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Score: 23.1 bits (47)
) Expect value: 3.612e3:

|

Identities: 7 / 9 (77.8%)
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J7 =) —1RZE"

1 SAPATGSSTE

\_

@’ BB HECH
J7 =) — Rz
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Q: 1 SPATSGSTP 9

LR
S: 60 SPATSGASP 68

N /

R FMRT7 = BESDHIEIIRER
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CAS STNext DECHIRSED T 7 1 L Ei¥EE 6

REGISTRY HROMEEEFIN S U T2icy Z= I Ek

GENESEQ HROFF M S U IZEC 2 U Ex

USGENE KEWFEF(CEE & = N/zhed z N Ex

PATGENE PCT HFE(CEC & =N /zheh Z UNEx

GENBANK KEE B AFTPIERR OKRESELS 5 — 5 R — X
TEENSHELHZ UNER

« REGISTRY J7-1)L
CAS Sequences |, - 5 mmurere s s
. NCBI B33EDAE!

* HEEHIABE R THRAT D T 7 1) LOHEE
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RFEISE - N> RDIELY

e 2EFIRTR REOS—RE
‘ BB TIIRT BLAST GETSIM
O RTIRE | MUIUEYT MO T TRE _
REGISTRY SEARC? :I?é RAE
GENESE
RUN GETSEQ RUN BLAST RUN GETSIM
PATGENE
GENBANK BEHIIRZR(E TE/RU
SEREINRTR REOD—RR
BBy ERFI RS BLAST GETSIM
CAS Sequences - BLAST |CDR | Motif -

ON RARE

* MEHIARGBE R TR T DR

© 2024 {LFIERIBS




SeRECHIIRSR - B ECHIIRSR

STEECIIRTR - BB EHIRSR

(=115 i Wt 5 BT Lt E = OV A s EC e S
RRFC(IBEPDEHIRRZEITI D

STEEACHIIRER BB BCHIIRER
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SERECTIRFR - SPDECSIRFREDIRFEL 10

REGISTRY Tld SEARCH 0<% > KR, GENESEQ Tl
RUN OY> RZEESDS

a A
REGISTRY : => S O— R/ I—JLE

kGENESEQ : => RUN GETSEQ 11— /&% J 1 —)l |<)

BRI BRI —IL &

el /SQEN
A
BB ECHIIRZR /SQSN
SE2HCT /SQEP
o =2 EF TP U —* /SQEFP
SINDE
=iyl /SQSP
ERYECH T 7 S —* /SQSFP

* EfR7 = BESHIENNEY hTD © 2024 {L2I5E®MIBS

IS 1— R 11

BEEDIRFR CEITEDERI— RZFHTED
o IEEI— R 5 KiHENS 3’ KHDIETANI S
o XTI 7 A )L THATIEMIEEDIEE ] — RO,

=> HELP NUC &8, TECRIIMIIEIRO— R EFIARIEE
BAEIIRETEY b

FTEEIIRFTETEY b

REGISTRY | GENESEQ | REGISTRY | GENESEQ
A | 77= A A A A
C |>h3> C C C C
G |Jd7r=> G G G G
T |F=> (DNA) T T, U T, U T, U
U [D53JL (RNA) U T, U T, U T, U
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P=)Ed—R 12

A UINTEDIRZETIETED 20 RO = J B
dA—RFEROR—2(ERII—REFIHETED

® V= M— RIE N RKim (NH2) m5 C RKim (COOH) @
BT AT D

1XF 3XF 7=t xE - BREIMRRTEY S | 1XF  3XF =B x2 - BREIIRRTEY b

=1 REGISTRY | GENESEQ |[Suil B = REGISTRY | GENESEQ
A ALA | 75=> A M MET | *FA=> M
C CYS | >RxF1> C N ASN | 7=/(5%> N
D ASP | 7=/t R D P PRO | 7OU> P
E GLU | /o= E Q GLN | 2on5=> Q
F PHE | 7z 73=> F R ARG | 7ILE=> R
G GLY |Zvz> G S SER |V~ S
H HIS | EXF>Z H T THR | hLAZ> T
I ILE Va_a>> I \ VAL | /tU> \
K LYS vz K W TRP | NUThT7> W
L LEU |OT1>> L Y TYR | FO>~ Y
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PZJ)BI—F (&) 13

