ala Val Thr Ser Thr Thr Ile Pro Ile Leu Thr Leu Ser Ser
11105 11110 11115 11120

Ser Glu Pro Glu Thr Thr Pro Ser Met Ala Thr Ser His Gly Val Glu
11125 11130 11135

Ala Ser Ser Ala Val Leu Thr Val Ser Pro Glu Val Pro Gly Met Val
11140 11145 11150

Thr Ser Leu Val Thr Ser Ser Arg Ala Val Thr Ser Thr Thr Ile Pro
11155 11160 11165

Thr Leu Thr Ile Ser Ser Asp Glu Pro Glu Thr Thr Thr Ser Leu Val
11170 11175 11180

Thr His Ser Glu Ala Lys Met Ile Ser Ala Ile Pro Thr Leu Ala Val
11185 11190 11195 11200

Ser Pro Thr Val Gln Gly Leu Val Thr Ser Leu Val Thr Ser Ser Gly
11205 11210 11215

Ser Glu Thr Ser Ala Phe Ser Asn Leu Thr Val Ala Ser Ser Gln Pro
11220 11225 11230

Glu Thr Ile Asp Ser Trp Val Ala His Pro Gly Thr Glu Ala Ser Ser
11235 11240 11245

Val Val Pro Thr Leu Thr Val Ser Thr Gly Glu Pro Phe Thr Asn Ile
11250 11255 11260

Ser Leu Val Thr His Pro Ala Glu Ser Ser Ser Thr Leu Pro Arg Thr
11265 11270 11275 11280

Thr Ser Arg Phe Ser His Ser Glu Leu Asp Thr Met Pro Ser Thr Val
11285 11290 11295

Thr Ser Pro Glu Ala Glu Ser Ser Ser Ala Ile Ser Thr Thr Ile Ser
11300 11305 11310

Pro Gly Ile Pro Gly Val Leu Thr Ser Leu Val Thr Ser Ser Gly Arg
11315 11320 11325

Asp Ile Ser Ala Thr Phe Pro Thr Val Pro Glu Ser Pro His Glu Ser
11330 11335 11340

Glu Ala Thr Ala Ser Trp Val Thr His Pro Ala Val Thr Ser Thr Thr
11345 11350 11355 11360

Val Pro Arg Thr Thr Pro 2Asn Tyr Ser His Ser Glu Pro Asp Thr Thr
11365 11370 11375

Pro Ser Ile Ala Thr Ser Pro Gly Ala Glu Ala Thr Ser Asp Phe Pro
11380 11385 11390

Thr Ile Thr Val Ser Pro Asp Val Pro Asp Met Val Thr Ser Gln Val
11395 11400 11405

Thr Ser Ser Gly Thr Asp Thr Ser Ile Thr Ile Pro Thr Leu Thr Leu
11410 11415 11420



US 2009/0068690 A1 Mar. 12, 2009
106

-continued

Ser Ser Gly Glu Pro Glu Thr Thr Thr Ser Phe Ile Thr Tyr Ser Glu
11425 11430 11435 11440

Thr His Thr Ser Ser Ala Ile Pro Thr Leu Pro Val Ser Pro Gly Ala
11445 11450 11455

Ser Lys Met Leu Thr Ser Leu Val Ile Ser Ser Gly Thr Zsp Ser Thr
11460 11465 11470

Thr Thr Phe Pro Thr Leu Thr Glu Thr Pro Tyr Glu Pro Glu Thr Thr
11475 11480 11485

Ala Ile Gln Leu Ile His Pro Ala Glu Thr Asn Thr Met Val Pro Arg
11490 11495 11500

Thr Thr Pro Lys Phe Ser His Ser Lys Ser Asp Thr Thr Leu Pro Val
11505 11510 11515 11520

Ala Ile Thr Ser Pro Gly Pro Glu Ala Ser Ser Ala Val Ser Thr Thr
11525 11530 11535

Thr Ile Ser Pro Asp Met Ser Asp Leu Val Thr Ser Leu Val Pro Ser
11540 11545 11550

Ser Gly Thr Asp Thr Ser Thr Thr Phe Pro Thr Leu Ser Glu Thr Pro
11555 11560 11565

Tyr Glu Pro Glu Thr Thr Ala Thr Trp Leu Thr His Pro Ala Glu Thr
11570 11575 11580

Ser Thr Thr Val Ser Gly Thr Ile Pro Asn Phe Ser Hig Arg Gly Ser
11585 11590 11595 11600

Agp Thr Ala Pro Ser Met Val Thr Ser Pro Gly Val Asp Thr Arg Ser
11605 11610 11615

Gly Val Pro Thr Thr Thr Ile Pro Pro Ser Ile Pro Gly Val Val Thr
11620 11625 11630

Ser Gln Val Thr Ser Ser Ala Thr Asp Thr Ser Thr Ala Ile Pro Thr
11635 11640 11645

Leu Thr Pro Ser Pro Gly Glu Pro Glu Thr Thr Ala Ser Ser Ala Thr
11650 11655 11660

His Pro Gly Thr Gln Thr Gly Phe Thr Val Pro Ile Arg Thr Val Pro
11665 11670 11675 11680

Ser Ser Glu Pro Asp Thr Met Ala Ser Trp Val Thr His Pro Pro Gln
1le85 11690 11695

Thr Ser Thr Pro Val Ser Arg Thr Thr Ser Ser Phe Ser His Ser Ser
11700 11705 11710

Pro Asp Ala Thr Pro Val Met Ala Thr Ser Pro Arg Thr Glu Ala Ser
11715 11720 11725

Ser Ala Val Leu Thr Thr Ile Ser Pro Gly Ala Pro Glu Met Val Thr
11730 11735 11740

Ser Gln Ile Thr Ser Ser Gly Ala Ala Thr Ser Thr Thr Val Pro Thr
11745 11750 11755 11760

Leu Thr Hisg Ser Pro Gly Met Pro Glu Thr Thr Ala Leu Leu Ser Thr
11765 11770 11775

His Pro Arg Thr Glu Thr Ser Lys Thr Phe Pro Ala Ser Thr Val Phe
11780 11785 11790

Pro Gln Val Ser Glu Thr Thr Ala Ser Leu Thr Ile Arg Pro Gly Ala
11795 11800 11805

Glu Thr Ser Thr Ala Leu Pro Thr Gln Thr Thr Ser Ser Leu Phe Thr
11810 11815 11820

Leu Leu Val Thr Gly Thr Ser Arg Val Asp Leu Ser Pro Thr Ala Ser
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11825 11830 11835 11840

Pro Gly Val Ser Ala Lys Thr Ala Pro Leu Ser Thr His Pro Gly Thr
11845 11850 11855

Glu Thr Ser Thr Met Ile Pro Thr Ser Thr Leu Ser Leu Gly Leu Leu
11860 11865 11870

Glu Thr Thr Gly Leu Leu Ala Thr Ser Ser Ser Ala Glu Thr Ser Thr
11875 11880 11885

Ser Thr Leu Thr Leu Thr Val Ser Pro Ala Val Ser Gly Leu Ser Ser
11890 11895 11900

Ala 8Ser Ile Thr Thr Asp Lys Pro Gln Thr Val Thr Ser Trp Asn Thr
11905 11910 11915 11920

Glu Thr Ser Pro Ser Val Thr Ser Val Gly Pro Pro Glu Phe Ser Arg
11925 11930 11935

Thr Val Thr Gly Thr Thr Met Thr Leu Ile Pro Ser Glu Met Pro Thr
11940 11945 11950

Pro Pro Lys Thr Ser His Gly Glu Gly Val Ser Pro Thr Thr Ile Leu
11955 11960 11965

Arg Thr Thr Met Val Glu Ala Thr Asn Leu Ala Thr Thr Gly Ser Ser
11970 11975 11980

Pro Thr Val Ala Lys Thr Thr Thr Thr Phe Asn Thr Leu Ala Gly Ser
11985 11990 11995 12000

Leu Phe Thr Pro Leu Thr Thr Pro Gly Met Ser Thr Leu Zla Ser Glu
12005 12010 12015

Ser Val Thr Ser Arg Thr Ser Tyr Asn His Arg Ser Trp Ile Ser Thr
12020 12025 12030

Thr Ser Ser Tyr Asn Arg Arg Tyr Trp Thr Pro Ala Thr Ser Thr Pro
12035 12040 12045

Val Thr Ser Thr Phe Ser Pro Gly Ile Ser Thr Ser Ser Ile Pro Ser
12050 12055 12060

Ser Thr Ala Ala Thr Val Pro Phe Met Val Pro Phe Thr Leu Asn Phe
12065 12070 12075 12080

Thr Ile Thr Asn Leu Gln Tyr Glu Glu Asp Met Arg His Pro Gly Ser
12085 12090 12095

Arg Lys Phe Asn Ala Thr Glu Arg Glu Leu Gln Gly Leu Leu Lys Pro
12100 12105 12110

Leu Phe Arg Asn Ser Ser Leu Glu Tyr Leu Tyr Ser Gly Cys Arg Leu
12115 12120 12125

Ala Ser Leu Arg Pro Glu Lys Asp Ser Ser Ala Thr Ala Val Asp Ala
12130 12135 12140

Ile Cys Thr His Arg Pro Asp Pro Glu Asp Leu Gly Leu Asp Arg Glu
12145 12150 12155 12160

Arg Leu Tyr Trp Glu Leu Ser Asn Leu Thr Asn Gly Ile Gln Glu Leu
12165 12170 12175

Gly Pro Tyr Thr Leu Asp Arg Asn Ser Leu Tyr Val Asn Gly Phe Thr
12180 12185 12190

Hig Arg Ser Ser Met Pro Thr Thr Ser Thr Pro Gly Thr Ser Thr Val
12195 12200 12205

Asp Val Gly Thr Ser Gly Thr Pro Ser Ser Ser Pro Ser Pro Thr Thr
12210 12215 12220

Ala Gly Pro Leu Leu Met Pro Phe Thr Leu Asn Phe Thr Ile Thr Asn
12225 12230 12235 12240



US 2009/0068690 A1 Mar. 12, 2009
108

-continued

Leu Gln Tyr Glu Glu 2Asp Met Arg Arg Thr Gly Ser Arg Lys Phe Asn
12245 12250 12255

Thr Met Glu Ser Val Leu Gln Gly Leu Leu Lys Pro Leu Phe Lys Asn
12260 12265 12270

Thr Ser Val Gly Pro Leu Tyr Ser Gly Cys Arg Leu Thr Leu Leu Arg
12275 12280 12285

Pro Glu Lys Asp Gly Ala 2la Thr Gly Val Asp Ala Ile Cys Thr His
12290 12295 12300

Arg Leu Asp Pro Lys Ser Pro Gly Leu Asn Arg Glu Gln Leu Tyr Trp
12305 12310 12315 12320

Glu Leu Ser Lys Leu Thr Asn Asp Ile Glu Glu Leu Gly Pro Tyr Thr
12325 12330 12335

Leu Asp Arg Asn Ser Leu Tyr Val Asn Gly Phe Thr His Gln Ser Ser
12340 12345 12350

Val Ser Thr Thr Ser Thr Pro Gly Thr Ser Thr Val Asp Leu Arg Thr
12355 12360 12365

Ser Gly Thr Pro Ser Ser Leu Ser Ser Pro Thr Ile Met Ala Ala Gly
12370 12375 12380

Pro Leu Leu Val Pro Phe Thr Leu Asn Phe Thr Ile Thr Asn Leu Gln
12385 12390 12395 12400

Tyr Gly Glu Asp Met Gly His Pro Gly Ser Arg Lys Phe Asn Thr Thr
12405 12410 12415

Glu Arg Val Leu Gln Gly Leu Leu Gly Pro Ile Phe Lys Zsn Thr Ser
12420 12425 12430

Val Gly Pro Leu Tyr Ser Gly Cys Arg Leu Thr Ser Leu Arg Ser Glu
12435 12440 12445

Lys Asp Gly Ala Ala Thr Gly Val Asp Ala Ile Cys Ile His His Leu
12450 12455 12460

Agp Pro Lys Ser Pro Gly Leu Asnh Arg Glu Arg Leu Tyr Trp Glu Leu
12465 12470 12475 12480

Ser Gln Leu Thr Asn Gly Ile Lys Glu Leu Gly Pro Tyr Thr Leu Asp
12485 12490 12495

Arg Asn Ser Leu Tyr Val Asn Gly Phe Thr His Arg Thr Ser Val Pro
12500 12505 12510

Thr Ser Ser Thr Pro Gly Thr Ser Thr Val Asp Leu Gly Thr Ser Gly
12515 12520 12525

Thr Pro Phe Ser Leu Pro Ser Pro Ala Thr Ala Gly Pro Leu Leu Val
12530 12535 12540

Leu Phe Thr Leu Asn Phe Thr Ile Thr Asn Leu Lys Tyr Glu Glu Asp
12545 12550 12555 12560

Met His Arg Pro Gly Ser Arg Lys Phe Asn Thr Thr Glu Arg Val Leu
12565 12570 12575

Gln Thr Leu Leu Gly Pro Met Phe Lys Asn Thr Ser Val Gly Leu Leu
12580 12585 12590

Tyr Ser Gly Cys Arg Leu Thr Leu Leu Arg Ser Glu Lys Asp Gly Ala
12595 12600 12605

Ala Thr Gly Val Asp 2Zla Ile Cys Thr His Arg Leu Asp Pro Lys Ser
12610 12615 12620

Pro Gly Val Asp Arg Glu GIln Leu Tyr Trp Glu Leu Ser Gln Leu Thr
12625 12630 12635 12640



US 2009/0068690 A1 Mar. 12, 2009
109

-continued

Asn Gly Ile Lys Glu Leu Gly Pro Tyr Thr Leu Asp Arg Asn Ser Leu
12645 12650 12655

Tyr Val Asn Gly Phe Thr His Trp Ile Pro Val Pro Thr Ser Ser Thr
12660 12665 12670

Pro Gly Thr Ser Thr Val Asp Leu Gly Ser Gly Thr Pro Ser Ser Leu
12675 12680 12685

Pro Ser Pro Thr Thr Ala Gly Pro Leu Leu Val Pro Phe Thr Leu Asn
12690 12695 12700

Phe Thr Ile Thr Asn Leu Lys Tyr Glu Glu Asp Met His Cys Pro Gly
12705 12710 12715 12720

Ser Arg Lys Phe Asn Thr Thr Glu Arg Val Leu Gln Ser Leu Leu Gly
12725 12730 12735

Pro Met Phe Lys Asn Thr Ser Val Gly Pro Leu Tyr Ser Gly Cys Arg
12740 12745 12750

Leu Thr Leu Leu Arg Ser Glu Lys Asp Gly Ala Ala Thr Gly Val Asp
12755 12760 12765

Ala Ile Cys Thr His Arg Leu Asp Pro Lys Ser Pro Gly Val Asp Arg
12770 12775 12780

Glu Gln Leu Tyr Trp Glu Leu Ser Gln Leu Thr Asn Gly Ile Lys Glu
12785 12790 12795 12800

Leu Gly Pro Tyr Thr Leu Asp Arg Asn Ser Leu Tyr Val Zsn Gly Phe
12805 12810 12815

Thr His Gln Thr Ser Ala Pro Asn Thr Ser Thr Pro Gly Thr Ser Thr
12820 12825 12830

