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AN BEE04366 GENESEQ ED 20211030 UP 20211030
DED 20170907 Full-text
TI Assessing the risk of developing pneumonia comprises determining the
presence of PNEUMONIA Risk Allele(s) in a test sample
IN Blein S; Mira J; Pachot A
PA BIOMERIEUX SA (INMR) EXER
LA English (BIB)
DT Patent
PI WO 2017121769 A1 20170720 @—| R—LwHiEEDEHHEEEDH»
PIT ~ WOA1 INTERNATIONAL APPLICATION PUBL| I gg=hTLV 3 H REPORT
Al W0 2017-EP50505 20170111
PRAI EP 2016-305022 20160112
FS NUGLEIC; NS
CR https://www.ncbhi.nlm. nih. gov/snp/?term=rs3004169
0S 2017-49641D [52]
MTY  DNA
PSL Claim 16; SEQ ID NO 92; 50pp
DESC Human derived gene fragment, SEQ ID 92. _
KW SNP; antimicrobial-gen.; ds; pneumonia; prophylactic to disease;
pseudomonas aeruginosa infection; respiratory-gen.; single nucleotide
polymorphism; snp detection; therapeutic
ORGN Homo sapiens.
AB The present invention relates to an in vitro method for assessing the
risk of developing pneumonia in a subject. The method involves:
determining the presence of pneumonia risk alleles in a sample from the
subject, where the presence of the pneumonia risk alleles indicates
whether the subject is at increased m 3zl @ @ sg pk of developing 8
pneumonia. The risk allele is single nucleotide polymorphism (SNP). (ABS)
pneumonia is Pseudomonas aeruginosa pneumonia. The invention further
relates to a kit for performing the method defined above. The invention
is also useful for treating or preventing pneumonia in the subject. The
present sequence represents a human SNP containing DNA, useful in the
method for assessing the risk of developing pneumonia in the subject. __I
SEQN 92 =]
SQL 51
SEQK ecd370d7ede623f9578ad0d246a092f37573054ba8eb152a232d40b1383a86¢4
SEQ
1 ctgaggatct gactgccagt caacartggg ttcactcctg tgaggaagac 2 51| 15 4R
51 ¢ (SQIDE)
NA
Code Count Percent
A 12 23.5
C 13 25.5
G 14 27.5
T 11 21.6
] 0 0.0
Other 1 2.0
FEATURE TABLE: @ | BRI DOH B TRE (/FEAT) |
Key |[Location|Qualifier
+ + +
variation |26 |*tag= a |
| |standard_name|”Single nucleotide
| | |polymorphism”
* DFAALT (/MTY) —

DNA, PEPTIDE LL#+I=+ CDNA, RNA, MRNA, PROTEIN HGLEDREEIAHB.
DFEATDEEIL 514> H (2 EXPAND THERTES.




B 5P EOLI—RH (ALL RFRBR)

AN

TI

IN
PA
LA

PI
PIT
Al
PRAI

FS
0S
MTY
PSL
KW

ORGN
AB

SEQN
SQL
SEQK

SEQ

TI/BEDOEE AA

SQ3IDE REHBAXDBE : FI/EBMN 3 XFO—KFTRTRIND
Code Count SEQ3
A 1 1 Leu—Gly—Ala—Ser—Pro—Glu-Pro—Gly—Val-Lys—
R 2 11 lle—Asp—Glu—Glu—Phe-Cys—Arg—Arg—Leu-Lys
N 0 U U
D 1 5.0
B 0 0.0
C 1 5.0
Q 0 0.0
E 3 15.0
z 0 0.0
G 2 10.0
H 0 0.0
Vv 1 5.0
Others 0 0.0

BED56939 GENESEQ ED 20211030 UP 20211030
DED 20170907 Full-text

Composition used to prevent or treat e.g. tumor, comprises a synthetic
peptide comprising an amino acid sequence i.e. homologous to specified
number of consecutive amino acids of a portion of cytoplasmic domain of
alpha-v beta integrin

Byzova T:; Mahabaleshwar G H; Feng W
CLEVELAND CLINIC FOUND (CLCL)

English EXER
Patent (BIB)
US 20170198023 A1 20170713

USA1 FIRST PUBLISHED PATENT APPLICATION [FROM 2001 ONWARDS]

US 2017-456986 20170313

US 2011-61570433 20111214 (61)

US 2012-715132 20121214

US 2015-937289 20151110

PROTEIN; PS

2017-478454 [48] -
peptide

Disclosure; SEQ ID NO 22; 57ppDESC Human VEGRFR2 peptide, SEQ ID 22
VEGRFR2 protein; age related macular degeneration; angiogenesis disorder;
antiarteriosclerotic; antiarthritic; antiinflammatory; antilipemic;

Homo sapiens.

The present invention relates to a novel pharmaceutical composition
useful for preventing or treating tumor, angiogenesis, arthritis
rheumatoid arthritis, psoriasis, atherosclerosis, diabetic retinopathy

age-related macular degeneration, rLaMAL&—A¢&A?AA—1vascuIar restenosis
meningioma, hemangioma and neovasc BIRBDME |, pharmaceutical %5

composition comprises a synthetic peptide which is homologous to (ABS)

specified number of consecutive amino acids of a portion of cytoplasmic
domain of alpha-v beta integrin that includes a tyrosine residue, where
the amino acid of the peptide includes an amino acid that structurally
mimics a phosphorylated tyrosine reside that substitutes a corresponding __|
22 =]
20

02abf2a96ac3cfd3f954c3cc4b6c2b795f04eab12f81d613ch7c1ed1ab5a9801 B 51l 1% 5
(SQIDE)

1 lgaspepgvk ideefcrrlk

FEATURE TABLE:

Key

[Location|Qualifier|

+ + +

Modified-site|6 |note | “Gamma-carboxyglutamic acid”

3


http://chemport.cas.org/cgi-bin/ex_sdcgi?F_9BvZsq@96u9CymZBNNj0cTqz9IT4WIQJTVmNcUr7OlykygYyoiKaTcNS_X@xe2J6drxakOOHiNso3BDGKtI0ORw2hgTyLMVYT4U2BSI_ihTH5j@NasBvQfMTe_d_caRHKr4Zy0FzH5sofz5O6Thz1XSNOU6XqXz2_Sk_OP_zy90G8MunKO@WxJVx6d

EEXRTREA

B RTRER ( FRABEOSVRERER)
* TRIAL REBATI, BIIREER I HLITHRDIH, BIIERTSNEL.

* ALIGN R RrEXIL, E2EBEH Lo ENZERTEeEVILIZEIZRTL, READ—KR R
TRTISAAVLERTTS.

ERER P& EIFEREEDITHICE ALL REBXZFATS.