S2EFIRETEY b BHmIRETEY b
REGISTRY GENESEQ REGISTRY GENESEQ
(0] PYL eous> 0] 0] 0] 0]
U SCY LIS RAFT1> U U U U
B ASX FRISE _
VYT B,D,N D, N B,D,N
J XLE (VOA>> _
o>~ I,L IL I,L
Z GLX IV =B )
U“JI/S’E\/ = ZIEIQ E/Q Z/E/Q
X XXX R - RER X A-Y, X* X A-Y, X*

\

o ZHIJ7AILCHHATED 7= /BI— bOFMIE. => HELP AAC £88

® REGISTRY J7AI)LTIE, X (#Fk - REROV=ZJBEI—R) D
iFflie => HELP AAU THETED

* GENESEQ J 71 JLdD X M&F#fllld HELP ACC Z&1R

11— ROOFFEMI(E TREGISTRY T 71 )LECHRZR] [GENESEQ T 7 1 )LECHIRZR | =S8
https://www.jaici.or.jp/stn-ip-protection-suite/cas-stnext/documents/#07
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=M - REGISTRY 14

WTLNSAGYLLGPH Z—8BlcELY > /\UEZ=
REGISTRY J7 AL CHRETSD

[ARZRZAF]
- BLFIR(S 30 UFTRETS
- B CTOL—LENTVSESIICRET S
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RDIAHCEFRIEFET « —IV K - REGISTRY

WZEIEH | J1—J)LR A6
o BRI —ILR
—> S L1 AND 100/SQL
BoSl & /SQL —> S L3 AND 10-20/SQL
=> S L5 AND 200=<SQL
/PNTE ® JL— AN TULBESIICIRE
e | —> S L2 AND CLAIM?/PNTE
JETie /Fé'AT ® L — AESNTULVRUEEEGICIRE
—> S L3 AND UNCLAIM?/PNTE
® JL — AT TUVBEHSIDRZRENZERD B Z IR EF
, —> S L1 AND CYCLIC/NTE
BEEES /NTE —> S L3 AND MODIFIED/NTE
o 50k - REZD V= /EE 11— ROTEEZTINER

TDMMDELHIBEIRZR T 1 —)L REXFFHRICDWLWTOFEML, <5FMR> FX h=E8
https://www.jaici.or.jp/stn-ip-protection-suite/cas-stnext/documents/#07
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AL I—RERRIDESDRT > M - REGISTRY

® SQIDE R EDEHIEHRNFRSNDIR RN T
EHT S

- T IJAILb®D IDE "R TIFETBIRIEFRR SR

ECTN AE

CA F5l%. AFI. ISREERF. BER. EdE
* BoHl (RSN

IDE R/ (BRI EIBR). ByIE (SQL). B2 (NA).

SCAN

SQIDE KRR (NTE). 4557188 (PNTE). 1 XFI— ROEHIF—4
(SEQ)
SQIDE3 %(%/IL%E ERU. ZEUERSIT—4 (SEQ3) (& 3 XFI1— RTHRR
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1R3EH - REGISTRY 17

=> FILE REGISTRY

=> S WTLNSAGYLLGPH/SQSP
L1 344 WTLNSAGYLLGPH/SQSP

=> S L1 AND SQL=<30
L2 123 L1 AND SQL=<30

=> S L2 AND CLAIM?/PNTE
L3 12 L2 AND CLAIM?/PNTE

=> D L3 1-12 SQIDE

L3  ANSWER 1 OF 12 REGISTRY COP
RN 1381842-73-4 REGISTRY
ED Entered STN: 06 Jul 2012

FS PROTEIN-SEQUENCE; STEREOSEARC
SaL 30 °

PATENT ANNOTATIONS (PNTE) :
Sequence |Patent
Source |Reference
+
Not Given|AU20122
|claimed SEQID
|89