Val Asp Leu Gly Thr Ser Gly Thr Pro Ser Ser Leu Pro Ser Pro Thr
12835 12840 12845

Ser Ala Gly Pro Leu Leu Val Pro Phe Thr Leu Asn Phe Thr Ile Thr
12850 12855 12860

Asn Leu Gln Tyr Glu Glu Asp Met His His Pro Gly Ser Arg Lys Phe
12865 12870 12875 12880

Asn Thr Thr Glu Arg Val Leu Gln Gly Leu Leu Gly Pro Met Phe Lys
12885 12890 12895

Asn Thr Ser Val Gly Leu Leu Tyr Ser Gly Cys Arg Leu Thr Leu Leu
12900 12905 12910

Arg Pro Glu Lys Asn Gly 2la Ala Thr Gly Met Asp Ala Ile Cys Ser
12915 12920 12925

His Arg Leu Asp Pro Lys Ser Pro Gly Leu Asn Arg Glu Gln Leu Tyr
12930 12935 12940

Trp Glu Leu Ser Gln Leu Thr His Gly Ile Lys Glu Leu Gly Pro Tyr
12945 12950 12955 12960

Thr Leu Asp Arg Asn Ser Leu Tyr Val Asn Gly Phe Thr His Arg Ser
12965 12970 12975

Ser Val Ala Pro Thr Ser Thr Pro Gly Thr Ser Thr Val Asp Leu Gly
12980 12985 12990

Thr Ser Gly Thr Pro Ser Ser Leu Pro Ser Pro Thr Thr Ala Val Pro
12995 13000 13005

Leu Leu Val Pro Phe Thr Leu Asn Phe Thr Ile Thr Asn Leu Gln Tyr
13010 13015 13020

Gly Glu Asp Met Arg His Pro Gly Ser Arg Lys Phe Asn Thr Thr Glu
13025 13030 13035 13040

Arg Val Leu Gln Gly Leu Leu Gly Pro Leu Phe Lys Asn Ser Ser Val
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13045 13050 13055

Gly Pro Leu Tyr Ser Gly Cys Arg Leu 1Ile Ser Leu Arg Ser Glu Lys
13060 13065 13070

Asp Gly Ala Ala Thr Gly Val Asp Ala Ile Cys Thr His His Leu Asn
13075 13080 13085

Pro Gln Ser Pro Gly Leu Asp Arg Glu Gln Leu Tyr Trp Gln Leu Ser
13090 13095 13100

Gln Met Thr Asn Gly Ile Lys Glu Leu Gly Pro Tyr Thr Leu Asp Arg
13105 13110 13115 13120

Asn Ser Leu Tyr Val Asn Gly Phe Thr His Arg Ser Ser Gly Leu Thr
13125 13130 13135

Thr Ser Thr Pro Trp Thr Ser Thr Val Asp Leu Gly Thr Ser Gly Thr
13140 13145 13150

Pro Ser Pro Val Pro Ser Prc Thr Thr Thr Gly Pro Leu Leu Val Pro
13155 13160 13165

Phe Thr Leu Asn Phe Thr Ile Thr Asn Leu Gln Tyr Glu Glu Asn Met
13170 13175 13180

Gly His Pro Gly Ser Arg Lys Phe Asn Ile Thr Glu Ser Val Leu Gln
13185 13190 13195 13200

Gly Leu Leu Lys Pro Leu Phe Lys Ser Thr Ser Val Gly Pro Leu Tyr
13205 13210 13215

Ser Gly Cys Arg Leu Thr Leu Leu Arg Pro Glu Lys Asp Gly Val Ala
13220 13225 13230

Thr Arg Val Asp Ala Ile Cys Thr His Arg Pro Asp Pro Lys Ile Pro
13235 13240 13245

Gly Leu Asp Arg Gln Gln Leu Tyr Trp Glu Leu Ser Gln Leu Thr His
13250 13255 13260

Ser 1Ile Thr Glu Leu Gly Pro Tyr Thr Leu Asp Arg Asp Ser Leu Tyr
13265 13270 13275 13280

Val Asn Gly Phe Thr Gln Arg Ser Ser Val Pro Thr Thr Ser Thr Pro
13285 13290 13295

Gly Thr Phe Thr Val Gln Pro Glu Thr Ser Glu Thr Pro Ser Ser Leu
13300 13305 13310

Pro Gly Pro Thr Ala Thr Gly Pro Val Leu Leu Pro Phe Thr Leu Asn
13315 13320 13325

Phe Thr 1Ile Thr Asn Leu Gln Tyr Glu Glu Asp Met Arg Arg Pro Gly
13330 13335 13340

Ser Arg Lys Phe Asn Thr Thr Glu Arg Val Leu Gln Gly Leu Leu Met
13345 13350 13355 13360

Pro Leu Phe Lys Asn Thr Ser Val Ser Ser Leu Tyr Ser Gly Cys Arg
13365 13370 13375

Leu Thr Leu Leu Arg Pro Glu Lys Asp Gly Ala Ala Thr Arg Val Asp
13380 13385 13390

Ala Val Cys Thr His Arg Pro Asp Pro Lys Ser Pro Gly Leu Asp Arg
13395 13400 13405

Glu Arg Leu Tyr Trp Lys Leu Ser Gln Leu Thr His Gly Ile Thr Glu
13410 13415 13420

Leu Gly Pro Tyr Thr Leu Asp Arg His Ser Leu Tyr Val Asn Gly Phe
13425 13430 13435 13440

Thr Hisg Gln Ser Ser Met Thr Thr Thr Arg Thr Pro Asp Thr Ser Thr
13445 13450 13455
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Met His Leu Ala Thr Ser Arg Thr Pro Ala Ser Leu Ser Gly Pro Met
13460 13465 13470

Thr Ala Ser Pro Leu Leu Val Leu Phe Thr Ile Asn Phe Thr Ile Thr
13475 13480 13485

Asn Leu Arg Tyr Glu Glu Asn Met His His Pro Gly Ser Arg Lys Phe
13450 13495 13500

Asn Thr Thr Glu Arg Val Leu Gln Gly Leu Leu Arg Pro Val Phe Lys
13505 13510 13515 13520

Asn Thr Ser Val Gly Pro Leu Tyr Ser Gly Cys Arg Leu Thr Leu Leu
13525 13530 13535

Arg Pro Lys Lys Asp Gly Ala Ala Thr Lys Val Asp Ala Ile Cys Thr
13540 13545 13550

Tyr Arg Pro Asp Pro Lys Ser Pro Gly Leu Asp Arg Glu Gln Leu Tyr
13555 13560 13565

Trp Glu Leu Ser Gln Leu Thr His Ser Ile Thr Glu Leu Gly Pro Tyr
13570 13575 13580

Thr Leu Asp Arg Asp Ser Leu Tyr Val Asn Gly Phe Thr Gln Arg Ser
13585 13590 13595 13600

Ser Val Pro Thr Thr Ser Ile Pro Gly Thr Pro Thr Val Zsp Leu Gly
13605 13610 13615

Thr Ser Gly Thr Pro Val Ser Lys Pro Gly Pro Ser Ala Zla Ser Pro
13620 13625 13630

Leu Leu Val Leu Phe Thr Leu Asn Phe Thr Ile Thr Asn Leu Arg Tyr
13635 13640 13645

Glu Glu Asn Met Gln His Pro Gly Ser Arg Lys Phe Asn Thr Thr Glu
13650 13655 13660

Arg Val Leu Gln Gly Leu Leu Arg Ser Leu Phe Lys Ser Thr Ser Val
13665 13670 13675 13680

Gly Pro Leu Tyr Ser Gly Cys Arg Leu Thr Leu Leu Arg Pro Glu Lys
13685 13690 13695

Asp Gly Thr Ala Thr Gly Val Asp Ala Ile Cys Thr His His Pro Asp
13700 13705 13710

Pro Lys Ser Pro Arg Leu Asp Arg Glu Gln Leu Tyr Trp Glu Leu Ser
13715 13720 13725

Gln Leu Thr His Asn Ile Thr Glu Leu Gly Pro Tyr Ala Leu Asp Asn
13730 13735 13740

Asp Ser Leu Phe Val Asn Gly Phe Thr His Arg Ser Ser Val Ser Thr
13745 13750 13755 13760

Thr Ser Thr Pro Gly Thr Pre Thr Val Tyr Leu Gly Ala Ser Lys Thr
13765 13770 13775

Pro Ala Ser Ile Phe Gly Pro Ser Ala 2Ala Ser His Leu Leu 1Ile Leu
13780 13785 13790

Phe Thr Leu Asn Phe Thr Ile Thr Asn Leu Arg Tyr Glu Glu Asn Met
13795 13800 13805

Trp Pro Gly Ser Arg Lys Phe Asn Thr Thr Glu Arg Val Leu Gln Gly
13810 13815 13820

Leu Leu Arg Pro Leu Phe Lys Asn Thr Ser Val Gly Pro Leu Tyr Ser
13825 13830 13835 13840

Gly Cys Arg Leu Thr Leu Leu Arg Pro Glu Lys Asp Gly Glu Ala Thr
13845 13850 13855
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Gly Val Asp Ala 1Ile Cys Thr His Arg Pro Asp Pro Thr Gly Pro Gly
13860 13865 13870

Leu Asp Arg Glu Gln Leu Tyr Leu Glu Leu Ser Gln Leu Thr His Ser
13875 13880 13885

Ile Thr Glu Leu Gly Pro Tyr Thr Leu Asp Arg Asp Ser Leu Tyr Val
13890 13895 13900

Asn Gly Phe Thr His Arg Ser Ser Val Pro Thr Thr Ser Thr Gly Val
13905 13910 13915 13920

Val Ser Glu Glu Pro Phe Thr Leu Asn Phe Thr Ile Asn Asn Leu Arg
13925 13930 13935

Tyr Met Ala Asp Met Gly Gln Pro Gly Ser Leu Lys Phe Zsn Ile Thr
13940 13945 13950

Asp Asn Val Met Gln His Leu Leu Ser Pro Leu Phe Gln Arg Ser Ser
13955 13960 13965

Leu Gly Ala Arg Tyr Thr Gly Cys Arg Val Ile Ala Leu Arg Ser Val
13970 13975 13980

Lys Asn Gly Ala Glu Thr Arg Val Asp Leu Leu Cys Thr Tyr Leu Gln
13985 13990 13995 14000

Pro Leu Ser Gly Pro Gly Leu Pro Ile Lys Gln Val Phe His Glu Leu
14005 14010 14015

Ser Gln Gln Thr His Gly Ile Thr Arg Leu Gly Pro Tyr Ser Leu Asp
14020 14025 14030

Lys Asp Ser Leu Tyr Leu Asn Gly Tyr Asn Glu Pro Gly Pro Asp Glu
14035 14040 14045

Pro Pro Thr Thr Pro Lys Prc¢ Ala Thr Thr Phe Leu Pro Pro Leu Ser
14050 14055 14060

Glu Ala Thr Thr Ala Met Gly Tyr His Leu Lys Thr Leu Thr Leu Asn
14065 14070 14075 14080

Phe Thr Ile Ser Asn Leu Gln Tyr Ser Pro Asp Met Gly Lys Gly Ser
14085 14090 14095

Ala Thr Phe Asn Ser Thr Glu Gly Val Leu Gln His Leu Leu Arg Pro
14100 14105 14110

Leu Phe Gln Lys Ser Ser Met Gly Pro Phe Tyr Leu Gly Cys Gln Leu
14115 14120 14125

Ile Ser Leu Arg Pro Glu Lys Asp Gly Ala Ala Thr Gly Val Asp Thr
14130 14135 14140

Thr Cys Thr Tyr His Pro Asp Pro Val Gly Pro Gly Leu Asp Ile Gln
14145 14150 14155 14160

Gln Leu Tyr Trp Glu Leu Ser Gln Leu Thr His Gly Val Thr Gln Leu
14165 14170 14175

Gly Phe Tyr Val Leu Asp Arg Asp Ser Leu Phe Ile Asn Gly Tyr Ala
14180 14185 14190

Pro Gln Asn Leu Ser Ile Arg Gly Glu Tyr Gln Ile Asn Phe His Ile
14195 14200 14205

Val Asn Trp Asn Leu Ser Asn Pro Asp Pro Thr Ser Ser Glu Tyr Ile
14210 14215 14220

Thr Leu Leu Arg Asp Ile Gln Asp Lys Val Thr Thr Leu Tyr Lys Gly
14225 14230 14235 14240

Ser Gln Leu His Agsp Thr Phe Arg Phe Cys Leu Val Thr Zsn Leu Thr
14245 14250 14255

Met Asp Ser Val Leu Val Thr Val Lys Ala Leu Phe Ser Ser Asn Leu
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14260

Asp Pro Ser Leu Val Glu Gln Val

14275

Ser Phe
14290

His Trp Leu Gly Ser
14295

Thr
14305

Glu Met Glu Ser Ser
14310

Gln His Phe Tyr Leu Asn
14325

Phe Thr

Asp Lys Ala Gln Pro Gly
14340

Thr Thr

Ile Glu Asp Ala Leu Zsn Gln Leu

14355

Tyr Phe
14370

Ser Asp Cys Gln
14375

His

14385 14390

Arg Val Asp Arg Val 2la Ile Tyr
14405

Asn Gly Thr Gln Leu Gln Asn Phe
14420

Val Asp Gly Tyr Ser Pro Asn Arg
14435

Asp Leu Pro Phe Trp Zla Val
14450 14455

Gly
14465

Val Ile Thr Cys Leu
14470

Arg Lys Lys Glu Gly Glu Tyr Asn
14485

Tyr Gln Ser His
14500

Leu Asp Leu Glu

<210> SEQ ID NO 58
<211> LENGTH: 43816
<212> TYPE: DNA
<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 58

aagcgttgca caattceccee aacctcecata

cecaggteaa

atgceggggac cccagecata

aagctetgea

gggageteag gaggceaccee

ccagaggcaa atgttgacet gtecatgety

cecacceget cottgatgac agggageagyg

gagccacctt gtcacctaag

ggactgacag

catactectge cctttactte cccagataag

ggaagaacca cccagtettt gggggtgatg

ggaatgacac actccgagca aagaaccagce

cectetagga actaccetge tacaageaty

accagttecca cagaaggaaa ttttaccaaa

14280

Thr Tyr Gln Leu Val

Val Tyr Gln Pro Thr

14360

Val Ser Thr Phe

His Thr Gly Val Asp Ser Leu Cys Asn

14440

14265 14270

Phe Leu Asp Lys Thr Leu Asn Ala
14285

Asp Ile His Val
14300

Ser Ser Ser Ser Thr

14315 14320

Ile Thr
14330

Asn Leu Pro Tyr Ser Gln

14335

Asn
14345

Tyr Gln Arg Asn Lys

14350

Arg Asn

Asn Ser Ser
14365

Phe Arg Ile Lys Ser

Arg Ser
14380

Val Pro Asn Arg

Phe
14395

Ser Pro Leu Ala Arg
14400

Glu Glu Phe Leu Arg Met Thr
14410 14415

Arg

Thr
14425

Leu Asp Arg Ser Ser Val Leu

14430

Asn Glu Pro Leu Thr
14445

Gly Asn Ser

Ile Leu Ile Gly Leu Ala Gly Leu Leu

14460

Ile Cys Gly Val Leu Val Thr Thr Arg Arg

14475 14480

Val Gln Gln Gln Cys Pro Gly Tyr

14490 14495

Asp Leu Gln

14505

catacggcag ctettctaga cacaggtttt 60
tecteccacee tgagaaattt tggagtttca 120
tctetgaggyg gattettett agaccteceat 180
aaaccctcag gectteetgg gtecatettet 240
agcactaaag ccacaccaga aatggattca 300
acatctacag gtgcaatcgt ggtgacagaa 360
accttggcca gtectacate tteggttgtyg 420
tecectetgete tecctgagte aacctcetaga 480
ccatcgetga gteeccaggt caatggaact 540
gtttcaggat tgagttccec aaggaccagg 600
gaagcatcta catacacact cactgtagag 660
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accacaagtg gcccagtcac tgagaagtac acagtcccca ctgagacctce aacaactgaa 720
ggtgacagca cagagacccce ctgggacaca agatatattce ctgtaaaaat cacatctceca 780
atgaaaacat ttgcagattc aactgcatcc aaggaaaatg ccccagtgtce tatgactcca 840
gctgagacca cagttactga ctcacatact ccaggaagga caaacccatc atttgggaca 900
ctttattectt ccttecttga cctatcacct aaagggacce caaattccag aggtgaaaca 960