E 3 A&
BIB £:5 15 (AN, ED, UP, DED, DUPD, TI, PA, PACO, LA, DT, PI, PIT, Al, PRAI, FS,
IBIB*! CR, OS, MTY, PSL, DESCXT Z#JLk)

ED, UP, DED, DUPD, TI, MTY, DESC

SCAN x AEESHLOSVE LRT
s La—KF&ES (AN), {8 (TD), 2 F %47 (MTY), B25 DB (DESC), ¥—7—
ﬂ—n F (kw), B3 & (sSQL)
= | aBs LO—RES (AN), $8 (AB)
ALL i ,
JALL™ EHBER PH BIFERBELFF—T7—F KwW)
PSL B ORIFEROLEHMLE
APPS HEEEHR (AD, RLI
SQIDE La—F&S (AN), 2 F 4247 (MTY) LEEFIE#HR (ORGN, SEQC, SEQN, SQL,
SEQK, SEQ (1 XFa—FK), AA Ft=I& NA, FEAT)
SQ3IDE La—KF&E (AN), 2 F 3247 (MTY) LEFI1E#HR (ORGN, SEQC, SEQN, SQL,
SEQK, SEQ (3 X =Fa—K), AA F£f=I& NA, FEAT)
[ (2B, BoEINREHEREDEE) BB ELEVMER
SI | ALIGN® | GREOS—BRERRDIESE) EvbLIEIICEMEBEIDT I AU MER (—B/
£ =/ vl
bE
ALIGNG*? | 73A AV MEEBRT—2TEREF (RRNABIE ALIGN £RIL)
FASTA FASTA J#4+—<vk
SCORE HEMROT
HIT EVEE—LEEL T —ILER
'g KWIC* Evhr2—LDREIE 20 &
ocC EvbLE=74—ILR& EEVNE— L

¥ EEHRIA—ILFELRRTINBZIAOTUIERTRA
*2 AUSAUTOHFER. PRINT ATURTHEELTEAF TERL.
*3 EHEHRZEZRTTHIES, KWIC RRBERKIE HIT REEKXELRLERICHES.

B EAMLBEERTOAE

» => D TRIAL ALIGN THRIZDE &S HZHEZAL-DL, T2 -BHREFIHKRE TIE =>D ALL,
REOS—RFETIX => D ALL ALIGN TEZEEIEHR, Wik BEINFEHRERTT 5.




GENESEQ 774 ILDEHI &R

B GENEGEQ 774 TIE, 2 HEDKREAD—,FE (BLAST, GETSIM) L LB IHEE, S5

BIIRRETOIENTED.

BC 5 & =

SPATSGSTPE

(EEHO—FPT7I/EI—F)

BRXDEF IS
FULIERIZR R

BREXDES %&b
SECERIERR

BRI ET2II—H

TR ER R

s N ( "We
REOD—BRER HoOBEINRE TEBEIEER
Score: 23.1 bits (47) 121 EGTSESATPE SGPGESPATS GSTPEGTS. . 1 SPATSGSTPE

Identities: 7 / 9 (77.8%) [

. (
o1 shssre s BARA T RA

S: 60 SPATSGASP 68

1 SAGSPGSPAG SPTSTEEGTS ESATPE---

EEBHTIFIV—RE
1 SAPATGSSTE

B REOC—BFITOTSLOELN
0554 BLAST GETSIM

Basic Local Alignment Search Tool FASTA RADTO5 5 L.
BV E<FIHEShTWAESBRERTO T—AR—BEDTRTOEF LD

s oL thDTOSSLIZHERTEE B CRREICTSAVAVIETH>THR
MIBTEDL. XvvTzhbFUYEELLE EAD—ROAT7EEETS. BLAST
W6, BHEHBREOERENMEVWEE | REOD—BRCTREZENEONEL
ZoNMEEN, ERICEMELERT S & Th, GETSIM REQOS—HBE
FNIEERB LA TERIZENBONZZELNDHS.

AL IE E E ELN BV

FEEDSE LVER S (@) @)

5B 151 O 1E LV ER B A o

b 8555 5 UVER 7 BE 51 % L B B2 5l & 1K % tb 8%

S rvFHEYEBINELD ryFbEEIND
2 T I+ I DR TE TITEL =13




REOD—RE

B REOD—RBREDAANFE

=> RUN BLAST O—F/#&F 74— JLE INTA—=4

=> RUN GETSIM O—K/#FJ14—ILE /\SA=4

- OI—FE 5 DUEEANT S (FrvTRS BHES, 7I/BO 3 XFI—FEFAT
EELY).

- BRIEBHXORESOFHIBRIEFXBRISNTIZE-STELS. => 2 QLIMIT THRIT .

- BZEHMOLEBEDOTIAILNE 15000 #. /INSA—ZTERKX 10 FHIZEETES.

B REOC—RBREEOBREI«—ILEEA AH

- BLAST OB EIXTRODEHRERI«—ILRZ=EHTTEE. GETSIM DiF &L, /SQN, /TSQN,
/SQP @ 3 BATDHERATES.

Bl 1:740L8)00THT, AALEI—FOEOAERFETSH HEEHEETFELY.
=> RUN BLAST GCTCCCAGAATGCCAGAGGCTGC/SQN -F F -S SIN

Bl 2: 7408005707, BAIELRE 10 THICEELTRETS.
=> RUN BLAST L1/SQN -F F ~MAXSEQ 100000

Bl 3:mVERHIERX (30 ELFIRE) TRETEHIEONSA—AFZEBLTHERTS.
=> RUN BLAST L1/SQN -F F —E 1000 —W 7
=> RUN BLAST L1/SQP -F F -M PAM30 —E 20000 —W 2

BRET4—IE mE e =
/SQN BERIIOEMRACEMLELRIERE | BERS | HEES
FAR—ZAPQEEREIIETS/BICHRLE
/TSGN RIOBAD7I/BEIOEMKICEMUL: | FPI/BES | HERS
RSl £ 1R R
= 2 EZFFLL LTS
sap ;;mwuwﬁﬁnﬁm_xﬁwuj\/mwu& PN [Ny —

FEICHELLE GERLGED) BINAICKREL

= =
/SaM &t BLASTn (megaBLAST) ki REES
—HOBEEEZERL (ZLDIRIVFEHS
L), KYBEinT- GERMEED) BBIERET H1- = =
/SQDM OHlZgz#EiE STz BLASTn BEES BEES
(discontiguous megaBLAST)
= [ - = -z = =
/TSQP EBEEBIOEMAZ7I/EESICFIRLTIN ¥ 5 72 51 73 B & 5l

IZFEBULE=7I/BEINEHRE (BLASTX)

ERERBINOEMAXZ7I/EEERIICEHRLTIA
/TSQNX ICEULE7S/BEIICHRSNIERRIE | EEERS 18 EER 5
#®F (tBLASTx)




B REOD—BRZRED/INTA—4

s FIHIRTIE [TaL2)o5%T5][EIZE LR 15000 #] HETIHILEDINSA—R(ZEH
FENTWS. TETHESIEL, RUN avUFERICITICA AT AS.