SEQ 1 GWTLNSAGYL LGPHAVGNHR S

HITS AT:  2-14&——

— REGISTIRY Z 74 ILIZA S
— BAEIEFEETT S

— BSIR TIRE

— OL—ATRE

— BSIEHREZRTT S
YRIGHT 2023 ACS on STN

CN L-Serine, glycyl-L-tryptophyl-L-threonyl|-L-leucyl|-L-asparaginyl-L-seryl-L-alanylglycyl-

fcolR

IL—LI

Ewv bUI—-RIEEIZER (=) MMI<

FSDLNGLTS
Ewv MIE




8% : CAplus T7 A INAIORA—)\—1%FK

=> FILE CAPLUS — CAplus Z74IIZAS

=> S L3 — REGISTIRY Z74/LD L3 #0OXF—/—#&FT S
L4 161 L3

=> D 5 BIB ABS HITSEQ — BIB ABS HITSEQ ZFBA THI~T S

L4  ANSWER 5 OF 151 CAPLUS COPYRIGHT 2023 ACS on STN

AN 2021:2774180 CAPLUS Ful|-text

DN 178:51304

TI  Site-selective itaconation of complex peptides by photoredox catalysis
AU  Wang, Siyao; Zhou, QingQing; Zhang, Xiaheng; Wang, Ping

SO Angewanate Chemie, International Edition (2022), 61(5), €202111388
CODEN: ACIEFB; ISSN: 1433-7851

AB  Site-selective peptide functionalization provides a straightforward and
cost—effective access to diversify peptides for biol. studies. Among many

IT 136024-41-4 —
RL: RCT (Reactant); THU (Therapeutic use); BIOL (Biological study); RACT
(Reactant or reagent); USES (Uses)

(synthesis of itaconated peptides and their derivs. through combination
of transamination and photoredox conditions)

RN  136024-41-4 CAPLUS HITSEQ

CN L-Serine, glycyl-L-tryptophyl|-L-threonyl|-L-leucyl-L-asparaginyl-L-seryl-L- L_
alanylglycyl-L-tyrosyl-L-leucyl|-L-leucylglycyl-L-prolyl-L-histidy|-L- Ew hU7z CAS RN®
alanyl-L-valylglycyl-L-asparaginy|-L-histidyl-L-arginy|-L-sery|-L- FOO—-ILETFR MR
phenylalanyl|-L-sery|-L- a-asparty|-L-lysy|-L-asparaginylglycy|-L- BAG). CA 5|4, BCH

leucy|-L-threonyl- (CA INDEX NAME)

SEQ 1 GWTLNSAGYL LGPHAVGNHR SFSDKNGLTS

EATE 35S, BEYIROHIRE

\

o v IS, 1kiES(d => HELP SQQ £88

=S OF AL TREGISTRY J71)LESRR] =S8
https://www.]jaici.or.jp/stn-ip-protection-suite/cas-stnext/documents/#07

® REGISTRY J71I)LDF+v v Ties. ¥k SFIAH)
=> S SY...RPG/SQSP — SYTYYRPG AFWSYKRLRPG

=> S QS[ILM]SSW/SQSP — QSLSSW QSISSWLA 7=&EMNEW b

o FhIERANDRTDHIR
- REGISTRY J7-1I)L
ARk 10 s> 10H

Aoyl J— e BEEAND U—EITIRER 250 O—kK

QUERY OV~ RTHRRA UTEARZR T+ —IL - 5t&fcy 1,000 J— R
HEOE[AD L BESZ & LS5 TORTSD - #b3ECHI 2,400 O— R

REGISTRY BLAST VI DT 7 50,000 O— K

- GENESEQ 77 -)Ll& => HELP QLMITS £87

1,000 O—k

\
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SEQLINK EXACT ¥ > F - REGISTRY

® REGISTRY J7 )L TCIXRIFEHDEH &> TV TH.