agcctggaac tgattctatc aaccactgga tatcccttet cctctectga acctggetcet 1020
gcaggacaca gcagaataag taccagtgcg cctttgtcat catctgcttc agttctcgat 1080
aataaaatat cagagaccag catattctca ggccagagtc tcacctccce tctgtcetect 1140
ggggtgceccg aggccagagc cagcacaatg cccaactcag ctatcccttt ttccatgaca 1200
ctaagcaatg cagaaacaag tgccgaaagg gtcagaagca caatttcctc tctggggact 1260
ccatcaatat ccacaaagca gacagcagag actatcctta ccttecatge cttegetgag 1320
accatggata tacccagcac ccacatagcc aagactttgg cttcagaatg gttgggaagt 1380
ccaggtacce ttggtggcac cagcacttca gcgctgacaa ccacatctcc atctaccact 1440
ttagtctcag aggagaccaa cacccatcac tccacgagtg gaaaggaaac agaaggaact 1500
ttgaatacat ctatgactec acttgagace tetgetecetyg gagaagagte cgaaatgact 1560
gccaccttgg tccccactct aggttttaca actcttgaca gcaagatcag aagtccatct 1620
caggtetett cateccacee aacaagagag ctecagaacca caggcageac ctetgggagg 1680
cagagtteca gcacagetge ccacgggage tetgacatee tgagggeaac cacttecage 1740
acctcaaaag catcatcatg gaccagtgaa agcacagcete agcaatttag tgaaccccag 1800
cacacacagt gggtggagac aagtcctage atgaaaacag agagacceccece ageatcaacce 1860
agtgtggcag ccectatcac cacttetgtt ccctcagtgg tetetggett caccacccetg 1920
aagaccaget ccacaaaagg gatttggett gaagaaacat ctgcagacac actcategga 1980
gaatccacag ctggcccaac cacccatcag tttgetgtte ccactgggat ttcaatgaca 2040
ggaggcagca gcaccagggg aagccaggge acaacccacce tactcaccag agecacagea 2100
tcatctgaga catcecgcaga tttgactetg geccacgaacg gtgteccagt cteegtgtet 2160
ccagcagtga gcaagacgge tgetggetca agtectccag gagggacaaa gccatcatat 2220
acaatggttt cttetgtcat ccctgagaca tcatctctac agtectcage tttcagggaa 2280
ggaaccagcce tgggactgac tccattaaac actagacatce ccttetette ccctgaacca 2340
gactctgcayg gacacaccaa gataagcacce agcatteccte tgttgtcatce tgettecagtt 2400
cttgaggata aagtgtcagce gaccagcaca ttctcacacce acaaagecac ctcatctatt 2460
accacaggga ctcctgaaat ctcaacaaag acaaagccca gectcagecegt tetttectece 2520
atgaccctaa gcaatgcage aacaagtect gaaagagtca gaaatgcaac ttececectetg 2580
actcatccat ctecatcagg ggaagagaca gcagggagtg tcctecactcet cagcacctet 2640
gctgagacta cagactcacc taacatccac ccaactggga cactgacttc agaatcgtca 2700
gagagtccta gcactctcag cctcccaagt gtcectcectggay tcaaaaccac attttettea 2760
tctactectt ccactcatcet atttactagt ggagaagaaa cagaggaaac ttcgaatcca 2820
tectgtgtete aacctgagac ttetgtttee agagtaagga ccaccttgge cagcacctet 2880

gtcecctacee cagtattcee caccatggac acctggecta cacgttcagce tcagttetet 2940
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tcatcccacce tagtgagtga gctcagaget acgagcagta cctcagttac aaactcaact 3000
ggttcagctc ttcctaaaat atctcacctc actgggacgg caacaatgtc acagaccaat 3060
agagacacgt ttaatgactc tgctgcaccc caaagcacaa cttggccaga gactagtccc 3120
agattcaaga cagggttacc ttcagcaaca accactgttt caacctctgc cacttctcte 3180
tctgctactg taatggtctc taaattcact tctccagcaa ctagttccat ggaagcaact 3240
tctatcaggg aaccatcaac aaccatccte acaacagaga ccacgaatgg cccaggetcet 3300
atggctgtgg cttctaccaa catcccaatt ggaaagggct acattactga aggaagattg 3360
gacacaagcc atctgcccat tggaaccaca gcttcctetg agacatctat ggattttacc 3420
atggccaaag aaagtgtctc aatgtcagta tctccatcte agtccatgga tgctgctgge 3480
tcaagcactc caggaaggac aagccaattc gttgacacat tttctgatga tgtctatcat 3540
ttaacatcca gagaaattac aatacctaga gatggaacaa gctcagctct gactccacaa 3600
atgactgcaa ctcaccctec atctcctgat cctggetcetg ctagaagcac ctggettgge 3660
atcttgtcct catctectte ttctectact cccaaagtca caatgagctc cacattttca 3720
actcagagag tcaccacaag catgataatg gacacagttg aaactagtcg gtggaacatg 3780
cccaacttac cttecacgac ttecttgaca ccaagtaata ttecaacaag tggtgecata 3840
ggaaaaagca ccctggttcc cttggacact ccatctccag ccacatcatt ggaggcatca 3900
gaagggggac ttecaacccet cagcacctac cctgaatcaa caaacacacce cagcatccac 3960
cteggageac acgetagtte agaaagteca agcaccatca aacttaccat ggettceagta 4020
gtaaaaccty getcettacac acctetcace tteccctcaa tagagaccca catteatgta 4080
tcaacageca gaatggetta ctettetggg tetteaccetyg agatgacage tectggagag 4140
actaacactg gtagtacctg ggaccccacce acctacatca ccactacgga tcctaaggat 4200
acaagttecag ctecaggtete tacaccecac tcagtgagga cactcagaac cacagaaaac 4260
catccaaaga cagagtccge caccccaget gettactetg gaagtectaa aatctcaagt 4320
tcacccaate tcaccagtec ggecacaaaa gcatggacca tcacagacac aactgaacac 4380
tccactcaat tacattacac aaaattggca gaaaaatcat ctggatttga gacacagtca 4440
gcteccaggac ctgtetetgt agtaatceet acctecccta ccattggaag cagcacattyg 4500
gaactaactt ctgatgtcce aggggaaccce ctggtecttyg cteccagtga gcagaccaca 4560
atcactcectee ccatggcaac atggetgagt accagtttga cagaggaaat ggcttcaaca 4620
gaccttgata tttcaagtce aagttcaccce atgagtacat ttgctatttt tccacctatg 4680
tcecacacctt ctecatgaact ttcaaagtca gaggcagata ccagtgecat tagaaataca 4740
gattcaacaa cgttggatca gcacctagga atcaggagtt tgggcagaac tggggactta 4800
acaactgtte ctatcacccec actgacaacce acgtggacca gtgtgattga acactcaaca 4860
caagcacagg acacccttte tgcaacgatg agtectactce acgtgacaca gtcactcaaa 4920
gatcaaacat ctataccagce ctcagcatce ccttcecate ttactgaagt ctaccctgag 4980
ctcgggacac aagggagaag ctecctcetgag gcaaccactt tttggaaacce atctacagac 5040
acactgtcca gagagattga gactggccca acaaacattc aatccactcec acccatggac 5100
aacacaacaa cagggagcag tagtagtgga gtcaccctgg gcatagecca cctteecata 5160

ggaacatcct ccccagetga gacatccaca aacatggcac tggaaagaag aagttctaca 5220
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gccactgtct ctatggetgg gacaatggga ctccttgtta ctagtgctec aggaagaagc 5280
atcagccagt cattaggaag agtttcctcet gtcctttetg agtcaactac tgaaggagtce 5340
acagattcta gtaagggaag cagcccaagg ctgaacacac agggaaatac agctctctcec 5400
tectetettg aacccagceta tgctgaagga agccagatga gcacaagcat ccctctaacce 5460
tcatctccta caactcctga tgtggaattc atagggggca gcacattttg gaccaaggag 5520
gtcaccacag ttatgacctc agacatctcc aagtcttcag caaggacaga gtccagctca 5580
gctaccctta tgtccacage tttgggaagc actgaaaata caggaaaaga aaaactcaga 5640
actgcctcta tggatcttec atctccaact ccatcaatgg aggtgacacc atggatttct 5700
ctcactctca gtaatgccece caataccaca gattcacttg acctcagcca tggggtgcac 5760
accagctctg cagggacttt ggccactgac aggtcattga atactggtgt cactagagcc 5820
tccagattgg aaaacggctc tgatacctcet tctaagtcce tgtctatggg aaacagcact 5880
cacacttcca tgacttacac agagaagagt gaagtgtctt cttcaatcca tccccgacct 5940
gagacctcag ctcctggage agagaccact ttgacttcca ctectggaaa cagggccata 6000
agcttaacat tgcctttttc atccattcca gtggaagaag tcatttctac aggcataacc 6060
tcaggaccag acatcaacte agcacccatg acacattete ccatcaccce accaacaatt 6120
gtatggacca gtacaggcac aattgaacag tccactcaac cactacatgc agtttcttca 6180
gaaaaagttt ctygtgcagac acagtcaact ccatatgteca actetgtgge agtgtetget 6240
tecectacee atgagaatte agtetettet ggaageagea catcctetee atattectea 6300
gectceactty aatcecttgga ttecacaate agtaggagga atgcaatcac ttectggeta 6360
tgggacctea ctacatetet ccccactaca acttggecaa gtactagttt atetgaggea 6420
ctgtecteag gecattetgg ggtttcaaac ccaagttcaa ctacgactga atttecacte 6480
ttttcagetyg catccacate tgetgetaag caaagaaate cagaaacaga gacccatggt 6540
cceccagaata cagecgegag tactttgaac actgatgcat ccteggtcac aggtetttet 6600
gagactcetyg tgggggcaag tatcagetet gaagtceccte ttecaatgge cataacttet 6660
agatcagatg tttctggeet tacatctgag agtactgcta accegagttt aggcacagece 6720
tettcageag ggaccaaatt aactaggaca atatcecctge ccacttcaga gtetttggtt 6780
tcetttagaa tgaacaagga tccatggaca gtgtcaatcece ctttggggte ccatccaact 6840
actaatacag aaacaagcat cccagtaaac agcgcaggte cacctggett gtccacagta 6900
gcatcagaty taattgacac accttcagat ggggctgaga gtattcccac tgtctecttt 6960
tecececteee ctgatactga agtgacaact atctcacatt tcccagaaaa gacaactceat 7020
tcatttagaa ccatttcatc tctcactcat gagttgactt caagagtgac acctattcect 7080
ggggattgga tgagttcage tatgtctaca aagcccacayg gagccagtec ctccattaca 7140
ctgggagaga gaaggacaat cacctctget getcecaacca ctteccccat agtteteact 7200
gctagttteca cagagaccag cacagtttca ctggataaty aaactacagt asaaacctca 7260
gatatcctty acgcacggaa aacaaatgag ctcccctcag atagcagtte ttettetgat 7320
ctgatcaaca cctccatage ttcttcaact atggatgtca ctaaaacagce ctccatcagt 7380
cccactagca tctcaggaat gacagcaagt tectecccecat ctetettete ttcagataga 7440

ccccaggtte ccacatctac aacagagaca aatacagcca cctcetcecate tgtttecagt 7500
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aacacctatt ctcttgatgg gggctccaat gtgggtggca ctccatccac tttaccaccce 7560
tttacaatca cccaccctgt cgagacaagc tcggccctat tagcctggtc tagaccagta 7620
agaactttca gcaccatggt cagcactgac actgcctccg gagaaaatcc tacctctage 7680
aattctgtgg tgacttctgt tccagcacca ggtacatgga ccagtgtagg cagtactact 7740
gacttacctg ccatgggctt tctcaagaca agtcctgcag gagaggcaca ctcacttcta 7800
gcatcaacta ttgaaccagc cactgccttc actccccate tctcagcage agtggtcact 7860
ggatccagtg ctacatcaga agccagtctt ctcactacga gtgaaagcaa agccattcat 7920
tcttcaccac agaccccaac tacacccacc tctggagcaa actgggaaac ttcagctact 7980
cctgagagecce ttttggtagt cactgagact tcagacacaa cacttacctc aaagattttg 8040
gtcacagata ccatcttgtt ttcaactgtg tccacgccac cttctaaatt tccaagtacg 8100
gggactctgt ctggagcttc cttccctact ttactccegg acactccage catcectete 8160
actgccactg agccaacaag ttcattagct acatcctttg attccacccce actggtgact 8220
atagcttcgg atagtcttgg cacagtccca gagactacce tgaccatgtc agagacctca 8280
aatggtgatg cactggttct taagacagta agtaacccag ataggagcat ccctggaatc 8340
actatccaag gagtaacaga aagtccacte catcettett ccacttecce ctectaagatt 8400
gttgctccac ggaatacaac ctatgaaggt tcgatcacag tggcactttc tactttgect 8460
gegggaacta ctyggttecet tgtattcagt cagagttetyg aaaactcaga gacaacgget 8520
ttggtagact catcagetgg gettgagagg gcatetgtga tgecactaac cacaggaage 8580
cagggtatgyg ctagetetygg aggaatcaga agtgggtceca cteactcaac tggaaccaaa 8640
acattttett ctetecctet gaccatgaac ccaggtgagg ttacagecat gtetgaaate 8700
accacgaaca gactgacagce tactcaatca acagcaccca aagggatacce tgtgaagecce 8760
accagtgetyg agtcaggect cctaacaccet gtetetgecet cctcaagece atcaaaggece 8820
tttgccteac tgactacage tcccccaact tgggggatee cacagtcectac cttgacattt 8880
gagttttetyg aggtcccaag tttggatact aagtccegett ctttaccaac tectggacag 8940
tcectgaaca ccattecaga ctcagatgca agcacagcat cttectcact gtecaagtet 9000
ccagaaaaaa acccaagggce aaggatgatg acttccacaa aggccataag tgcaagetca 9060
tttcaatcaa caggttttac tgaaacccct gagggatctg cctecectte tatggecaggg 9120
catgaaccca gagtccecac ttcaggaaca ggggacccta gatatgecte agagagcatg 9180
tecttatecag acccaagcaa ggcatcatca getatgacat cgacctetet tgcatcaaaa 9240
ctcacaactce tcttcagcac aggtcaagca gcaaggtcetg gttcetagtte ctetceecata 9300
agcctatcca ctgagaaaga aacaagctte ctttecceccca ctgcateccac cteccagaaag 9360
acttcactat ttecttgggec ttccatggca aggcagcecca acatattggt gcatcettcag 9420
acttcagcte tgacacttte tccaacatce actctaaata tgtcecagga ggagectect 9480
gagttaacct caagccagac cattgcagaa gaagagggaa caacagcetga aacacagacg 9540
ttaaccttca caccatctga gaccccaaca tecttgttac ctgtetette tcccacagaa 9600
cccacagceca gaagaaagag ttctccagaa acatgggcaa gctctattte agttectgec 9660
aagacctect tggttgaaac aactgatgga acgctagtga ccaccataaa gatgtcaagce 9720