INSA—4 AHOER IBEETESHE-1ER
< B {E >
5 ; - 101 BB ETESH/E)
=% _
EEHDLR | -maxseq HIE 15000 (F74JLF)
100000 (}§ E CEBHKIE)
BRI T—2DT LBV T DIRE
(iﬂ::j -t HE <EE>
s T JALAVUTETS (TIAILR)
s F: 4RI EITHREN
HA % 1 TFT—AR—ZF DB L TIVFIIEOHEANEETEORIE
(EX' e o o MfE NDZE. 0 KYKRZFVWHEZA DTS HEHELS 0 ITEIUEEEM
Valze) HABEYE S B RITDEED. FTIHILAE 10
BHOERIEHRATREITIESIL HBEEZRETS.
< fE >
Word Size -w H{E - EEBRINOBMAEARIL 7-23 (TIAILME 11)
- PEI/BEIOEMKFEAEE 2-3 (TIAIRE 3)
<ERBR>
s EE - SIN  : AALEERII—FZERETS.
*ﬁﬂ%%ﬂ%@ - COM : AALERIa—FOHEEEERERTS.
HEEERROD - BOTH : AALFERIO—FEBBHEERET S (TI4ILL).
EHE (Strand) .
—s MIE < fE> - 1 : single * 2 : complementary
® © 3 : both (FI4ILH)
AOAT7EXHETIERTIOETE (FI/BEINERKXOFERAE)
<BLAST>
- BLOSUM45 - BLOSUM50 - BLOSUM62 (F7# LK)
- BLOSUMS0 - BLOSUM90
& #1751 m EE - PAM30 - PAM70 - PAM250
(Matrix) m
<GETSIM>
- BL50 (F7#J/Lk) - BL62 - BLSO
- MD10 - MD20 - MD40
- OPT5 - P120
- P250 - VT160
R, o M * BLAST DT 7#4ILLIE, BB 5 22/308E 11
ap Fenally g =B . GETSIM OFTALNZE, #E 12, B2/808 12
Gap Extension | —x %1 * BLAST DT 7AILMEHEE 2, 22 /X08 |
? - GETSIM OFI7+/LhE#EE 4, 42898 2
Penalty for e
. ‘ - BLAST OF 7#4IKE -3
:‘i’::aitc':e a BB . GETSIM OFTAHILKIE -2
Reward for N
. - BLAST OF IAIKIE 1
nucleotide r B - GETSIM OF 74 /LHE 3

* INSA—BDHMIEASA~NILT (=> HELP 10PTIONS & => HELP 20PTIONS) THERE TES.




B REEINGEEETF 53 [CHEUTIRBORE

FAER - BHINBERMXDTFRINI7ZAIL (txt) ZEKTS.
| ps3.ot - AT L =l

I7OLF) B|EE) BWO) FRV) ~ILI(H) |

gotoocagaa tgocagagee tegotococoo gleggococoote caccagogac tcoctacacce -
grggccoot g caccagoooe cteoctggooo ctgtoatcott ctzgtooottc cocagaaaace
taccagzgca gotacgettt cogtetggee ticttzcatt ctzggacage caagtetate
acttezcacgt actccoctec coteoaacaag atgttitezoce aactzgocaa gacctzooct
gtgoagotegt gegettegattc cacaccecceog cocogegeacce gogtocegoge catggocate
tac i

m

A4 ~RINERMXDO7yITO—F

 GENESEQ Z7AJLIZAY, BE@A LD My Files DT ILF I A=2—h 5 Structures ZFIEIR
9 5.

Transcript ON 2022_0042_Transcript His Alerts xicon Databases
T ipt:
File GENESEQ 5 ges, 1TANSCIIPLS
FILE 'GENESEQ® ENTERED AT 14:24:26 ON 17 FEB 2022 Structures
COPYRIGHT (C) 2022 CLARIVATE Ente 3 14:23:48 ON 17 FEB 2022
Scripts
Ente 14:24:20 ON 17 FEE 2022
FILE LAST UPDATED: 11 FEB 2022 <20220211/UP> Biosequences

MOST RECENT PUBLICATION DATE: 13 JaN 2022 <20220113/PD>
GENESEQ CURREMTLY CONTAINS 57,474,173 BIOSEQUENCES

>>>» GENESEQ has been reloaded. See HELP CHANGE for new features and
changes <<<

»>»> GENESEQ is now updated weekly. <<<
>>> BLAST and GETSIM answer sets can now be generated also U

with the percentage identity value of an alignment.
See details in HFIP RIAST | Ar  HFIP GETSTM | <<<

A = FILE GENESEQ m @ Draw {} scripts

- TImport Biosequence] #2UvoL, BRIIZERLEEINEBMXDTFRNIZ7AILERFUHLT,
OK #9Uvod¥5%.

STNeXt £ myFiles &

€ Return to Session

o Structu res (162) Sort: Date Modified: Newest «
- Search Files by Name n l’T‘J Import Biosequence l?r] Import Structure
2022_0003_Structure # @ Edit & Upload | ...

2022 Jan 25 1:38 PM ava




I EMAMNAR—rENT=5, Upload £5Yv09 5.

:E;rl-l\l'EE"Ulf 63 myriles &

< _Return to Sessicn

(o Structu res (163) Sort: Date Modified: Newest «

- Search Files by Name n lTl Import Biosequence lﬂ Import Structure

% p53 ¢ geteccagaa tgecagagge tgetoceece U Edit € Upload b

2022 Eeb 17 2:32 PM gtggcecctg caccagegac tectacaccg
geggceecty caccageoee ctectggece
ctgtcatett ctgteecttc ccagaaaacc
ftarcagsoca ectarestit cratctoesr

FyFO—RLERFIBEMRAD L EEARTENE. CO L BEEAVTRIBRRESS.

STNext& 5 My Files 2

Transcript ON 2022_0043_Transcript History CAS Lexicon Databases
File GENESEQ > Session
changes <<<

Entered HOME 14:39:58 ON 17 FEB 2022
>>> GENESEQ is now updated weekly. <<<

Entered GENESEQ 14:40:12 ON 17 FEB 2022
>>> BLAST and GETSIM answer sets can now be generated also

L1 UPLOAD R BLAST Edit

with the percentage identity value of an alignment.
See details in HELP BLAST or HELP GETSIM |.<<<

=

Uploading sequence file: p53

UPLOAD SUCCESSFULLY COMPLETED

L1 GENERATED BIEBRAXD L S

=

A 2 m @ Draw {} scripts

BRIREDNRET

=> RUN BLAST L1/SON -F F <« Zs L2 F/x9 L T BLAST FEOS—BREFFEFTT S

Algorithm: BLAST - BLASTN. Version: 2.12.0+

The BLAST software is used herein with permission of the National
Center for Biotechnology Information (NCBI) of the National Library of
Medicine (NLM). See also: Zheng Zhang, Scott Schwartz, Lukas Wagner,
and Webb Miller (2000), “A greedy algorithm for aligning DNA
sequences”, J Comput Biol 2000; 7(1-2):203-14.