f@rlla> CAS RN® ZHDIFEMNd D

® SEQLINK EXACT OV > RZfERIT D ERFEHT

HOTCHBHDL O— RIS TeEE. I )\ DEB%

r

FKEHDIENTED
~
=> SEQ CAS RN®
=> SEQ L# <« BAILO—RegZ0VEEFTY b LES J

&

© 2024 {LZFIERB=

#5& - GENESEQ

GACAGCCAAGCGGCAGGGCTGCCAGCAGCC &
ST (C—E T LAY GENESEQ J 7 ()L T
HE I D

[FREREEAT]
- HEHEHEEHD (TIAILE)
5 3

GACAGCCAAGCGGCAGGGCTGCCAGCAGCC (&Efz)
CTGTCGGTTCGCCGTCCCGACGGTCGTCGG (#B##dH)
3 5’

GGCTGCTGGCAGCCCTGCCGCTTGGCTGTC (#BEtHDERIT)
5 3

- BT COL—LSNTWLDEHIICIRE T D

21
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=EEDIRHERDIRR

® REGISTRY J7 1)L

- HEWHEEBEN (CIRRESNIRVD T, BEICHUT
TEfEEH B RIERER I D

=> § GCCCAAGCTGGC/SQSN  — AALF=EEFa—F (—KEH) OAHRE (TIAILE)
=> § GCCAGCTTGGGC/SASN < #1HFHSHDESII— % 5 —3 ODIETHER LIRS

® GENESEQ 71l
- T IJA)LNTEBNCHEEEZSH TRRESND
- HEHEZEODINEIAT S I TEETED
=> RUN_GETSEQ GCCCAAGCTGGC/SOSN — RBEEADTRE (FIAILE)
=> RUN_GETSEQ GCCCAAGCTGGC/SOSN —S BOTH  (E3E& Rl Li&%)

=> RUN GETSEQ GCCCAAGCTGGC/SQSN -S SIN <« AALTzERFIa—F (—FKH) OHEE
=> RUN GETSEQ GCCCAAGCTGGC/SQSN -S COM <« A AL f=ER5a— FOHEHEEOABER

22

© 2024 {bF1EHRBS

RKDIAHCEFIRERET « —)L R - GENESEQ

RRIAE J1—=ILE A

® BRI —IL R
=> S L1 AND 100/SQL

B & /SQL —> S L3 AND 10-20/SQL

—> S L5 AND 200=<SQL

® JL—/ASTNTULBESIICIRE
BEFROBEID | oo => S L2 AND CLAIM?/PSL
SLEIE ® L — AN TULVRUVLESICEE

=> S L3 AND DISCLOSURE/PSL

o ESIDE AN

—> S L1 AND (DISULFIDE(W)BOND)/FEAT

" —> S 13 AND MRNA/FEAT

(REEES /FEAT o 5k - KEZEDT S IBI— R (X) [CHET
B EERZ UNER

—>S (HSE OR HOMOSERINE)/FEAT

WPI LO—R /05 ® WPI J71)LDOL 01— RESHEIRIR
BHS => 594-151326/0S

ZDMMDELHIBEEIRZR T ¢ — )L RELFHRICDWVLWTOFEMI(L, <5FEMiR> T+ X h&B
https://www.jaici.or.jp/stn-ip-protection-suite/cas-stnext/documents/#07
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BeSILO— R ZERFRIDIESDIRT> b~ - GENESEQ 24

® ALY DEIED T SA A MEHRIA L, BIEOES =D
UTZUWLEF (&, TRIAL 2 ALIGN R ZERT D

o E:LIBI ALY (CET DeFil/RBIRZ R LIcWLsE (.
BIB 1> ALL & RIEAZ(EHT D

Rorfzak e
TRIAL L O— R&ES (AN), && (TI). DFRY1T (MTY). BcHID:REA (DESC).
F—-J—F (KW). BEc¥l& (SQL)
o ALY, ENEIIRRERDBS
- 2EHIER (Ev MIBICEZETHRMIC)
ALIGN o REOS—RRERDBE
- By hUZEHI EBRIECSIDT S A A2 MEHR (—EB/A—BY
Frv)
BIB Sanla¥k. BcHDsRBA (DESC). /OXLTJ7L>X (CR)
ALL SEm. PR BIBRELTUF—T—F (KW)