caggcagcac aaggaaattc cacgtggect gecccagcag aggagacggyg gagcagtceca 9780
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gcaggcacat ccccaggaag cccagaaatg tctaccacte tcaaaatcat gagctccaag 9840
gaacccagca tcagcccaga gatcaggtcc actgtgagaa attctccttg gaagactcca 9900
gaaacaactg ttcccatgga gaccacagtg gaaccagtca cccttcagtc cacagcccta 9960
ggaagtggca gcaccagcat ctctcacctg cccacaggaa ccacatcacc aaccaagtca 10020
ccaacagaaa atatgttggc tacagaaagg gtctccctcet ccccatccce acctgagget 10080
tggaccaacc tttattctgg aactccagga gggaccaggc agtcactggc cacaatgtcc 10140
tetgtctece tagagtcacc aactgctaga agcatcacag ggactggtca gcaaagcagt 10200
ccagaactgg tttcaaagac aactggaatg gaattctcta tgtggcatgg ctctactgga 10260
gggaccacag gggacacaca tgtctctctg agcacatctt ccaatatcct tgaagaccct 10320
gtaaccagcc caaactctgt gagctcattg acagataaat ccaaacataa aaccgagaca 10380
tgggtaagca ccacagccat tccctccact gtcctgaata ataagataat ggcagctgaa 10440
caacagacaa gtcgatctgt ggatgaggct tattcatcaa ctagttcttg gtcagatcag 10500
acatctggga gtgacatcac ccttggtgca tctcectgatg tcacaaacac attatacatc 10560
acctccacag cacaaaccac ctcactagtg tctctgecct ctggagacca aggcattaca 10620
agecteacca atceectceagg aggaaaaaca agetcetgegt catcetgtcac atetecettea 10680
atagggcttg agactctgag ggccaatgta agtgcagtga aaagtgacat tgcccctact 10740
getgggeate tatctcagac tteatceteet geggaagtga gceatectgga cgtaaccaca 10800
getectacte caggtatete caccaccate accaccatgy gaaccaacte aatctcaact 10860
accacaccca acccagaagt gggtatgagt accatggaca geacceegge cacagagagg 10920
c¢geacaactt ctacagaaca cccttecace tggtettcoca cagetgeate agattectgg 10980
actgtcacag acatgacttc aaacttgaaa gttgcaagat ctcctggaac aatttccaca 11040
atgcatacaa cttcattett agectcaage actgaattag actcecatgte tactceccat 11100
ggccgtataa ctgtcattgg aaccagectg gtcactcecat cctetgatge ttecagetgta 11160
aagacagaga ccagtacaag tgaaagaaca ttgagtcctt cagacacaac tgcatctact 11220
cccatcteaa cttttteteg tgteccagagg atgagcatcet cagttecetga cattttaagt 11280
acaagttgga ctcecccagtag tacagaagca gaagatgtge ctgtttcaat ggtttctaca 11340
gatcatgceta gtacaaagac tgacccaaat acgeccctgt ccacttttet gtttgattet 11400
ctgtccacte ttgactggga cactgggaga tctetgtcat cagecacage cactacctca 11460
gctectecagy gggcecacaac tccccaggaa ctcactttgyg aaaccatgat cageccaget 11520
acctcacagt tgececcttete tatagggcac attacaagtg cagtcacacc agetgcaatg 11580
gcaaggagcet ctggagttac tttttcaaga ccagatccca caagcaaaaa ggcagagcag 11640
actteccacte agettececac caccacttet gecacatccag ggcaggtgece cagatcageca 11700
gcaacaacte tggatgtgat cccacacaca gcaaaaactce cagatgcaac ttttcagaga 11760
caagggcaga cagctcttac aacagaggca agagctacat ctgactcctg gaatgagaaa 11820
gaaaaatcaa ccccaagtge accttggate actgagatga tgaattetgt ctcagaagat 11880
accatcaagg aggttaccag ctcctccagt gtattaagga ccctgaatac getggacata 11940
aacttggaat ctgggacgac ttcatccecca agttggaaaa gcageccata tgagagaatt 12000

gccecttety agtccaccac agacaaagag gcaattcacce cttctacaaa cacagtagag 12060
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accacaggct gggtcacaag ttccgaacat gcttctcatt ccactatccc agcccactca 12120
gcgtcatcca aactcacatc tccagtggtt acaacctcca ccagggaaca agcaatagtt 12180
tctatgtcaa caaccacatg gccagagtct acaagggcta gaacagagcc taattccttce 12240
ttgactattg aactgaggga cgtcagccct tacatggaca ccagctcaac cacacaaaca 12300
agtattatct cttccccagg ttccactgeg atcaccaagg ggcctagaac agaaattacc 12360
tcctctaaga gaatatccag ctcattecctt gecccagtcta tgaggtegtc agacagcccce 12420
tcagaagcca tcaccaggct gtctaacttt cctgccatga cagaatctgg aggaatgatc 12480
cttgctatgce aaacaagtcc acctggcgct acatcactaa gtgcacctac tttggataca 12540
tcagccacag cctectggac agggactcca ctggctacga ctcagagatt tacatactca 12600
gagaagacca ctctctttag caaaggtcct gaggatacat cacagccaag ccctccctet 12660
gtggaagaaa ccagctcecttc ctcttcececctg gtacctatec atgctacaac ctecgecttec 12720
aatattttgt tgacatcaca agggcacagt ccctcctcta ctccacctgt gacctcagtt 12780
ttcttgtetg agacctctgg cctggggaag accacagaca tgtcgaggat aagcttggaa 12840
cctggcacaa gtttacctec caatttgage agtacagcag gtgaggegtt atccacttat 12900
gaagcecteca gagatacaaa ggcaattcat cattetgeag acacageagt gacgaatatg 12960
gaggcaacca gttctgaata ttctcctatc ccaggccata caaagccatc caaagccaca 13020
tetecattgy ttaccetecca catcatgggg gacatcactt cttecacate agtatttgge 13080
tectecgaga ccacagagat tgagacagtg tectetgtga accagggact tcaggagaga 13140
agcacatccee aggtggecag ctetgetaca gagacaagea ctgteattac ccatgtgtet 13200
agtggtgatyg ctactactca tgtcaccaag acacaagcca ctttetetag cggaacatee 13260
atctcaagece ctcatcagtt tataacttet accaacacat ttacagatgt gagcaccaac 13320
cectecacet ctetgataat gacagaatet tcaggagtga ccatcaccac ccaaacaggt 13380
cctactggag ctgcaacaca gggtccatat ctcecttggaca catcaaccat gecttacttg 13440
acagagactc cattagcetgt gactccagat tttatgcaat cagagaagac cactctcata 13500
agcaaaggte ccaaggatgt gtcctggaca agcccteccet ctgtggeaga aaccagetat 13560
cectettece tgacaccttt cttggtcaca accataccte ctgccactte cacgttacaa 13620
gggcaacata catcctetee tgtttetgeg acttcagtte ttacctetgg actggtgaag 13680
accacagata tgttgaacac aagcatggaa cctgtgacca attcacctca aaatttgaac 13740
aatccatcaa atgagatact ggccactttg gecagccacca cagatataga gactattcat 13800
ccttecataa acaaagcagt gaccaatatg gggactgcca gttcageaca tgtactgcat 13860
tccactetee cagtecagete agaaccatct acagccacat ctccaatggt tectgectcece 13920
agcatggggg acgctettge ttectatatca atacctggtt ctgagaccac agacattgag 13980
ggagagccaa catcctecct gactgetgga cgaaaagaga acagcaccet ccaggagatyg 14040
aactcaacta cagagtcaaa catcatccte tccaatgtgt ctgtggggge tattactgaa 14100
gccacaaaaa tggaagtccee ctcettttgat gcaacattca taccaactec tgctcagtca 14160
acaaagttcce cagatatttt ctcagtagcce agcagtagac tttcaaactce tcctecccatg 14220
acaatatcta cccacatgac caccacccag acagggtctt ctggagetac atcaaagatt 14280

ccacttgect tagacacatc aaccttggaa acctcagcag ggactccatc agtggtgact 14340
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gaggggtttg cccactcaaa aataaccact gcaatgaaca atgatgtcaa ggacgtgtca 14400
cagacaaacc ctccctttca ggatgaagcc agctctccct cttctcaage acctgtectt 14460
gtcacaacct taccttcettc tgttgctttc acaccgcaat ggcacagtac ctcctctect 14520
gtttctatgt cctcagttct tacttcttca ctggtaaaga ccgcaggcaa ggtggataca 14580
agcttagaaa cagtgaccag ttcacctcaa agtatgagca acactttgga tgacatatcg 14640
gtcacttcag cagccaccac agatatagag acaacgcatc cttccataaa cacagtagtt 14700
accaatgtgg ggaccaccgg ttcagcattt gaatcacatt ctactgtctc agcttaccca 14760
gagccatcta aagtcacatc tccaaatgtt accacctcca ccatggaaga caccacaatt 14820
tccagatcaa tacctaaatc ctctaagact acaagaactg agactgagac aacttcctcc 14880
ctgactccta aactgaggga gaccagcatc tcccaggaga tcacctegtc cacagagaca 14940
agcactgttc cttacaaaga gctcactggt gccactaccg aggtatccag gacagatgtc 15000
acttcctcta gcagtacatc cttccctgge cctgatcagt ccacagtgtc actagacatc 15060
tccacagaaa ccaacaccag gctgtctacc tccccaataa tgacagaatc tgcagaaata 15120
accatcacca cccaaacagg tcctcatggg gctacatcac aggatacttt taccatggac 15180
ccatcaaata caaccccecca ggcagggate cactcagceta tgactcatgg attttecacaa 15240
ttggatgtga ccactcttat gagcagaatt ccacaggatg tatcatggac aagtcctccc 15300
tetgtggata aaaccagete cccctettee tttetgteet cacctgeaat gaccacacet 15360
tecctgattt cttetacctt accagaggat aagetetcecet ctectatgac ttecacttete 15420
acctetggee tagtgaagat tacagacata ttacgtacac gettggaacce tgtgaccage 15480
tcacttecaa atttecagcag cacctcagat aagatactgg ccacttetaa agacagtaaa 15540
gacacaaagg aaatttttcc ttctataaac acagaagaga ccaatgtgaa agccaacaac 15600
tetggacatyg aatcecatte ccctgecactg getgactcag agacaccecaa agecacaact 15660
caaatggtta tcaccaccac tgtgggagat ccagctectt ccacatcaat geccagtgcat 15720
ggttectetyg agactacaaa cattaagaga gagccaacat atttettgac tectagactg 15780
agagagacca gtacctctca ggagtccage ttteccacgg acacaagttt tctactttee 15840
aaagtccececa ctggtactat tactgaggte tccagtacag gggtcaacte ttectagcaaa 15900
atttccacece cagaccatga taagtccaca gtgccacctg acaccttcac aggagagatce 15960
cccagggtet tcacctecte tattaagaca aaatctgcag aaatgacgat caccacccaa 16020
gcaagteccte ctgagtetge atcgcacagt acccttecet tggacacatc aaccacactt 16080
tceccagggag ggactcatte aactgtgact cagggattcec catactcaga ggtgaccact 16140
ctcatgggca tgggtecectgg gaatgtgtca tggatgacaa ctececcctgt ggaagaaace 16200
agctetgtgt ctteectgat gtettcacct gecatgacat ccecttetee tgtttectee 16260
acatcaccac agagcatcee ctectcetect cttectgtga ctgcacttec tacttetgtt 16320
ctggtgacaa ccacagatgt gttgggcaca acaagcccag agtctgtaac cagttcacct 16380
ccaaatttga gcagcatcac tcatgagaga ccggccactt acaaagacac tgcacacaca 16440
gaagccgeca tgcatcatte cacaaacacce gcagtgacca atgtagggac ttccgggtet 16500
ggacataaat cacaatccte tgtcctaget gactcagaga catcgaaagce cacacctetg 16560

atgagtacca cctceccacccet gggggacaca agtgtttcca catcaactcce taatatctcet 16620
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cagactaacc aaattcaaac agagccaaca gcatccctga gccctagact gagggagagce 16680
agcacgtctg agaagaccag ctcaacaaca gagacaaata ctgccttttc ttatgtgccc 16740
acaggtgcta ttactcaggc ctccagaaca gaaatctcct ctagcagaac atccatctca 16800
gaccttgatc ggcccacaat agcacccgac atctccacag gaatgatcac caggctcttc 16860
acctccccca tcatgacaaa atctgcagaa atgaccgtca ccactcaaac aactactcct 16920
ggggctacat cacagggtat ccttccctgg gacacatcaa ccacactttt ccagggaggg 16980
actcattcaa ccgtgtctca gggattccca cactcagaga taaccactct tcggagcaga 17040
acccctggag atgtgtcatg gatgacaact ccccctgtgg aagaaaccag ctectgggttt 17100
tcectgatgt caccttccat gacatcccct tectectgttt cctccacatc accagagage 17160
atcccctect ctectectcee tgtgactgca cttcettactt ctgttectggt gacaaccaca 17220
aatgtattgg gcacaacaag cccagagccc gtaacgagtt cacctccaaa tttaagcagce 17280
cccacacagg agagactgac cacttacaaa gacactgcgc acacagaagc catgcatget 17340
tccatgcata caaacactgc agtggccaac gtggggacct ccatttctgg acatgaatca 17400
caatcttetg tcccagctga ttcacacaca tccaaagcca catctccaat gggtatcacc 17460
ttegecatgy gggatacaag tgtttcectaca tcaactectyg ccttetttga gactagaatt 17520
cagactgaat caacatcctc tttgattcct ggattaaggg acaccaggac gtctgaggag 17580
atcaacactyg tgacagagac cagcactgte ctttcagaag tgcccactac tactactact 17640
gaggtceteca ggacagaagt tatcacttece agcagaacaa ccatetcagyg gectgateat 17700
teccaaaatgt caccctacat ctcecacagaa accatcacca ggetetecac tttteetttt 17760
gtaacaggat ccacagaaat ggecatcace aaccaaacag gtectatagg gactatctea 17820
caggctacce ttaccctgga cacatcaage acagettcecet gggaagggac tcactcacet 17880
gtgactcaga gatttccaca ctcagaggag accactacta tgagcagaag tactaaggge 17940
gtgtcatgge aaagccctee ctetgtggaa gaaaccagtt ctecttette cccagtgeect 18000
ttacctgcaa taacctcaca ttcatctett tattcecgecag tatcaggaag tagccccact 18060
tetgetetee ctgtgactte ccttetecace tetggcagga ggaagaccat agacatgttg 18120
gacacacact cagaacttgt gaccagetee ttaccaagtyg caagtagett ctcaggtgag 18180
atactcactt ctgaagccte cacaaataca gagacaattce acttttcaga gaacacagca 18240
gaaaccaata tggggaccac caattctatg cataaactac attcctetgt ctcaatccac 18300
tcccagecat ccggacacac acctccaaag gttactggat ctatgatgga ggacgetatt 18360
gtttccacat caacacctygg ttectecetgag actaaaaatyg ttgacagaga ctcaacatcec 18420
cctetgacte ctgaactgaa agaggacagce accgccctgg tgatgaacte aactacagag 18480
tcaaacactg ttttetecag tgtgtecetyg gatgetgeta ctgaggtete cagggcagaa 18540
gtcacctact atgatcctac attcatgeca gettetgete agtcaacaaa gtcecccagac 18600
atttcacctg aagccagcag cagtcattcet aactctecte cecttgacaat atctacacac 18660
aagaccatcg ccacacaaac aggtecttet ggggtgacat ctettggeca actgacccetg 18720
gacacatcaa ccatagccac ctcagcagga actccatcag ccagaactca ggattttgta 18780
gattcagaaa caaccagtgt catgaacaat gatctcaatyg atgtgttgaa gacaagccct 18840