Database: GENESEQ

Posted Date: Feb 17, 2022 02:00 AM CET
Number of Hits to DB: 3420
Expectation Value: 10.0

Number of Sequences: 40117120

Length of query: 303

Length of database: 22553464291
Search space: 6833699680173

Effective search space: 5829239206577
Lambda: 0.625

Kappa: 0. 41

Entropy: 0.78

Highest possible score value: 547.7
Best answer score value: 547.7 — REHBUEHSSOEEDI I FE

9



3420 ANSWERS FOUND BELOW EXPECTATION VALUE OF: 10.0

GENESEQ
3500 a.5
[l [El
3000 = ~ 1.0
2500 M # 25

2000 23718 P&V Y 2.0

k BE X7 E %)
1500 1.5
1000 Illlllll' 1.0
500 ibidiluki ll"“"" 0.5
0

0.0

Answer Count
(iunon Jamsuyy)Bo|

100 200 300 400 500 O 20 40 60 80 100
Score Max. Score [%]

Answer Count: 3420
Score Answer Count log{Answer Count)
max:3420 score < 40

» Max. Score [%)] Answer Count . log{Answer Count)
max:3420 Max.score<8 %

Query time: 681

ENTER EITHER “ALL” TO KEEP ALL ANSWERS

OR ENTER THE MINIMUM SCORE VALUE YOU WISH TO KEEP

OR ENTER THE MINIMUM PERCENT OF SCORE FOLLOWED BY “% SCORE”

OR ENTER THE MINIMUM PERCENT OF IDENTITY FOLLOWED BY “% IDENT”

OR COMBINE MINIMUM PERGENT OF SCORE AND IDENTITY AS “X% SCORE Y% IDENT”
OR ENTER “END”. “END” MUST BE ENTERED TO COMPLETE THE RUN COMMAND

ENTER (ALL) OR 2:ALL @& EEHAOFTLavaEETS (ALL: 2 #)

L2 RUN STATEMENT CREATED - BEE2#4 (ALL &EAH)
L2 3420 GCTCCCAGAATGCCA| - AT ENRZIEME BFZEAN)

TCCTACACCGGCGGEl - Ra7iE/S—t Y b (RaTFE/EERAITIE) ORIEHE
CTGTCCCTTCCCAGA| -~ F—ME/S—t > b (—FHa— F#/Alignment 03— F#) OREE
TTCTTGCATTCTGGG] ~ R T EA—tE Y FOREBEER— /-t FORIEE

CCTCAACAAGATGTTTTGCCAACTGGCCAAGACCTGCCCTGTGCAGCTGT
GGGTTGATTCCACACCCCCGCCCGGCACCCGCGTCCGCGCCATGGCCATC
TAG/SQN -F F

ENTER EITHER “ALL” TO KEEP ALL ANSWERS

OR ENTER THE MINIMUM SCORE VALUE YOU WISH TO KEEP

OR ENTER THE MINIMUM PERCENT OF SCORE FOLLOWED BY “% SCORE”

OR ENTER THE MINIMUM PERCENT OF IDENTITY FOLLOWED BY “% IDENT”

OR COMBINE MINIMUM PERCENT OF SCORE AND IDENTITY AS “X% SCORE Y% IDENT”

OR ENTER “END”. “END” MUST BE ENTERED TO COMPLETE THE RUN COMMAND.

ENTER (ALL) OR ?:END « EEZEEZDF TS 3 IdEHEEZTE S
BRTTEBEEIL END #AHT S

(ER) HEKAORE

=> SAVE L2 PS3/A TENP — S FRRERF T S BEIXEAEZUNEZSHD L FEFFHET S
ANSWER SET L2 HAS BEEN SAVED AS ' P53/A’

(FE) BEQH~AEZ

=> SORT L2 1- SCORE D IDENT D «— X I 7{& (SCORE) DFENE (D) » DE—1# (IDENT) DENE (D)
THEZHENEZS

PROCESSING COMPLETED FOR L2
L3 3420 SORT L2 1- SCORE D IDENT D

10



[ &R T

=> D L3 1 3000 3085 BIB ALIGN «— ZZE#HL 71 XA FFEHTFTT S

L3 ANSWER 1 OF 3420 GENESEQ COPYRIGHT 2022 CLARIVATE on STN

AN Sggs%ﬁngEgE?E?teEE 20211030 UP 20211030 RATIEAE L GRS L) @

TI Evaluating a patient with acute lymphoblastic leukemia (ALL) that is characterized
by the presence of Philadelphia chromosome comprises generating an expression
profile of ALL biomarkers from a test biological sample

IN Zuo Z; Luthra R

PA UNIV TEXAS SYSTEM (TEXA)

LA English
DT Patent
PI W0 2010138843 A2 20101202

PIT WOA2 INTERNATIONAL APPLICATION PUBLISHED WITHOUT INTERNATIONAL SEARCH REPORT or
INTERNATIONAL APPLICATION PUBLISHED WITH DECLARATION UNDER ARTICLE 17 (2) (A)
[FROM 20090101 ONWARDS]
Al WO 2010-US36623 20100528
PRAI US 2009-182228P 20090529
FS NUGLEIC; NS
CR http://www. ncbi.nlm. nih. gov/protein/339815;
http://www. ncbi.nlm.nih. gov/protein/339816
0S 2010-P75161 [82]
MTY cDNA
PSL Disclosure; SEQ ID NO 101; 43pp
DESC Acute lymphoblastic leukemia prognosis determining DNA marker, SEQ 101.
ALIGN
Query Length: 303; Sequence Length: 1303, «— ZHIWERXDLSE  EEEIDEHE
Score: 547.7 bits (606) , 100.0% of highest possible score 547.7, «— X I3 F7{&
Expect value: 7.751e-153; — HifFE
Identities: 303 / 303 (100.0%) ; — A==t F
Strand: Plus / Plus; Alignment Length: 303;
Q: 1 GCTCCCAGAATGCCAGAGGCTGCTCCCCCCGTGGCCCCTGCACCAGCGACTCCTACACCG 60
CECEETEEEEEEEE e er e e e e e e e e e e e e e e e e errt
S: 308 GCTCCCAGAATGCCAGAGGCTGGTCCCCCCGTGGCCCCTGCACCAGCGACTCCTACACCG 367
2ERINFDLEE
Q: 61 GCGGCCCCTGCACCAGCCCCCTCCTGGGCCCTGTGATCTTCTGTCCCTTCCCAGAAAACC 120

CECCPEEETEEELCEE LT e e e e FIAAVRRT
S: 368 GCGGCCCCTGCACCAGCCCCCTCCTGGCCCCTGTCATCTTCTGTCCCTTCCCAGAAAACC 427

Y

Q (B2 5 &’ =X : Query)
180 S ([A % MO &R 3 : Subject)

Q: 121 TACCAGGGCAGCTACGGTTTCCGTCTGGGCTTCTTGCATTCTGGGACAGCCAAGTCTGTG c
CELCPEELEEEEECTE T e e e e e e | B—#LThea—F
TACCAGGGCAGCTACGGTTTCCGTCTGGGCTTCTTGCATTCTGGGACAGCCAAGTCTGTG

S: 428 487

Q: 181 ACTTGCACGTACTCCCCTGCCCTCAAGAAGATGTTTTGCCAAGTGGCCAAGACCTGCCCT 240
CELLPEELPTEEECETEEEE e e e e e e e
S: 488 ACTTGCACGTACTCCCCTGCCCTCAACAAGATGTTTTGCCAACTGGCCAAGACCTGCCCT 547
Q: 241 GTGCAGCTGTGGGTTGATTCCACACCCCCGCCCGGCACCCGCGTCCGCGCCATGGCCATC 300
CELCPEEEPTEEEL TP EEC TR L e e e
S: 548 GTGCAGCTGTGGGTTGATTCCACACCCCCGCCCGGCACCCGCGTCCGCGCCATGGCCATC 607

Q: 301 TAC 303

S: 608 TAC 610
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https://chemport-n.cas.org/chemport-n/?TmQydOtoFb_l_rIWeXzEu4hQPjjR1I2C9nmNyggNji9FBLTJaM9RuvKpDe832FXEK5xNmeBh5oC8Bm33Nw8CSbvXLsw8CkV9kLHCuT3yr5pB5mwmikPPHbuDtqkp5rbyFbkX5TvH3RtxZ7sJK2i9eXBaxcF@PCSz4L4a0vHiH8
http://www.ncbi.nlm.nih.gov/protein/339815
http://www.ncbi.nlm.nih.gov/protein/339816

L3 ANSWER 3000 OF 3420 GENESEQ COPYRIGHT 2022 CLARI < 5 <
'g * v =%
AN ACA61112  GENESEQ ED 20211030 UP 20211030 AAT7EMNEL GELEIMEL) EE

TI New nucleic acid encoding a Met—-NS3-NS4A-NS4B-NS5A-NS5B polypeptide, useful as a
component of an adenovector or DNA plasmid vaccine for preventing or treating
hepatitis C virus

IN Emini EA; Kaslow DG; Bett AJ; Shiver JW; Nicosia A; Lahm A; Luzzago A; Cortese R;
Colloca S

PA MERCK & CO INGC (MERI)

IST RICERCHE BIOL MOLECOLARE ANGELETTI (RIGE-N)

LA English
DT Patent
Pl W0 2003031588 A2 20030417

PIT WOA2 INTERNATIONAL APPLICATION PUBLISHED WITHOUT INTERNATIONAL SEARCH REPORT or
INTERNATIONAL APPLICATION PUBLISHED WITH DECLARATION UNDER ARTICLE 17 (2) (A)
[FROM 20090101 ONWARDS]

Al W0 2002-US32512 20021010
PRAT  US 2001-328655P 20011011
US 2002-363774P 20020313

FS NUCLEIC; NS
CR ABU09574
0S 2003-381708 [36]
MTY cDNA
PSL Claim 12; Fig 3; 231pp
DESC HCV c¢DNA encoding Met-NS3-NS4A-NS4B-NS5A-NS5B (inactivated), humanised
ALIGN
Query Length: 303; Sequence Length: 5965;
Score: 41.9 bits (45) , 7.6% of highest possible score 547.7;
Expect value: 1.458;
Identities: 40 / 51 (78.4%);
Strand: Plus / Plus; Alignment Length: 51;
Q: 33 GGCCCCTGCAGCCAGCGACTGCTACACCGGCGGCCGCTGCA-——CCAGCCCC 80

N I s ey
S: 3103 GGCACCTTCCCCATCAACGCCTACACCACCGGCCCCTGCACCCCCAGCCCC 3153

L3 ANSWER 3085 OF 3420 GENESEQ COPYRIGHT 2022 CLAR
AN AAV21525  GENESEQ ED 20211030 UP 20211030
TI Human breast cancer related genes — used for di

AO7EFIELY GEREIEL) A
E—HEATLEE

and therapy of breast and ovarian cancers
IN Bergmann JE; Preddie ER
PA BERGMANN J E (BERG-I)
PREDDIE E R (PRED-I)
LA English
DT Patent
PI W0 9807851 A2 19980226
PIT WOA2 INTERNATIONAL APPLICATION PUBLISHED WITHOUT INTERNATIONAL SEARCH REPORT or
INTERNATIONAL APPLICATION PUBLISHED WITH DECLARATION UNDER ARTICLE 17 (2) (A)
[FROM 20090101 ONWARDS]
Al WO 1997-EP4600 19970822
PRAI CA 1996-2183900 19960822
FS NUGLEIC; NS
0S 1998-169156 [15]
MTY cDNA
PSL Disclosure; Fig 10; 96pp
DESC L-oncogene primer BC531L (reverse)
ALIGN
Query Length: 303; Sequence Length: 22;
Score: 41.0 bits (44) , 7.5% of highest possible score 547.7;
Expect value: 2.725;
Identities: 22 / 22 (100.0%) ;
Strand: Plus / Plus; Alignment Length: 22;
Q: 72 ACCAGCCCCCTCCTGGCCCCTG 93
NRRRRRRRRRRRRRRRRRRRR
S: 1 ACCAGCGCCCCTCCTGGGCCCTG 22
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https://chemport-n.cas.org/chemport-n/?WKOjMQZlAZSAP_7MEVADcxnOADA777L7VW0yOIvY54PwOwApbZR4OwnJIq5Anzj3mN@vIEKmj4DsqwAsvosnkq5cwwiG2OZlywP281AVdxHwN0iIwzN4cqWjZlXCj1RKwlyBt1DnAUJX_DSLwbOxt@I7_VtxARDIQwvYAwnOnu
https://chemport-n.cas.org/chemport-n/?WKOjMQZlAZSAP_7MEVADcxnOADA777L7VW0yOIvY54PwOwApbZR4OwnJIq5Anzj3mN@vIEKmj4DsqwAsvosnkq5cwwiG2OZlywP281AVdxHwN0iIwzN4cqWjZlXCj1RKwlyBt1DnAUJX_DSLwbOxt@I7_VtxARDIQwvYAwnOnu

S Z I NIRRTV B EHRZLK T E RS

=> D L3 1-10 PI PAPSL « HHFEE HEA EIHDLZHILEDHEKF

L3 ANSWER 1 OF 3420 GENESEQ COPYRIGHT 2022 CLARIVATE on STN
Pl W0 2010138843 A2 20101202

PA UNIV TEXAS SYSTEM (TEXA)