ttctetgecag aagaagccaa ctcectetetet tetcaggcac ctetecttgt gacaacctca 18900
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ccttctectg taacttccac attgcaagag cacagtacct cctctcttgt ttectgtgacc 18960
tcagtaccca cccctacact ggcgaagatc acagacatgg acacaaactt agaacctgtg 19020
actcgttcac ctcaaaattt aaggaacacc ttggccactt cagaagccac cacagataca 19080
cacacaatgc atccttctat aaacacagca gtggccaatg tggggaccac cagttcacca 19140
aatgaattct attttactgt ctcacctgac tcagacccat ataaagccac atccgcagta 19200
gttatcactt ccaccteggg ggactcaata gtttccacat caatgcctag atcctctgeg 19260
atgaaaaaga ttgagtctga gacaactttc tccctgatat ttagactgag ggagactagc 19320
acctcccaga aaattggctc atcctcagac acaagcacgg tctttgacaa agcattcact 19380
gctgctacta ctgaggtctc cagaacagaa ctcacctcct ctagcagaac atccatccaa 19440
ggcactgaaa agcccacaat gtcaccggac acctccacaa gatctgtcac catgetttet 19500
acttttgctg gcctgacaaa atccgaagaa aggaccattg ccacccaaac aggtcctcat 19560
agggcgacat cacagggtac ccttacctgg gacacatcaa tcacaacctc acaggcaggg 19620
acccactcag ctatgactca tggattttca caattagatt tgtccactct tacgagtaga 19680
gttcctgagt acatatcagg gacaagccca ccctctgtgg aaaaaaccag ctcttcectet 19740
teccttetgt ctttaccage aataacctea cegtecectyg tacctactac attaccagaa 19800
agtaggccgt cttctectgt tcatctgact tcactcccca cctcetggect agtgaagacc 19860
acagatatge tggcatetgt ggecagttta cctcecaaact tgggeagcac ctcacataag 19920
ataccgacta cttcagaaga cattaaagat acagagaaaa tgtatcctte cacaaacata 19980
gcagtaacca atgtggggac caccacttet gaaaaggaat cttattegte tgteccagec 20040
tactcagaac cacccaaagt cacctcteca atggttaccet ctttceaacat aagggacace 20100
attgttteca catccatgece tggctectet gagattacaa ggattgagat ggagtcaaca 20160
tteteocetgy cteatggget gaagggaace agcaccteee aggaccecat cgtatecaca 20220
gagaaaagtg ctgtccttca caagttgacce actggtgcta ctgagaccte taggacagaa 20280
gttgectett ctagaagaac atccattcca ggeccctgate attccacaga gtcaccagac 20340
atctccactg aagtgatcee cagectgect atctceeettg gecattacaga atcttcaaat 20400
atgaccatca tcactcgaac aggtcctecet cttggetcta catcacaggg cacatttace 20460
ttggacacac caactacatc ctccagggca ggaacacact cgatggegac tcaggaattt 20520
ccacactcag aaatgaccac tgtcatgaac aaggaccctg agattctatce atggacaate 20580
ccteetteta tagagaaaac cagcttcetece tettecctga tgecttcace agecatgact 20640
tcacctectyg tttectcaac attaccaaag accattcaca ccactecette teetatgacce 20700
tcactgctca ccectagect agtgatgacce acagacacat tgggcacaag cccagaacct 20760
acaaccagtt cacctccaaa tttgagcagt acctcacatg agatactgac aacagatgaa 20820
gacaccacag ctatagaagc catgcatcet tcecacaagea cagcagcegac taatgtggaa 20880
accaccagtt ctggacatgg gtcacaatce tectgtectag ctgactcaga aaaaaccaag 20940
gccacagcte caatggatac cacctecacce atggggcata caactgttte cacatcaatg 21000
tctgtttect ctgagactac aaaaattaag agagagtcaa catattectt gactecctgga 21060
ctgagagaga ccagcatttc ccaaaatgcc agettttcca ctgacacaag tattgttett 21120

tcagaagtce ccactggtac tactgctgag gtctccagga cagaagtcac ctectetggt 21180



US 2009/0068690 A1 Mar. 12, 2009
123

-continued

agaacatcca tccctggcece ttctcagtce acagttttge cagaaatatc cacaagaaca 21240
atgacaaggc tctttgcctc gcccaccatg acagaatcag cagaaatgac catccccact 21300
caaacaggtc cttctgggtc tacctcacag gataccctta ccttggacac atccaccaca 21360
aagtcccagg caaagactca ttcaactttg actcagagat ttccacactc agagatgacc 21420
actctcatga gcagaggtcc tggagatatg tcatggcaaa gctctcectc tctggaaaat 21480
cccagctete tcecttecet getgtcettta cctgccacaa cctcacctece teccatttee 21540
tccacattac cagtgactat ctcctcctet cctettectg tgacttcact tcectcacctet 21600
agcccggtaa cgaccacaga catgttacac acaagcccag aacttgtaac cagttcacct 21660
ccaaagctga gccacacttc agatgagaga ctgaccactg gcaaggacac cacaaataca 21720
gaagctgtgce atccttecac aaacacagca gcgtccaatg tggagattcc cagctctgga 21780
catgaatcce cttectcetge cttagctgac tcagagacat ccaaagccac atcaccaatg 21840
tttattacct ccacccagga ggatacaact gttgccatat caacccctca cttcttggag 21900
actagcagaa ttcagaaaga gtcaatttcc tccctgagcc ctaaattgag ggagacaggce 21960
agttctgtgg agacaagctc agccatagag acaagtgctg tcctttetga agtgteccatt 22020
ggtgctacta ctgagatcete caggacagaa gtcaccteet ctagecagaac atccatcetet 22080
ggttctgetg agtccacaat gttgccagaa atatccacca caagaaaaat cattaagttc 22140
cctacttece ccatectgge agaatcatca gaaatgacca tcaagaccca aacaagtecet 22200
cetgggteta catcagagag tacctttaca ttagacacat caaccactec ctecttggta 22260
ataacccatt cgactatgac tcagagattg ccacactcag agataaccac tcttgtgagt 22320
agaggtgetyg gggatgtgee acggeccage teteteectyg tggaagaaac aageccteca 22380
tettecccage tgtetttate tgccatgate tcaccttcete ctgtttette cacattacca 22440
gcaagtagcee actectette tgettetgtyg acttcactte tcacaccagyg ccaagtgaag 22500
actactgagg tgttggacgc aagtgcagaa cctgaaacca gttcacctec aagtttgage 22560
agcacctcag ttgaaatact ggccacctet gaagtcacca cagatacgga gaaaattcat 22620
ccttteteaa acacggcagt aaccaaagtt ggaacttcca gttetggaca tgaatcececet 22680
tectetgtee tacctgacte agagacaacce aaagccacat cggcaatggg taccatetee 22740
attatggggyg atacaagtgt ttctacatta actcctgcct tatctaacac taggaaaatt 22800
cagtcagage cagcttcecte actgaccace agattgaggg agaccagcac ctectgaagag 22860
accagcttag ccacagaagc aaacactgtt ctttectaaag tgtccactgg tgetactact 22920
gaggtcteca ggacagaage catctecttt agcagaacat ccatgtcagg ccctgagcag 22980
tccacaatgt cacaagacat ctccatagga accatcccca ggatttetge ctectetgte 23040
ctgacagaat ctgcaaaaat gaccatcaca acccaaacag gtecttegga gtectacacta 23100
gaaagtaccce ttaatttgaa cacagcaacc acaccctett gggtggaaac ccactctata 23160
gtaattcagy gatttccaca cccagagatg accacttcca tgggcagagg tcctggaggt 23220
gtgtcatgge ctagceccetece ctttgtgaaa gaaaccagece ctecatecte cccgetgtet 23280
ttacctgeceg tgacctcace tcatcctgtt tecaccacat tcctagcaca tatcccccce 23340
teteoecocette ctgtgactte acttetcace tetggeccgyg cgacaaccac agatatcettg 23400

ggtacaagca cagaacctgg aaccagttca tcttcaagtt tgagcaccac ctcccatgag 23460
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agactgacca cttacaaaga cactgcacat acagaagccg tgcatccttc cacaaacaca 23520
ggagggacca atgtggcaac caccagctct ggatataaat cacagtcctc tgtcctaget 23580
gactcatctc caatgtgtac cacctccacc atgggggata caagtgttct cacatcaact 23640
cctgecttee ttgagactag gaggattcag acagagctag cttcctecct gacccctgga 23700
ttgagggagt ccagcggctc tgaagggacc agctcaggca ccaagatgag cactgtcctce 23760
tctaaagtgce ccactggtgc tactactgag atctccaagg aagacgtcac ctccatccca 23820
ggtcccgete aatccacaat atcaccagac atctccacaa gaaccgtcag ctggttctet 23880
acatcccctg tcatgacaga atcagcagaa ataaccatga acacccatac aagtccttta 23940
ggggccacaa cacaaggcac cagtactttg gacacgtcaa gcacaacctc tttgacaatg 24000
acacactcaa ctatatctca aggattttca cactcacaga tgagcactct tatgaggagg 24060
ggtcctgagg atgtatcatg gatgagccct ccccttcectgg aaaaaactag accttcecttt 24120
tctctgatgt cttcaccage cacaacttca ccttctectg tttectecac attaccagag 24180
agcatctcett cctctectet tcctgtgact tcactcctca cgtctggett ggcaaaaact 24240
acagatatgt tgcacaaaag ctcagaacct gtaaccaact cacctgcaaa tttgagcagc 24300
acctcagttyg aaatactgge cacctctgaa gtcaccacag atacagagaa aactcatecet 24360
tcttcaaaca gaacagtgac cgatgtgggg acctccagtt ctggacatga atccacttcc 24420
tttgtectag ctgactcaca gacatccaaa gtcacatcte caatggttat tacctecace 24480
atggaggata cgagtgtcte cacatcaact cctggetttt ttgagactag cagaattcag 24540
acagaaccaa catcceteccet gacccttgga ctgagaaaga ccageagcte tgaggggace 24600
agcttageca cagagatgag cactgtectt tetggagtge ccactggtge cactgetgaa 24660
gtctecagga cagaagtcac ctectcetage agaacatcca tcetcaggett tgetcagete 24720
acagtgteac cagagactte cacagaaacce atcaccagac tceectaccte cagcataatg 24780
acagaatcag cagaaatgat gatcaagaca caaacagatc ctecctgggtce tacaccagag 24840
agtactcata ctgtggacat atcaacaaca cccaactggg tagaaaccca ctecgactgtg 24900
actcagagat tttcacactc agagatgacc actcttgtga gcagaagccc tggtgatatg 24960
ttatggceta gtcaatccte tgtggaagaa accagetctg cctetteccet getgtetetg 25020
cctgecacga cctecacctte tcectgtttee tectacattag tagaggattt ccettecget 25080
tetetteetyg tgacttetet tcetcaaccet ggectggtga taaccacaga caggatggge 25140
ataagcagag aacctggaac cagttccact tcaaatttga gcagcaccte ccatgagaga 25200
ctgaccactt tggaagacac tgtagataca gaagacatgc agecttecac acacacagca 25260
gtgaccaacy tgaggaccte catttectgga catgaatcac aatcttetgt cctatectgac 25320
tcagagacac ccaaagccac atctccaatg ggtaccacct acaccatggg ggaaacgagt 25380
gtttccatat ccacttetga cttcetttgag accagcagaa ttcagataga accaacatec 25440
tececctgactt ctggattgag ggagaccage agetctgaga ggatcagete agecacagag 25500
ggaagcacty tcctttetga agtgcccagt ggtgctacca ctgaggtcete caggacagaa 25560
gtgatatcet ctaggggaac atccatgtca gggcctgatce agttcaccat atcaccagac 25620
atctctactg aagcgatcac caggetttet actteccccca ttatgacaga atcagcagaa 25680

agtgccatca ctattgagac aggttctect ggggctacat cagagggtac cctcaccttg 25740
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gacacctcaa caacaacctt ttggtcaggg acccactcaa ctgcatctcc aggattttca 25800
cactcagaga tgaccactct tatgagtaga actcctggag atgtgccatg gccgagectt 25860
ccctetgtgg aagaagccag ctctgtectet tectcactgt cttcacctge catgacctca 25920
acttcttttt tctccacatt accagagagc atctcctcct ctectcatcce tgtgactgca 25980
cttctcacce ttggeccagt gaagaccaca gacatgttgc gcacaagctc agaacctgaa 26040
accagttcac ctccaaattt gagcagcacc tcagctgaaa tattagccac gtctgaagtc 26100
accaaagata gagagaaaat tcatccctcc tcaaacacac ctgtagtcaa tgtagggact 26160
gtgatttata aacatctatc cccttectet gttttggctg acttagtgac aacaaaaccc 26220
acatctccaa tggctaccac ctccactctg gggaatacaa gtgtttccac atcaactcct 26280
gccttcoeccag aaactatgat gacacagcca acttcctecee tgacttctgg attaagggag 26340
atcagtacct ctcaagagac cagctcagca acagagagaa gtgcttctct ttctggaatg 26400
cccactggtg ctactactaa ggtctccaga acagaagccc tctcecttagg cagaacatcc 26460
accccaggte ctgctcaatc cacaatatca ccagaaatct ccacggaaac catcactaga 26520
atttctactc ccctcaccac gacaggatca gcagaaatga ccatcacccc caaaacaggt 26580
cattetgggy catectceaca aggtaccttt accttggaca catcaagcag agectectgg 26640
ccaggaactc actcagctgc aactcacaga tctccacact cagggatgac cactcctatg 26700
agcagaggte ctgaggatgt gtcatggcca agecgeccat cagtggaaaa aactagecet 26760
ccatettece tggtgtettt atcetgcagta acctcacctt cgecacttta ttecacacca 26820
tetgagagta gecacteate tecteteegg gtgacttete tttteaccee tgtcatgatg 26880
aagaccacag acatgttgga cacaagettg gaacctgtga ccactteacce teeccagtatg 26940
aatatcacct cagatgagag tctggccact tctaaagcca ccatggagac agaggcaatt 27000
cagettteag aaaacacage tgtgactcag atgggcacca tcagegetag acaagaatte 27060
tattcctett atccaggect cccagagcca tccaaagtga catcteccagt ggtcacetet 27120
tccaccataa aagacattgt ttctacaacce atacctgett cctetgagat aacaagaatt 27180
gagatggagt caacatccac cctgacccee acaccaaggg agaccagcac ctececcaggag 27240
atccactcag ccacaaagcec aagcactgtt ccttacaagg cactcactag tgecacgatt 27300
gaggactcca tgacacaagt catgtectet agcagaggac ctagecctga tcagtccaca 27360
atgtcacaag acatatccac tgaagtgatc accaggetcet ctacctecce catcaagaca 27420
gaatctacayg aaatgaccat taccacccaa acaggttcte ctggggetac atcaaggggt 27480
acccttacet tggacactte aacaactttt atgtcaggga cccactcaac tgcatctcaa 27540
ggattttcac actcacagat gaccgctctt atgagtagaa ctectggaga tgtgeccatgg 27600
ctaagccatce cctetgtgga agaagccage tcetgectcett tetcactgte ttecacctgte 27660
atgacctcat cttetecegt ttettecaca ttaccagaca gecatccacte ttettegett 27720
cctgtgacat cacttectcac ctcagggetg gtgaagacca cagagcetgtt gggcacaage 27780
tcagaacctg aaaccagttc acccccaaat ttgagcagca cctcagetga aatactggee 27840
atcactgaag tcactacaga tacagagaaa ctggagatga ccaatgtggt aacctcaggt 27900
tatacacatg aatctecectte ctetgtecta getgactcag tgacaacaaa ggeccacatcet 27960

tcaatgggta tcacctaccce cacaggagat acaaatgttce tcacatcaac ccctgectte 28020
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tctgacacca gtaggattca aacaaagtca aagctctcac tgactcctgg gttgatggag 28080
accagcatct ctgaagagac cagctctgcc acagaaaaaa gcactgtcct ttctagtgtg 28140
cccactggtg ctactactga ggtctccagg acagaagcca tctcttcetag cagaacatcc 28200
atcccaggce ctgctcaatc cacaatgtca tcagacacct ccatggaaac catcactaga 28260
atttctacce ccctcacaag gaaagaatca acagacatgg ccatcacccc caaaacaggt 28320
ccttetgggg ctacctcgeca gggtaccttt accttggact catcaagcac agcctectgg 28380
ccaggaactc actcagctac aactcagaga tttccacagt cagtggtgac aactcctatg 28440
agcagaggtc ctgaggatgt gtcatggcca agcccgectgt ctgtggaaaa aaacagccct 28500
ccatcttecece tggtatcttce atcttcagta acctcacctt cgccacttta ttccacacca 28560
tctgggagta gccactccte tcctgteccct gtcacttcte ttttcacctce tatcatgatg 28620
aaggccacag acatgttgga tgcaagtttg gaacctgaga ccacttcagc tcccaatatg 28680
aatatcacct cagatgagag tctggccgct tctaaagcca ccacggagac agaggcaatt 28740
cacgtttttg aaaatacagc agcgtcccat gtggaaacca ccagtgctac agaggaactc 28800
tattcctett ccccaggett ctcagagcca acaaaagtga tatctccagt ggtcacctet 28860
tectetataa gagacaacat ggtttcecaca acaatgectyg getectetgg cattacaagg 28920
attgagatag agtcaatgtc atctctgacc cctggactga gggagaccag aacctcccag 28980
gacatcacct catccacaga gacaagcact gtectttaca agatgeccte tggtgecact 29040
cetgaggtet ccaggacaga agttatgece tectageagaa catcecattece tggecetget 29100
cagtccacaa tgtcactaga catctecgat gaagttgtcea ccaggetgte tacctetece 29160
atcatgacag aatctgcaga aataaccatce accacccaaa caggttatte tetggetaca 29220
tececcaggtta cecettecctt gggcacctea atgacctttt tgtcagggac ccactcaact 29280
atgtctcaag gactttceaca ctcagagatg accaatetta tgageagggg tectgaaagt 29340
ctgtcatgga cgageccteg ctttgtggaa acaactagat cttectette tcectgacatca 29400
ttacctetea cgacctcact ttetectgtg tectecacat tactagacag tagecectee 29460
tetectette ctgtgactte acttatecte ccaggectgg tgaagactac agaagtgttg 29520
gatacaagct cagagcctaa aaccagttca tcectccaaatt tgagcagcac ctcagttgaa 29580
ataccggcca cctetgaaat catgacagat acagagaaaa ttcatcettce ctcaaacaca 29640
gcggtggeca aagtgaggac ctccagttet gttcatgaat cteattecte tgtectaget 29700
gactcagaaa caaccataac cataccttca atgggtatca cctecegetgt ggacgatace 29760
actgtttteca catcaaatcc tgccttetet gagactagga ggattcecgac agagccaaca 29820
ttctecattga ctectggatt cagggagact agcacctctg aagagaccac ctcaatcaca 29880
gaaacaagty cagtccttta tggagtgcce actagtgcta ctactgaagt ctccatgaca 29940
gaaatcatgt cctctaatag aatacacatc cctgactctyg atcagtccac gatgtcteca 30000
gacatcatca ctgaagtgat caccaggcte tecttectcat ccatgatgtce agaatcaaca 30060
caaatgacca tcaccaccca aaaaagttcet cctggggcta cagcacagag tactcttace 30120
ttggccacaa caacagcccc cttggcaagg acccactcaa ctgttcectece tagattttta 30180
cactcagaga tgacaactct tatgagtagg agtcctgaaa atccatcatg gaagagctcet 30240

ctctttgtgg aaaaaactag ctcttcatct tcetetgttgt ccttacctgt cacgacctca 30300
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ccttectgttt ctteccacatt accgcagagt atcccttcct cctettttte tgtgacttca 30360
ctcctcacce caggcatggt gaagactaca gacacaagca cagaacctgg aaccagttta 30420
tctccaaate tgagtggcac ctcagttgaa atactggctg cctctgaagt caccacagat 30480
acagagaaaa ttcatccttc ttcaagcatg gcagtgacca atgtgggaac caccagttct 30540
ggacatgaac tatattcctc tgtttcaatc cactcggagce catccaaggc tacataccca 30600
gtgggtactc cctcttecat ggctgaaacc tctatttcca catcaatgec tgctaatttt 30660
gagaccacag gatttgaggc tgagccattt tctcatttga cttctggatt taggaagaca 30720
aacatgtcce tggacaccag ctcagtcaca ccaacaaata caccttcttc tcctgggtcecc 30780
actcaccttt tacagagttc caagactgat ttcacctctt ctgcaaaaac atcatcccca 30840
gactggccte cagcctcaca gtatactgaa attccagtgg acataatcac cccctttaat 30900
gcttctecat ctattacgga gtccactggg ataacctect tceccagaatc caggtttact 30960
atgtctgtaa cagaaagtac tcatcatctg agtacagatt tgctgccttc agctgagact 31020
atttccactg gcacagtgat gccttctcta tcagaggcca tgacttcatt tgccaccact 31080
ggagttccac gagccatctc aggttcaggt agtccattct ctaggacaga gtcaggccct 31140
ggggatgeta ctetgtecac cattgcagag agectgectt catccactece tgtgecatte 31200
tcctettecaa ccttecactac cactgattcet tcaaccatcc cagccctcca tgagataact 31260
tectetteag ctacceecata tagagtggac accagtettyg ggacagagag cagcactact 31320
gaaggacgct tggttatggt cagtactttyg gacacttcaa gcecaaccagyg caggacatet 31380
tcatcaccca ttttggatac cagaatgaca gagagegttyg agetgggaac agtgacaagt 31440
gettatcaag ttectteact ctecaacacgyg ttgacaagaa ctgatggeat tatggaacac 31500
atcacaaaaa tacccaatga agcagcacac agaggtacca taagaccagt caaaggecct 31560
cagacatcca cttegectge cagtectaaa ggactacaca caggagggac aaaaagaatg 31620
gagaccacca ccacagcetcet gaagaccacce accacagcte tgaagaccac ttccagagec 31680
accttgacca ccagtgtcta tactcccact ttgggaacac tgactcecct caatgcatca 31740
atgcaaatgg ccagcacaat ccccacagaa atgatgatca caaccccata tgttttecet 31800
gatgttccag aaacgacatce ctcattgget accagectgg gagcagaaac cagcacaget 31860
cttececcagga caaccecate tgttttcaat agagaatcag agaccacage ctecactggte 31920
tetegttetyg gggcagagag aagtccggtt attcaaacte tagatgttte ttetagtgag 31980
ccagatacaa cagcttcatg ggttatccat cctgcagaga ccatcccaac tgtttceccaag 32040
acaacccecca attttttcca cagtgaatta gacactgtat cttccacage caccagtcat 32100
ggggcagacy tcagctcage cattccaaca aatatctcac ctagtgaact agatgcactg 32160
accccactgg tcactattte ggggacagat actagtacaa cattecccaac actgactaag 32220
tececcacatyg aaacagagac aagaaccaca tggctcacte atectgeaga gaccagetca 32280
actattccca gaacaatccec caatttttet catcatgaat cagatgeccac accttcaata 32340
gccaccagte ctggggcaga aaccagttca getattccaa ttatgactgt ctcacctggt 32400
gcagaagatc tggtgaccte acaggtcact agttctggga cagacagaaa tatgactatt 32460
ccaactttga ctetttetec tggtgaacca aagacgatag cctcattagt cacccatcct 32520

gaagcacaga caagttcggce cattccaact tcaactatcet cgectgetgt atcacggttg 32580
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gtgacctcaa tggtcaccag tttggcggca aagacaagta caactaatcg agctctgaca 32640
aactcccctg gtgaaccagce tacaacagtt tcattggtca cgcatcctgc acagaccage 32700
ccaacagttc cctggacaac ttccattttt ttccatagta aatcagacac cacaccttca 32760
atgaccacca gtcatggggc agaatccagt tcagctgttc caactccaac tgtttcaact 32820
gaggtaccag gagtagtgac ccctttggtc accagttcta gggcagtgat cagtacaact 32880
attccaattc tgactctttc tcctggtgaa ccagagacca caccttcaat ggccaccagt 32940
catggggaag aagccagttc tgctattcca actccaactg tttcacctgg ggtaccagga 33000
gtggtgacct ctctggtcac tagttctagg gcagtgacta gtacaactat tccaattctg 33060
actttttcete ttggtgaacc agagaccaca ccttcaatgg ccaccagtca tgggacagaa 33120
gctggctcag ctgttccaac tgttttacct gaggtaccag gaatggtgac ctctectggtt 33180
gctagttcta gggcagtaac cagtacaact cttccaactc tgactctttc tcctggtgaa 33240
ccagagacca caccttcaat ggccaccagt catggggcag aagccagctc aactgttcca 33300
actgtttcac ctgaggtacc aggagtggtg acctctctgg tcactagttc tagtggagta 33360
aacagtacaa gtattccaac tctgattctt tctectggtg aactagaaac cacaccttca 33420
atggccacca gtcatgggge agaagcecage tcagetgtte caactecaac tgttteacet 33480
ggggtatcag gagtggtgac ccctctggtc actagttcca gggcagtgac cagtacaact 33540
attccaatte taactettte ttetagtgag ccagagacca cacctteaat ggecaccagt 33600
catggggtag aagccagete agetgtteta actgtttcac ctgaggtace aggaatggtg 33660
acctetetgy tcactagtte tagagcagta accagtacaa ctattecaac tetgactatt 33720
tettetgatyg aaccagagac cacaacttcea ttggtecaccee attcetgagge aaagatgatt 33780
tcagccatte caactttage tgtctccccet actgtacaag ggctggtgac ttcactggte 33840
actagttetyg ggtcagagac cagtgegttt tcaaatctaa ctgttgecte aagtcaacca 33900
gagaccatag actcatgggt cgctcatcet gggacagaag caagttetgt tgtteccaact 33960
ttgactgtet ccactggtga gccegtttaca aatatctcat tggtcaccca tcecectgcagag 34020
agtagctcaa ctetteccag gacaacctceca aggttttceee acagtgaatt agacactatg 34080
ccttectacag tcaccagtece tgaggcagaa tccagetcag ccatttcaac aactatttca 34140
cctggtatac caggtgtget gacatcactg gtcactaget ctgggagaga catcagtgca 34200
acttttccaa cagtgectga gtccccacat gaatcagagg caacagectce atgggttact 34260
catcectgecag tcaccagcac aacagttecce aggacaaccce ctaattatte tcatagtgaa 34320
ccagacacca caccatcaat agccaccagt cctggggcag aagccacttce agatttteca 34380
acaataactg tctcacctga tgtaccagat atggtaacct cacaggtcac tagttctggg 34440
acagacacca gtataactat tccaactectg actctttett ctggtgagec agagaccaca 34500
acctcattta tcacctatte tgagacacac acaagttcag ccattccaac tctceetgte 34560
tecceoetggtyg catcaaagat gectgacctca ctggtcatca gttetgggac agacagcact 34620
acaactttcce caacactgac ggagacccca tatgaaccag agacaacagce catacagctce 34680
attcatcectg cagagaccaa cacaatggtt cccaggacaa ctcccaagtt ttcccatagt 34740
aagtcagaca ccacactccec agtagccate accagtectg ggccagaage cagttcaget 34800