PSL Disclosure; SEQ ID NO 101; 43pp

L3 ANSWER 2 OF 3420 GENESEQ COPYRIGHT 2022 CLARIVATE on STN
Pl W0 2008091911 A2 20080731
PA UNIV CALIFORNIA (REGC)
DEPT VETERANS AFFAIRS (VETE-N)
PSL Disclosure; SEQ ID NO 16; 37pp

L3 ANSWER 3 OF 3420 GENESEQ COPYRIGHT 2022 CLARIVATE on STN
Pl WO 2006124700 A2 20061123

PA INTROGEN THERAPEUTICS INC (INTR-N)

PSL Disclosure; SEQ ID NO 1; 173pp

BE - BELIL—INFEHHELIVEBEIF ANALYZE (E/-/+ SELECT) IV KFRFEES

=> ANA L3 PN «— #FEES, HEA B DLEMLEDHET

L4 ANALYZE L3 1- PN : 861 TERMS
=D 1-
L4 ANALYZE L3 1- PN : 861 TERMS

TERM # # 0CC # DOC % DOGC PN

1 506 506 14.80 JP2003265187
2 192 192 5.61 W02013151666
3 136 136 3.98 CN111321149

4 67 67 1.96 US20030175862
5 54 54 1.58 W02009001359
6 39 39 1.14 W02010064838
7 38 38 1.11 W02017062726
8 35 35 1.02 W02021015986
9 31 31 0.91 W02017191274
0 0

30 30 .88 W02018102584

R

BZE -WPI ZFAIIZOOXF—/N—LEWVIEEIE 0S Tr—ILFFERES

=> FILE WPINDEX

=> TRA L3 0S /AN «— GENESFQ Z 74D 0S 74 —IL FEHLE L T, WPINDEX =7 7 1 LD
JAN (La—F&E) 77—/ FTRE

L5 TRANSFER L3 1- 0S : 862 TERMS

L6 862 L4/AN

ALL TERMS IN L4/AN RETRIEVED

=> D L6 1 TRI

L6  ANSWER 1 OF 862 WPINDEX COPYRIGHT 2022  CLARIVATE ANALYTICS on STN

AN 2021-F0903C [2022008]  WPINDEX

TT  TT: NEW POLYNUCLEOTIDE SEQUENCE ENCODE CIRCULAR RNA MOLECULAR COMPRISE PROTEIN CODE
NUCLEIC ACID INTERNAL RIBOSOME ENTER SITE REGION LINK PRODUCE CELL

* WPI J7AIAYARA—N—F BRI, HHFES (PN) ZHULVSE, GENESEQ J7M /L TEVRLTE:
BEHEREEOHFICMR, BELI—F (DBEIHEFE RKEELE) Aevbd2aEEELHS.

13




STEREINRER -HBHEINRRE

B E2EINRFR-BIEINRRDOANFE

[:> RUN GETSEQ d—K/#B%x714—JLF ]

- E&EHDOLEIL 250,000 4.

- O—FUNICX TR OGS EZMATILELTES. FHTEIRESD—E(X
=>? SQQ THETS.

 BBHNEBERRXOESOHIRBREFIBREIATIZE->TELRS. => 2 QLIMIT THETS.

B T2EINRFR-BIEINRRDERRI(—ILEEAAH

BEI«—IE |[BEEAT BEI«(—IF | BEE21T
% R /SQEN S & & 5 /SQSN B 43 B2 5l

/SQEP SEE BRI /SQSP 5 B 5
BNH'E

/SQEFP SE£B5773)— | /SQSFP HoBs 773 —

- E2EMBRE  BINEBMRXICELIC-BLERINNEVRTS.
HoiRsilez - RINEEXZ-HICECERINASEVFTS.
I7I)—8BREF  FELGTI/ELEDEINNSEVRT S,

=> RUN GETSEQ AATCCGTCAG/SQEN — BBEDTELEHIEE

=> RUN GETSEQ MALWMRLLPL/SQEP — ZINNOEDTLEHINEE
=> RUN GETSEQ GFF.{2,10}LSS/SQSP — FroTHBEFROSEE
=> RUN GETSEQ (TGACGGAT|ATCCGTCA)/SQSN — HHRILESZ@EoEEFE

- PI/EE®D 3 XFOI—FERAVTRERIDIEEE, NMTJUTREE, £4% ' THEHL.

=> RUN GETSEQ 'ASP-HIS-ALA-ILE-HIS'/SQEP

B HEFHHORR

- BEBOSEEES (/SQEN) LU P EFIH®RFE (/SQSN) TlE, HHHEEZEDHTHRETS
/LEWEIEETES.

=> RUN GETSEQ AATCCGTCAG/SQSN -S BOTH
=> RUN GETSEQ AATCCGTCAG/SQSN -S SIN
=> RUN GETSEQ AATCCGTCAG/SQSN -S COM
=> RUN GETSEQ AATCCGTCAG/SQSN

HHHHESHTHEE
BAE I EFE (—KEDHA)
HAE I EFE (T HDA)
-S BOTH &AL

rr1a

14



B ®%EH:GCCCAAGCTGGCATCCGTCA #&E L ESI K 2,000 LA ETIHL—LINTWSEE
AR,
=> FILE GENESEQ — GENESEQ Z7 7 4 JLIZA B

=> RUN GETSEQ (GCCCAAGCTGGCATCCGTCA) /SQASN « RUN GETSEQ /SOSN TEIA Bt & 1T 5
L1 RUN STATEMENT CREATED

L1 492 (GCCCAAGCTGGCATCCGTCA) /SQSN

=> S L1 AND SQL=>2000 — EIARH 2000 LI LEDLI—FIZCIRET S

L2 201 L1 AND SQL=>2000

=> S L2 AND GLAIM?/PSL — B L—ALAESATVELI—FIZIRET S

L3 105 L2 AND CLAIM?/PSL

=> D L3 1-105 TRIAL ALIGN — TRIAL ALIGN ZF7HEXFZHIT, E&# EIE Ev FLE

. TI— FEAEHET B
L3 ANSWER 1 OF 105 GENESEQ COPYRIGHT 2022 CLARIVATE on STN
AN AJQ34458  GENESEQ
TI New array comprising a transcriptome from a diseased tissue, useful for diagnosing
a pathological condition or for determining responsiveness of a patient afflicted
with a pathological condition to a therapeutic agent

MTY cDNA
DESC Human diseased colorectal tissue c¢DNA transcript SEQ ID NO:26105
KW Diagnosis; prognosis; screening; neoplasm; inflammation; degeneration; cancer;

arthritis; asthma; neurodegenerative disease; cardiovascular disease;
hypertension; psychiatric disorder; infectious disease; metabolic disorder; immune
disorder; ss