gtttcaacga caactatcte acctgatatg tcagatctgyg tgacctcact ggtccctagt 34860
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tctgggacag acaccagtac aaccttccca acattgagtg agaccccata tgaaccagag 34920
actacagcca cgtggctcac tcatcctgca gaaaccagca caacggtttc tgggacaatt 34980
cccaactttt cccatagggg atcagacact gcaccctcaa tggtcaccag tcctggagta 35040
gacacgaggt caggtgttcc aactacaacc atcccaccca gtataccagg ggtagtgacc 35100
tcacaggtca ctagttctgc aacagacact agtacagcta ttccaacttt gactccttet 35160
cctggtgaac cagagaccac agcctcatca gctacccatc ctgggacaca gactggettce 35220
actgttccaa ttcggactgt tccctctagt gagccagata caatggettc ctgggtcact 35280
catcctccac agaccagcac acctgtttcc agaacaacct ccagtttttc ccatagtagt 35340
ccagatgcca cacctgtaat ggccaccagt cctaggacag aagccagttc agctgtactg 35400
acaacaatct cacctggtgc accagagatg gtgacttcac agatcactag ttctggggca 35460
gcaaccagta caactgttcc aactttgact cattctcctg gtatgccaga gaccacagec 35520
ttattgagca cccatcccag aacagagaca agtaaaacat ttcctgettc aactgtgttt 35580
cctcaagtat cagagaccac agcctcactc accattagac ctggtgcaga gactagcaca 35640
gctctceccaa ctcagacaac atcctctcte ttcaccctac ttgtaactgg aaccagcaga 35700
gttgatctaa gtecaactge ttcacctggt gtttetgeaa aaacagecee actttecace 35760
catccaggga cagaaaccag cacaatgatt ccaacttcaa ctctttccct tggtttacta 35820
gagactacag gettactgge caccagetet tcagcagaga ccagcacgag tactetaact 35880
ctgactgttt ccectgetgt ctetgggett tecagtgecet ctataacaac tgataagece 35940
caaactgtga cctectggaa cacagaaace tcaccatctg taactteagt tggacceccca 36000
gaatttteca ggactgtecac aggcaccact atgaccttga taccatcaga gatgecaaca 36060
ccacctaaaa ccagtcatgg agaaggagtg agtccaacca ctatcettgag aactacaatg 36120
gttgaageca ctaatttage taccacaggt tecagtcecca ctgtggecaa gacaacaace 36180
accttcaata cactggcetgg aagcctettt actectetga ccacacctgg gatgtecace 36240
ttggectetyg agagtgtgac ctcaagaaca agttataacc atcggtectg gatctecace 36300
accagcagtt ataaccgteg gtactggacce cctgeccacca gcactccagt gacttctaca 36360
ttctecocecag ggatttecac atcctecate cccagetcca cagcagecac agtcccatte 36420
atggtgccat tcaccctcaa cttcaccate accaacctge agtacgagga ggacatgegg 36480
caccetggtt ccaggaagtt caacgccaca gagagagaac tgcagggtcet gectcaaacce 36540
ttgttcagga atagcagtcet ggaatacctce tattcagget gcagactage ctcactcagg 36600
ccagagaagg atagctcage cacggcagtg gatgccatcet gcacacatceg ccectgaccet 36660
gaagaccteyg gactggacag agagcgactg tactgggage tgagcaatet gacaaatgge 36720
atccaggagce tgggecccta caccctggac cggaacagte tctatgtcaa tggtttcace 36780
catcgaaget ctatgeccac caccagecact cctgggaccet ccacagtgga tgtgggaacce 36840
tcagggactce catcctecag cececcagecce acgactgetg gecctcetect gatgeegtte 36900
accctcaact tcaccatcac caacctgcag tacgaggagg acatgcegteg cactggetcece 36960
aggaagttca acaccatgga gagtgtcectg cagggtcectge tcaagcectt gttcaagaac 37020
accagtgttg gecectetgta ctetggetge agattgacct tgetcaggece cgagaaagat 37080

ggggcagcca ctggagtgga tgccatctge acccaccgece ttgaccccaa aageccctgga 37140
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ctcaacaggg agcagctgta ctgggagcta agcaaactga ccaatgacat tgaagagctg 37200
ggcccctaca ccctggacag gaacagtctce tatgtcaatg gtttcaccca tcagagctet 37260
gtgtccacca ccagcactcc tgggacctcc acagtggatc tcagaacctc agggactcca 37320
tecteectet ccagecccac aattatgget getggeecte tectggtacce attcacccte 37380
aacttcacca tcaccaacct gcagtatggg gaggacatgg gtcaccctgg ctccaggaag 37440
ttcaacacca cagagagggt cctgcagggt ctgcttggtc ccatattcaa gaacaccagt 37500
gttggcecte tgtactetgg ctgcagactg acctctcteca ggtctgagaa ggatggagca 37560
gccactggag tggatgccat ctgcatccat catcttgacc ccaaaagccc tggactcaac 37620
agagagcggc tgtactggga gctgagccaa ctgaccaatg gcatcaaaga gctgggcccce 37680
tacaccctgg acaggaacag tctctatgtc aatggtttca cccatcggac ctectgtgecce 37740
accagcagca ctcctgggac ctccacagtg gaccttggaa cctcagggac tccattctcecc 37800
ctcccaagee ccgcaactge tggccctcte ctggtgetgt tcaccctcaa cttcaccatc 37860
accaacctga agtatgagga ggacatgcat cgccctggct ccaggaagtt caacaccact 37920
gagagggtcc tgcagactct gecttggtcct atgttcaaga acaccagtgt tggeccttetg 37980
tactetgget gcagactgac cttgetecagg tecgagaagyg atggageage cactggagtg 38040
gatgccatct gcacccaccg tcttgaccece aaaagccctg gagtggacag ggagcagcta 38100
tactgggage tgagecaget gaccaatgge atcaaagage tgggececta caccctggac 38160
aggaacagte tctatgtcaa tggtttcace cattggatee ctgtgeccac cagcageact 38220
cetgggacet ccacagtgga ccttgggtea gggactecat cctecctecee cagececaca 38280
actgetggee ctetectggt gecegtteace ctceaacttea ccatcaccaa cctgaagtac 38340
gaggaggaca tgcattgcee tggctcecagg aagttcaaca ccacagagag agtcctgcag 38400
agtetgettyg gteccatgtt caagaacace agtgttggee ctetgtacte tggetgeaga 38460
ctgaccttge tcaggtcecga gaaggatgga gcagccactg gagtggatge catctgecace 38520
caccgtettyg accccaaaag ccctggagtg gacagggage agctatactg ggagetgage 38580
cagctgacca atggcatcaa agagetgggt ccctacacce tggacagaaa cagtctcetat 38640
gtcaatggtt tcacccatca gacctetgeg cccaacacca gcactectgg gacctecaca 38700
gtggaccttyg ggacctecagg gactccecatece teecctececea geectacate tgetggeeet 38760
cteetggtge cattcaccet caacttcace atcaccaace tgcagtacga ggaggacatg 38820
catcacccag gcteccaggaa gttcaacace acggageggg tcctgcaggg tetgettggt 38880
cccatgttea agaacaccag tgteggectt ctgtactctg getgecagact gaccttgete 38940
aggcctgaga agaatggggce ageccactgga atggatgcca tetgecageca cecgtettgac 39000
cccaaaagcece ctggactcaa cagagagcag ctgtactggg agetgageca getgacccat 39060
ggcatcaaag agctgggecce ctacaccctyg gacaggaaca gtetectatgt caatggttte 39120
acccatecgga getetgtgge ccccaccage actcectggga cctecacagt ggaccttggg 39180
acctcaggga ctecatecte ccteecccage cccacaacag ctgttectet cectggtgecg 39240
ttcaccctca actttaccat caccaatctg cagtatgggg aggacatgeg tcaccctgge 39300
tccaggaagt tcaacaccac agagagggtce ctgcagggte tgettggtee cttgttcaag 39360

aactccagtg tcggecctcet gtactcetgge tgcagactga tcetetctcag gtectgagaag 39420
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gatggggcag ccactggagt ggatgccatc tgcacccacc accttaaccc tcaaagccct 39480
ggactggaca gggagcagct gtactggcag ctgagccaga tgaccaatgg catcaaagag 39540
ctgggcccct acaccctgga ccggaacagt ctctacgtca atggtttcac ccatcggage 39600
tctgggctca ccaccagcac tccttggact tccacagttg accttggaac ctcagggact 39660
ccatccceeg tccccagecece cacaaccacce ggccctectee tggtgecatt cacactcaac 39720
ttcaccatca ctaacctaca gtatgaggag aacatgggtc accctggctc caggaagttc 39780
aacatcacgg agagtgttct gcagggtctg ctcaagccct tgttcaagag caccagtgtt 39840
ggccctetgt attctggetg cagactgacc ttgctcagge ctgagaagga tggagtagecc 39900
accagagtgg acgccatctg cacccaccgce cctgacccca aaatccctgg gctagacaga 39960
cagcagctat actgggagct gagccagctg acccacagca tcactgagct gggaccctac 40020
accctggata gggacagtct ctatgtcaat ggtttcaccc agcggagctc tgtgcccacc 40080
accagcactc ctgggacttt cacagtacag ccggaaacct ctgagactcc atcatccctce 40140
cctggcccca cageccactgg ccctgtectg ctgccattca ccctcaattt taccatcact 40200
aacctgcagt atgaggagga catgcgtcgce cctggctcca ggaagttcaa caccacggag 40260
agggteocette agggtetget tatgecettg tteaagaaca ccagtgtcag ctetetgtac 40320
tctggttgeca gactgacctt gctcaggcct gagaaggatg gggcagccac cagagtggat 40380
getgtetgea cecategtee tgacccecaaa agecctggace tggacagaga geggetgtac 40440
tggaagcetga gecagetgace ccacggeate actgagetgg geccctacac cctggacagg 40500
cacagtetet atgtcaatgg tttecacccat cagagetcta tgacgaccac cagaacteet 40560
gataccteca caatgcaccet ggecaaccteg agaactcecayg ccteectgte tggacccatyg 40620
accgecagee ctetectggt getattcaca attaacttca ccatcactaa cctgeggtat 40680
gaggagaaca tgcatcacce tggcetcetaga aagtttaaca ccacggagag agtecttcecag 40740
ggtctgetca ggectgtgtt caagaacacce agtgttggece ctetgtacte tggetgcaga 40800
ctgaccttge tcaggeccaa gaaggatggg gcagccacca aagtggatge catctgecace 40860
taccgeceetyg atcccaaaag ccctggactg gacagagage agctatactg ggagetgage 40920
cagctgacce acagecatcac tgagetggge ccctacaccee tggacaggga cagtctetat 40980
gtcaatggtt tcacacagcg gagctetgtyg cccaccacta gecattectgg gaccecccaca 41040
gtggacctgg gaacatctgg gactccagtt tctaaacctyg gtecctegge tgecagecet 41100
ctccoctggtge tattcactet caacttcacce atcaccaacce tgeggtatga ggagaacatg 41160
cagcacccetyg gctecaggaa gttcaacacce acggagaggg tecttcaggg cctgetcagg 41220
tececctgttca agagcaccag tgttggeect ctgtactctg getgecagact gactttgete 41280
aggcctgaaa aggatgggac ageccactgga gtggatgcca tetgecaccca ccaccctgac 41340
cccaaaagece ctaggetgga cagagagcag ctgtattggg agetgagceca gectgacccac 41400
aatatcactg agctgggecec ctatgecetg gacaacgaca gectetttgt caatggttte 41460
actcatcgga getetgtgte caccaccage actcectggga cccccacagt gtatctggga 41520
gcatctaaga ctccagecte gatatttgge ccttcagetyg ccagecatet cctgatacta 41580
ttcacccetca acttecaccat cactaacctg cggtatgagg agaacatgtg gectggetcece 41640

aggaagttca acactacaga gagggtcctt cagggcctgce taaggcectt gttcaagaac 41700
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accagtgttg gccctectgta ctctggectge aggctgacct tgctcaggcc agagaaagat 41760
ggggaagcca ccggagtgga tgccatctge acccaccgec ctgaccccac aggccctggg 41820
ctggacagag agcagctgta tttggagctg agccagctga cccacagcat cactgagctg 41880
ggcccctaca cactggacag ggacagtctce tatgtcaatg gtttcaccca tcggagctet 41940
gtacccacca ccagcaccgg ggtggtcagc gaggagccat tcacactgaa cttcaccatc 42000
aacaacctgc gctacatggc ggacatgggc caacccggct ccctcaagtt caacatcaca 42060
gacaacgtca tgcagcacct gctcagtcct ttgttccaga ggagcagecct gggtgcacgg 42120
tacacaggct gcagggtcat cgcactaagg tctgtgaaga acggtgctga gacacgggtg 42180
gacctcctcet gecacctacct gcagccecte agecggcccag gtctgcectat caagcaggtg 42240
ttccatgage tgagccagca gacccatgge atcacccgge tgggccecta ctectctggac 42300
aaagacagcc tctaccttaa cggttacaat gaacctggtc cagatgagcc tcctacaact 42360
cccaagccag ccaccacatt cctgectcct ctgtcagaag ccacaacagc catggggtac 42420
cacctgaaga ccctcacact caacttcacc atctccaatc tccagtattc accagatatg 42480
ggcaagggct cagctacatt caactccacc gagggggtcce ttcagcacct gctcagaccc 42540
ttgttecaga agageagcat gggeccctte tacttgggtt gecaactgat ctecctecagg 42600
cctgagaagg atggggcagc cactggtgtg gacaccacct gcacctacca ccctgaccct 42660
gtgggeeeceyg ggetggacat acagcagett tactgggage tgagtcaget gacccatggt 42720
gtcacccaace tgggetteta tgtectggac agggatagece tcetteatcaa tggetatgea 42780
ceccagaatt tatcaatceg gggegagtac cagataaatt tcecacattgt caactggaac 42840
ctecagtaate cagacccecac atcctcagag tacatcaccee tgetgaggga catccaggac 42900
aaggtcacca cactctacaa aggcagtcaa ctacatgaca cattcececgett ctgecetggte 42960
accaacttga cgatggacte cgtgttggte actgtcaagg cattgttete ctecaatttg 43020
gaccceccagece tggtggagca agtcttteta gataagacece tgaatgecte attccattgg 43080
ctgggcteca cctaccagtt ggtggacatce catgtgacag aaatggagtce atcagtttat 43140
caaccaacaa gcagctccag cacccagcac ttctacctga atttcaccat caccaaccta 43200
ccatattece aggacaaagce ccagceccagge accaccaatt accagaggaa caaaaggaat 43260
attgaggatg cgctcaacca actctteccga aacagcagca tcaagagtta tttttetgac 43320
tgtcaagttt caacattcag gtctgtccee aacaggecace acaceggggt ggacteectg 43380
tgtaacttct cgccactgge tcggagagta gacagagttg ccatctatga ggaatttetg 43440
cggatgacee ggaatggtac ccagetgcag aacttcacce tggacaggag cagtgtectt 43500
gtggatgggt attctceccaa cagaaatgag cccttaactyg ggaattetga cctteeectte 43560
tgggctgtca tectecategg cttggcagga ctectgggag tcatcacatg cctgatcetge 43620
ggtgtcetgyg tgaccacceyg ccggcggaayg aaggaaggag aatacaacgt ccagcaacag 43680
tgcccagget actaccagte acacctagac ctggaggatce tgcaatgact ggaacttgece 43740
ggtgcctggy gtgectttee cccagecagg gtccaaagaa gettggetgg ggcagaaata 43800
aaccatattg gtcgga 43816

<210> SEQ ID NO 59
<211> LENGTH: 267
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<212> TYPE: PRT
<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 59

Met Arg Leu Thr Val Leu Cys Ala Val Cys Leu Leu Pro Gly Ser Leu
1 5 10 15

Ala Leu Pro Leu Pro Gln Glu Ala Gly Gly Met Ser Glu Leu Gln Trp
20 25 30

Glu Gln Ala Gln Asp Tyr Leu Lys Arg Phe Tyr Leu Tyr Asp Ser CGlu
35 40 45

Thr Lys Asn Ala Asn Ser Leu Glu Ala Lys Leu Lys Glu Met Gln Lys
50 55 60

Phe Phe Gly Leu Pro Ile Thr Gly Met Leu Asn Ser Arg Val Ile Glu
65 70 75 80

Ile Met Gln Lys Pro Arg Cys Gly Val Pro Asp Val Ala Glu Tyr Ser
85 90 85

Leu Phe Pro Asn Ser Pro Lys Trp Thr Ser Lys Val Val Thr Tyr Arg
100 105 110

Ile Val Ser Tyr Thr Arg Asp Leu Pro Hig Ile Thr Val Asp Arg Leu
115 120 125

Val Ser Lys Ala Leu Asn Met Trp Gly Lys Glu Ile Pro Leu His Phe
130 135 140

Arg Lys Val Val Trp Gly Thr Ala Asp Ile Met Ile Gly Phe Ala Arg
145 150 155 160

Gly Ala His Gly Asp Ser Tyr Pro Phe Asp Gly Pro Gly Asn Thr Leu
165 170 175

Ala His Ala Phe Ala Pro Gly Thr Gly Leu Gly Gly Asp Ala His Phe
180 185 190

Asp Glu Asp Glu Arg Trp Thr Asp Gly Ser Ser Leu Gly Ile Asn Phe
195 200 205

Leu Tyr Ala Ala Thr His Glu Leu Gly His Ser Leu Gly Met Gly His
210 215 220

Ser Ser Asp Pro Asn Ala Val Met Tyr Pro Thr Tyr Gly Asn Gly 2Asp
225 230 235 240

Pro Gln Asn Phe Lys Leu Ser Gln Asp Asp Ile Lys Gly Ile Gln Lys
245 250 255

Leu Tyr Gly Lys Arg Ser Asn Ser Arg Lys Lys
260 265

<210> SEQ ID NO 60

<211> LENGTH: 1147

<212> TYPE: DNA

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 60

accaaatcaa ccataggtec aagaacaatt gtetetggac ggeagetatyg cgactecaceyg 60
tgetgtgtge tgtgtgecty ctgectggea gectggecet gecegetgect caggaggegy 120
gaggcatgag tgagctacag tgggaacagg ctcaggacta tctcaagaga ttttatctet 180
atgactcaga aacaaaaaat gccaacagtt tagaagecaa actcaaggayg atgcaaaaat 240

tetttggect acctataact ggaatgttaa actcccegegt catagaaata atgcagaage 300

ccagatgtgg agtgccagat gttgcagaat actcactatt tccaaatage ccaaaatgga 360
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cttccaaagt ggtcacctac aggatcgtat catatactcg agacttaccg catattacag 420
tggatcgatt agtgtcaaag gctttaaaca tgtggggcaa agagatcccce ctgcatttca 480
ggaaagttgt atggggaact gctgacatca tgattggctt tgegcgagga gctcatgggg 540
actcctacce atttgatggg ccaggaaaca cgctggctca tgcctttgeg cctgggacag 600
gtctcecggagyg agatgctcac ttcgatgagg atgaacgctyg gacggatggt agcagtctag 660

ggattaactt cctgtatget gcaactcatg aacttggcca ttetttgggt atgggacatt 720

cctetgatcee taatgcagtg atgtatccaa cctatggaaa tggagatccce caaaatttta 780
aactttcecca ggatgatatt aaaggcattc agaaactata tggaaagaga agtaattcaa 840
gaaagaaata gaaacttcag gcagaacatc cattcattca ttcattggat tgtatatcat 900
tgttgcacaa tcagaattga taagcactgt tcctccacte catttagcaa ttatgtcacc 960

cttttttatt gcagttggtt tttgaatgtc tttcactcct tttaaggata aactccttta 1020
tggtgtgact gtgtcttatt catctatact tgcagtgggt agatgtcaat aaatgttaca 1080
tacacaaata aataaaatgt ttattccatg gtaaatttaa aaaaaaaaaa aaaaaaaaaa 1140
aaaaaaa 1147
<210> SEQ ID NO 61

<211> LENGTH: 227

<212> TYPE: PRT

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 61

Met Asn Ile Lys Gly Ser Pro Trp Lys Gly Ser Leu Leu Leu Leu Leu
1 5 10 15

Val Ser Asn Leu Leu Leu Cys Gln Ser Val Ala Pro Leu Pro Ile Cys
20 25 30

Pro Gly Gly Ala Ala Arg Cys Gln Val Thr Leu Arg Asp Leu Phe Asp
35 40 45

Arg Ala Val Val Leu Ser His Tyr Ile His Asn Leu Ser Ser Glu Met
50 55 60

Phe Ser Glu Phe Asp Lys Arg Tyr Thr His Gly Arg Gly Phe Ile Thr
65 70 75 80

Lys Ala Ile Asn Ser Cys His Thr Ser Ser Leu Ala Thr Pro Glu Asp
85 90 85

Lys Glu Gln Ala Gln Gln Met Asn Gln Lys Asp Phe Leu Ser Leu Ile
100 105 110

Val Ser Ile Leu Arg Ser Trp Asn Glu Pro Leu Tyr Hisg Leu Val Thr
115 120 125

Glu Val Arg Gly Met Gln Glu Ala Pro Glu Ala Ile Leu Ser Lys Ala
130 135 140

Val Glu Ile Glu Glu Gln Thr Lys Arg Leu Leu Glu Gly Met Glu Leu
145 150 155 160

Ile Val Ser Gln Val His Pro Glu Thr Lys Glu Asn Glu Ile Tyr Pro
165 170 175

Val Trp Ser Gly Leu Pro Ser Leu Gln Met Ala Asp Glu Glu Ser Arg
180 185 190

Leu Ser Ala Tyr Tyr Asn Leu Leu His Cys Leu Arg Arg Asp Ser His
195 200 205

Lys Ile Asp Asn Tyr Leu Lys Leu Leu Lys Cys Arg Ile Ile His 2Asn
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210 215 220
Asn Asn Cys
225
<210> SEQ ID NO 62
<211> LENGTH: 1388
<212> TYPE: DNA
<213> ORGANISM: Homo sapiens
<400> SEQUENCE: 62
gggatcctta ttctatatet cttggtattt agtgtaaaaa ttttaaaatc tttacctage 60
aatcttgagg aagaaacttg ataactgata atacatgaga ttgttaccta agtgaaatat 120
aatcctatat attcaacaaa ctttagagaa ataagataaa ttttaaagta aatgacttct 180
gtagttttat agatcctcca aaccaatcta gtctcagate tcaccttcat catttcetete 240
atttcctttt ggectaatta atcaaaatcc ttcctagaat gttcatttct ggccagtatg 300
tcttectgaa tatgaataag aaataaaata ccatttgatg tttgaaatta tgggggtaat 360
ctcaatgacg gaaatagatg accaggaaaa gggaaacgaa tgcctgattc attatattca 420
tgaagatatc aaaggtttat aaagccaata tctgggaaag agaaaaccgt gagacttcca 480
gatcttetet ggtgaagtgt gtttectgea acgatcacga acatgaacat caaaggateg 540
ccatggaaag ggtcecctect getgetgetg gtgtcaaace tgctectgtg ccagagegtyg 600
geceecttge ccatetgtee cggegggget gecegatgee aggtgacceet tegagaccety 660
tttgaccgeyg cegtegteet gteccactac atecataace tetecteaga aatgtteage 720
gaattcgata aacggtatac ccatggecgg gggtteatta ccaaggecat caacagetyge 780
cacacttett ccettgecac ccecgaagac aaggagcaag cccaacagat gaatcaaaaa 840
gactttctga gectgatagt cagcatattg cgatectgga atgagectet gtatcatetg 900
gtcacggaag tacgtggtat gcaagaagee ccggaggeta tcectatecaa agetgtagag 960
attgaggagc aaaccaaacg gcttctagag ggcatggage tgatagtcag ccaggtteat 1020
cctgaaacca aagaaaatga gatctacccet gtcetggtegg gacttecate cctgecagatg 1080
gctgatgaag agtctegect ttetgettat tataacctge tcecactgeet acgecagggat 1140
tcacataaaa tcgacaatta tctcaagete ctgaagtgee gaatcatcca caacaacaac 1200
tgctaagceece acatccattt catctattte tgagaaggte cttaatgate cgttcecattg 1260
caagcttett ttagttgtat ctettttgaa tccatgettg ggtgtaacag gtctectett 1320
aaaaaataaa aactgactcc ttagagacat caaaatccaa aaaaaaaaaa agaaaaaaaa 1380
aaaaaaaa 1388

<210> SEQ ID NO 63
<211> LENGTH: 132

<212> TYPE:

PRT

<213> ORGANISM: Homo sapiens

<400> SEQUENCE: 63

Met Lys Ser Ser Gly Leu Phe Pro Phe Leu Val Leu Leu Ala Leu Gly

1

5

10

15

Thr Leu Ala Pro Trp Ala Val Glu Gly Ser Gly Lys Ser Phe Lys 2la

20

25

30

Gly Val Cys Pro Pro Lys Lys Ser Ala Gln Cys Leu Arg Tyr Lys Lys
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35 40 45
Glu

50

Pro Cys Gln Ser Asp Trp Gln Cys Pro Gly Lys

60

Lys

Pro Thr Leu Val

65

Asp Gly Ile

70

Lys Cys Asp Pro

75

Asp

Thr Pro Val

90

Pro Arg Arg Lys Pro Thr

85

Gly Lys Cys Tyr

Met Asn Pro Pro Asn Phe Glu Met

100

Leu Leu Cys

105

Asp Gly

Met Ser

125

Leu
115

Arg Asp Lys Cys Cys Met Gly

120

Cys Gly Lys

Val
130

Pro Lys Ala

<210>
<211>
<212>
<213>

SEQ ID NO 64

LENGTH: 598

TYPE: DNA

ORGANISM: Homo sapiens

<400> SEQUENCE: 64

cagagtcact cctgectteca ccatgaagte cagecggecte

tgccctyggga actetggeae cttgggetygt ggaaggetet

agtcetgtect cctaagaaat ctgeccagtg cettagatac

tgactggeag tgtccaggga agaagagatg ttgtectgac

ggateetgtt gacaccecaa acccaacaag

gaggaagecet

tggccaatygt ttgatgetta acccccccaa tttetgtgay

tgacttgaag tgttgcatgyg geatgtgtyg gaaatcetge

attcctygeca tatggaggag getetggagt cetgetetgt

cctgagactt ggetecacca ctgatatect

cetttgggga

ctttcaagaa atcaatgaat aaataaacga

gtgecagtty

Arg

Thr

Gly

Gln

110

Cys

tteccecttece
ggaaagtect
aagaaacctyg
acttgtggea
gggaagtgee
atggatggee
gttteceety
gtggtecagy

aaggettgge

geetatttet

Cys Cys

Asn
80

Pro

Gln
95

Cys

Cys Lys

Val Ser

tggtgctget 60

tcaaagetgg 120

agtgecagag 180

tcaaatgecet 240

cagtgactta 300

agtgcaageg 360
tgaaagettyg 420
teetttecac 480

acacagcagg 540

ctttgcac 598

That which is claimed:

1. A single-step screening method for identifying patients
with an increased likelihood of having ovarian cancer, the
method comprising detecting the expression level of three
biomarker proteins in a body sample, wherein the biomarker
proteins are HE4, CA125, and glycodelin, and wherein over-
expression of at least one of the biomarker proteins is indica-
tive of the patient having an increased likelihood of having
ovarian cancet.

2. The method of claim 1, wherein the body sample is a
blood or serum sample.

3. The method of claim 1, wherein the expression level of
each of the three biomarker proteins is compared to the
expression level of each of the three biomarker proteins in a
normal patient population.

4. The method of claim 1, wherein expression of the three
biomarker proteins is detected using at least one antibody that
specifically binds to HE4, at least one antibody that specifi-
cally binds to CA 125, and at least one antibody that specifi-
cally binds to glycodelin.

5. The method of claim 4, wherein expression of the three
biomarker proteins is detected using an ELISA format or a
multiplex bead-based immunoassay.

6. The method of claim 1, wherein the screening method is
performed in an automated, semi-automated, or manual fash-
ion.

7. The method of claim 1, wherein the method is used to
detect early-stage ovarian cancer.

8. The method of claim 1, wherein the patients screened in
accordance with the method of claim 1 are asymptomatic and
have a family history of ovarian cancer or clinical risk factors
indicating a high-risk for developing ovarian cancer.

9. The method of claim 1, wherein the screening method is
performed in a population of post-menopausal female
patients.

10. The method of claim 1, wherein patients identified as
having an increased likelihood of having ovarian cancer are
further subjected to additional diagnostic testing to determine
if the patient has ovarian cancer, wherein the additional diag-
nostic testing is selected from the group consisting of pelvic
examination, transvaginal ultrasound, CT scan, MRI, laparo-
tomy, laparoscopy, and tissue sample biopsy.

11. The method of claim 10, wherein patients identified as
having an increased likelihood of having ovarian cancer that
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are determined not to currently have ovarian cancer are fur- 13. The method of claim 1, wherein the specificity of the
ther monitored on a regular basis for the development of  screening method for identifying patients with an increased
ovarian cancer. likelihood of having ovarian cancer is at least 75%.

12. The method of claim 1, wherein the sensitivity of the
screening method for identifying patients with an increased
likelihood of having ovarian cancer is at least 80%. BoOR Ok kK



THMBW(EF)

RE(EFR)AGE)

HAT R E(ZFRR)AGE)

RATEESAMEENTRMEMNEENST EREASY

US20090068690A1 K (2E)R

US12/261205

TRIPATH IMAGING , INC.

TRIPATH IMAGING , INC.

patsnap

2009-03-12

2008-10-30

N

50

L B e A A A B B

TrTYT 1
L EDF LH oL =

(¥R &8 A FISCHER TIMOTHY J
MALINOWSKI DOUGLAS P
HE QIN
WHITEHEAD CLARK M
CHEEK ROBERT L
GROELKE JOHN W
REAA FISCHER, TIMOTHY J.
MALINOWSKI, DOUGLAS P.
HE, QIN
WHITEHEAD, CLARK M.
CHEEK, ROBERT L.
GROELKE, JOHN W.
IPCHES C12Q1/02 C12Q1/00 A61B5/00 A61B5/055 A61B10/00 GO1N33/53
CPCH %S GO01N33/57449
LR 60/762760 2006-01-27 US
SNEBEEEE Espacenet  USPTO
HEGER) ROC Cuve For MM Datz
Dveal Sargh
RETRATEESAPEEN TEIG MM BENIFILET E, LK%
BRENERRHRSTEMTENORS | HpEWHEN0TRATE =0, | rpmm———
REMEBO TR, FETET NS —SBEFRS D, BN £ e !
WENFSNEEERNEER , 25105 X ONAS H/ARERZH = T
B KRR BRIA | R MRT  MEERKRERE | SEA z o -
MEHAERONG. ERRBN—LHE , EREDFSDERER gl -
HEEARAFRNEMTEMH RS | RERRBEEARIELBK % |
FRNEMFEDORE. R —SNF 7 ATFRUBEQINEEY 4 f’ | !
Fik. #—SRET AT RBERP S EHIRTE. o | :
|
EE |
&

etpeciity 4


https://share-analytics.zhihuiya.com/view/b981eaf9-c696-411f-8e71-79cf4d0df3f3
https://worldwide.espacenet.com/patent/search/family/038328113/publication/US2009068690A1?q=US2009068690A1
http://appft.uspto.gov/netacgi/nph-Parser?Sect1=PTO1&Sect2=HITOFF&d=PG01&p=1&u=%2Fnetahtml%2FPTO%2Fsrchnum.html&r=1&f=G&l=50&s1=%2220090068690%22.PGNR.&OS=DN/20090068690&RS=DN/20090068690