SQL 3024

L3 ANSWER 17 OF 105 GENESEQ COPYRIGHT 2018 CLARIVATE ANALYTIGS on STN
AN BES08390 GENESEQ —
TI New isolated protein useful for modulating cell proliferation or

apoptosis, diagnosing or determining risk of colon cancer, and treating

colon cancer, comprises specific amino acid sequence

MTY  cDNA
DESC Human colon cancer associated target (CCAT) cDNA, SEQ ID 1741. TRIAL:]
KW apoptosis modulation; cell proliferation; colon tumor; cytostatic;

diagnostic test; drug screening; gastrointestinal-gen.; prognosis;
protein detection: ss; therapeutic; tumor marker
SQL 2984 o—| B K
ALIGN ‘ —
Sequence Length: 2984;
Strand: Plus / Plus;
Hits at: 2101-2120
1 GCGCCCCAGT CTCCTCTGCT ACTCAGAGTT GCAACCTCAG CCTCGCTATG
61 GCTCCCAGCA CGCGCIGCCC GCACTCCTGG TCCTGCTCGG GGCTCTIGTIIC
121 CCAGGACCTG GCAATGCCC EvhiE
181 GGCTCCGTGC TGGTGACATG CAGQ - 2984 DEZFZEFED cDNA ITHELNT
241 ACCCCGTTGC CTAAAAAGGA GTTd  2101-2120 OEFEmMABR X &E—F L

[ ]

1801 TACAACAGCA TTTGGGGCCA TGGTACCTGC ACACCTAAAA CACTAGGCCA CGCATCTGAT
1861 CTGTAGTCAC ATGACTAAGC CAAGAGGAAG GAGCAAGACT CAAGACATGA TTGATGGATG
1921 TTAAAGTCTA GCCTGATGAG AGGGGAAGTG GTGGGGGAGA CATAGCCGCA CCATGAGGAC
1981 ATACAACTGG G CTATTGGGTA TGCTGAGGCG GCACAGACTT
2041 ACAGAAGAAG®TGG RmETE Y b TAGCATCAAA ACACAAAGGC CCACACTTGC
2101 TGACGGATGC CAGCTTGGGC ACTGCTGTCT ACTGACCCCA ACCCTTGATG ATATGTATTT

-~ — — —
2161 ATTCATTTGT TATTTTAGCA GCTH EYFLIEI—FISZETHR () A< hopp
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=> D 1 ALL

“—

i IEH Wik EIIEHEEZL-VDEEE, AL ZFELEFHFT S

L3
AN

ANSWER 1 OF 105 GENESEQ GCOPYRIGHT 2022 CLARIVATE on STN
AJQ34458  GENESEQ ED 20211123 UP 20211123

DED 20080207 Full-text

New array comprising a transcriptome from a diseased tissue

TI useful for diagnosing

IN
PA
LA
DT
PI

MTY
PSL
DESC
KW

ORGN
AB

SEQN
SQL
SEQK

SEQ

NA

a pathological condition or for determining responsiveness of a patient afflicted
with a pathological condition to a therapeutic agent

Harkin P; Johnston P;
ARRADX LTD (ARRA-N)
English
Patent

W0 2006048291 A2

cDNA

Mulligan

R—=9y R HADEHHBEROARTIND
- RIEEHERERTLEVWE AL, WPL 74ILA
JOARA—N—BRBLTHERTS

20060511

Claim 4; SEQ ID NO 26105; 64pp

Human diseased color
Diagnosis; prognosis;
arthritis; asthma;

disorder; ss
Homo sapiens

The invention relates to a new array comprising
The diseased tissue comprises a tissue a
an inflammatory disease or a degenerati
neurodegenerative diseases

tissue.
disease,

arthritis, asthma

neurode
hypertension; psychiatric disorder;

SCreg

BHEDPORINERORLELE
- JL—L 4 IR INTHY, B EFS(X 26105 THD

BCINCTIaCIveG Urocaocsc,

infectious disease;

Carugrovacourar

TUToCao Gy

metabolic disorder;

immune

WPI 774Dk EE T DHE S
HMBOWEEROIENTES

T UTISTdAdstyT,

TTICTUUTITE CdadrioteTr,
cardiovascular diseases

hypertension, psychiatric disorders, infectious diseases, metabolic disorders and

26105
3024

949513f305¢043acbab40628f3f7924f03cfebb57542e511e8cbh3d13a5458124

1 ctataaagga
51 agttgcaacc

2101
2151
2201
2251
2301
2351
2401
2451
2501
2551
2601
2651
2701
2751
2801
2851
2901
2951
3001

aggcccacac
cccaacccett
tattgagtgt
ggagctccca
gttgtacact
cttectcattg
gcacaaaagec
cagtgaggcce
cacctcccca
ggtcatgtet
tcctecttgte
gtttcctgca
tattggagga
gtgtgtatgt
tggtgcaatc
ctcccaccte
acctggcaaa
attgcccaga
aaaaaaaaaa

A 719 23.
C 878 29.
G 801 26.
T 626 20
u 0 0.
r

0 0.

tcacgcgecc cagtcgacge tgagectcctc tgctactcag

ALL REB R TIEEYFLII—RANASAREREL |

tcagcctcg
ttccejtgacgg atgccagett

gggclactget

gatgatatgt atttattcat
cttttatgta ggctaaatga
gtcctaatca cattcaaggt
gcaggagagt gcctggcaaa
gccaacctge ctttccccag
actatatgga ctggtaatgg
ttattcctcc cttcccccca
cccacataca tttctgccag
ggacatgagt gcccagggaa
ctgtttgcat ttcactggga
gtgatcaggg tcctgcaage
ctccctccca getttggaag
gtagacaagc tctcgectetg
atggttcact gcagtcttga
agcctcctga gtagectggga
tttgattttt ttttttttte
cttecctttgt gttagttaat
aaaaaaaaaa aaaa

Count Percent

O O 4 Oo1 O o
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ttgttatttt
acataggtct
caccaggtac
aagatcaaat
aaggagtgat
ttacaggttc
aaactgacac
tgttcacaat
tatgcccaag
gcottgcacta
agtggggaag
cctcatccge
tcacccagge
ccttttgage
ccataggctc
cagagacggsg
aaagctttet

gtctactgac
accagctatt
ctggectcac
agttgtacag
ggggctggga
ttttctatcg
agagattacc
ctttgttage
gacactcagc
ctatgccttg
tgcagctcca
ggggccaagg
gtgtgtgtet
tggagtgcag
tcaagtgatc
acaacaccac
gtcttgcaac
caactgccaa



WEI—K-7I/Ba—F

B ZEOEREI-F

+ IEHEO—FK (Symbol) EEBRI—F (Ambiguity Codes) ¢ 5. FI|FHTEHa—KI&
=>? NUC THRETES.

- BIDI—T42T @—FQLEVIR) (F, 5 Rifishd 3 RimDIE.

= TN = 7 TN
Ero_r Rz x@ﬁaﬂfgﬁté BAEACEIT 5

A adenine A A

C cytosine C C

G guanine G G

T thymine (in DNA) T, U T, U

U uracil (in RNA) T, U T, U

: - REEAITEINT B | BARIICEINT B

BHa—F % a—FK a—FK

Y pyrimidine (C or T/U) Y Y

R purine (A or G) R R

M amino (A or C) M M

K keto (G or T/U) K K

S strong interaction S S

(3 H bonds) (C or G)
W weak interaction W W
(2 H bonds) (A or T/U)

B not-A (C, G or T/U) B B

\% not-T/U (A, C or G) \% \

D not—-C (A,G or T/U) D D

H not—-G (A,C or T/U) H H

N unknown or any nucleotide N N

B SE (/0D BRE
* GENESEQ Z7A4ILTIEA/ 0 DIEEI—FIXFERINTULVEL.

- LO—FATEHA/2VIZHLT, BBRI—F N ARIBAINTEY, HHBRIC N BNM/20T
HAIENRENTNS. ED=H, BRRICITEOXNENTHS.

=>S L# AND (MODIFIED(S)BASE(L))/FEAT
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B 73/Ba—F (—87I/Ba—K)

1 XFO—FK¢ 3 XFO—FAFETES. FJIETES0—FIE => 2 AAC THERTES.

- B Oa—T4>Y (a—

FoIEIR) (X, N Rim

(NH2) »5 C Xif (COOH) DIE.

I XF | 3 XF Dy =25 T BHE T

a—F a—F B Evbdda—F Evhkd5a—F
A ALA Alanine A A
B* ASX Aspartic acid or Asparagine B B
C CYS Cysteine C C
D ASP Aspartic acid D D
E GLU Glutamic acid E E
F PHE Phenylalanine F F
G GLY Glycine G G
H HIS Histidine H H
I ILE Isoleucine I I
J XLE Leucine or Isoleucine
K LYS Lysine K K
L LEU Leucine L L
M MET Methionine M M
N ASN Asparagine N N
P PRO Proline P P
Q GLN Glutamine Q Q
R ARG Arginine R R
S SER Serine S S
T THR Threonine T T
U SEC Selenocysteine
\% VAL Valine \% \%
W TRP Tryptophan W W

Unspecified (A to Y) or
X Xaa Unknown or Other X X
Y TYR Tyrosine Y Y
z* GLX Glutamic acid or Glutamine Z Z
*B,J, Z IERRISATICKYEYLTHa—FHELRS.
Evbkdda—F
/SQSP /SQEFP, /SQSFP
B B B,D, N, E, Q, Z
Z Z B,D, N, E, Q, Z
B OBH-REZEOTI/BO—K
- BHR-REZDOTI/BBI—FIE X (XXX) TRERTS.

- R FEAT 74—JLF) 2 X IZHIETHEHE-KRTE

B J73—RBREBICERASING7I/BOEME
EMU5R FS/Ba—F

HoKtE, B&-T3F D,E, N, Q, B, Z
Bk, BE H, K, R
SSERKME, s A G P, ST
BE K M I, L, M,V
BRKME, BEK F,Y, W
BHITH IR C

18
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ZTDMDEGTRRI«4—ILE

I/ B5E/

f

%75 i

T4—ILF R E A Crl g R A Sl
5L S INSULIN (L) PREP?
Sh04 /Bl HAKSE B ¢) x S JUNIPERUS VIRGINIANA
S EPIDERM? (L) GROWTH?
/AA TI/EBEDIESE ) x x S S/AA AND T/AA
/AA.CNT* TI/BOK #HiE X x S S/AA (S) AA.CNT>9
/AAPER® TI/BEOHE i\ X x S T/AA (S) 25-30/AA. PER
S L1 AND AT/AC
/AC R "’7 © 8 S L1 AND AUgTRIA/AC
/AD*3 HEER B E x x S 7 JUN 1999/AD
SO 5 10| | danvooseone
/AY* H R #HiE X x S L1 AND 2000/AY
/CR igf;%;iai'{f;_':w ) o) x S ABU09574/CR
/DESC Bc 51l 0 5 BA H/Bi5E O X S DYNORPHIN/DESG
/DED*® F—2OA KR i x x S DED>20140103
/DUPD*® F—AOEHA HE x x S DUPD>20000101
/ED AAH B X x S 20211030/ED
wr o | o [y
\ S L10 AND NS/FS
/7S ITANETALE & © * s L10 AND PRéTEIN/FS
/IN HBE 4] @) x S GOSSEN M/IN
o o] = [snmm o
/NA BEDIESE 1 X X S C/NA
/NACNT* BEOHK #HiE x X S A/NA (S) NA.CNT>10
/NAPER® BEOHEE 1B X x S G/NA (S) 60-70/NA. PER
S ADENOVIRUS/ORGN
/ORGN M4 fa/8E | O X S (SIMIAN AND
ADENOVIRUS) /ORGN
/08 WPI OLO—KRES f (@) x S 1994-151326/0S
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J4— LK FEE T 2l || T | E R AR Bl
/PA*? HEFHHREA a/8E | O x S CHIRON SPA/PA
/PACO HEHFHBAI—F ] @) X S BADI/PACO
/PC HEFRTE ] O X S L1 AND US/PC
/PK BRI a—K ) @) x S L1 AND JPA/PK
5 o] x|
ps | MEEORNWHO |y | o | S
S (CLAIM?(S)1)/PSL
/PD*® BEFRTH BB x x S L2 AND 1 NOV 2001/PD
/PY*® BHERTE i x x S L3 AND 1997-1999/PY
/PRC BEETRE ] @) x S L1 AND JP/PRC
/PRD*? B SEHEETRE 1B X x S 19930907/PRD
/PRDF*? RADBEEERA BB x x S 17 JUNE 1993/PRDF
e | wsmumes | 8 |0 | o« |SEMTHVE
/PRY*? BEiETESE i x x S L1 AND 1995-2000/PRY
/PRYF*® RADBEETRE i x x S L1 AND 1995-2000/PRYF
S 0702CCB35274BA330A6DOF5D
/SEQK Fic 51— ) @) x C8D75884CEDEBDI5A06A051381
70003CE5EC921E/SEQK
/SEQN e 51| & = B x X S 337/SEQN
/8QL* 2 5 & e X X S 70-90/S0L
/Tl WPl DiZERE BEE ©) x S HUMAN INSULIN/TI
/UP E#HA 1B x x S 20220204/UP

I HE—B-RA-BRBRREFAISEEE ANFBEIRE 4 XFELE

*¥2 (S) BEFIIAR—XTRETES.
*3 HIEFEFFHIERECICKIBRENTRELKERE I« —ILF
¥4 STN BAFRLEFEEAIIVIERDELLTHLHHATES.
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