© 2024 {bF1EHRBS

#3&0 - GENESEQ 25

=> FILE GENESEQ — GENESEQ Z 71 /IZA B

=> RUN GETSEQ GACAGCCAAGCGGCAGGGCTGCCAGCAGCC/SQEN &———

REEDECIIRETI(E. TIAIL M TEERIC

L1 RUN STATEMENT CREATED HRHESHTRRIND

L1 3 GACAGCCAAGCGGCAGGGCTGCCAGCAGCC/SQEN

=> S L1 AND CLAIM?/PSL - SL—ATEE

L2 3 L1 AND CLAIM?/PSL

=> D L2 1-3 TRIAL ALIGN — TRIAL ALIGN 7t EHE TR, BAIR. vk LAT—FERETS

L2 ANSWER 1 OF 3 GENESEQ COPYRIGHT 2023 CLARIVATE on STN.
AN BKQ82934  GENESEQ

TI Diagnosing subject with benign, pre-malignant, or malignant

MTY cDNA

DESC  Human orphan non—coding RNA (oncRNA), SEQ ID 6810.

KW cancer; cytostatic; diagnostic test; oncRNA; orphan noncoding RNA; rna
detection; ss; therapeutic; tumor marker

SQL 30 — AR

ALIGN

Sequence Length: 30;
Strand: Plus (
Hits at: 30-1

30 GACAGCCAAG CGGCAGGGCT GCCAGCAGCG

ALIGNNENT FROM F‘N”MBER.“/ Minus DIREBMETE Y RLTVS

bwv MIE

* | bw hLEI- RICEZER (=) HME<
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#®R3H - GENESEQ

L2 ANSWER 2 OF 3 GENESEQ COPYRIGHT 2023 CLARIVATE on STN.
AN BKQG82933  GENESEQ
TI Diagnosing subject with benign, pre-malignant, or malignant

ﬁESC Human orphan non-coding RNA (oncRNA), SEQ ID 6809.

KW cancer; cytostatic; diagnostic test; oncRNA; orphan noncoding RNA; rna
detection; ss; therapeutic; tumor marker

SQL 30 — AR

ALIGN

ALIGNMENT FROM L-NUMBER L1

Sequence Length: 30;
ﬁ?{a”dél":u | AHUREREROI—RTEY K
its at: 1-

1 GACAGCCAAG CGGCAGGGCT GCCAGCAGCC

L2 ANSWER 3 OF 3 GENESEQ COPYRIGHT 2023 CLARIVATE on STN.
AN BKQ82932  GENESEQ

MTY  RNA

DESC  Human orphan non-coding RNA (oncRNA), SEQ ID 6808.

KW cancer; cytostatic; diagnostic test; oncRNA; orphan noncoding RNA; rna
detection; ss; therapeutic; tumor marker

SQL 30

ALIGN

ALIGNMENT FROM L-NUMBER L1
Sequence Length: 30;
Strand: Plus / Plus;
Hits at: 1-30
1 GACAGCCAAG CGGCAGGGCU GCCAGGAGCC

© 2024 TEZI1E®R =

#®R3H - GENESEQ

=>D L2 1 BIB ALIGN — BilEHEEy FLAET— FEBASHETERT S

L2 ANSWER 1 OF 3 GENESEQ COPYRIGHT 2023 CLARIVATE on STN.

AN BKG82934  GENESEQ ED 20220325 UP 20220325
DED 20220324 Ful |-text

TI Diagnosing subject with benign, pre-malignant, or malignant
hyperproliferative cell|l used for detecting cancer cell in subject
involves detecting presence, absence, and/or quantity of non-coding RNA
or its functional fragment in sample

IN Goodarzi H

PA UNIV CALIFORNIA (REGC)

LA English
DT Patent
PI WO 2022040106 A2 20220224

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 2021-US46186 20210816

PRAI 20200816

FS NUCLEIC; NS

0S 2022-27666X [020]

MTY  cDNA o | FEFhBCHIBIRODTEMIE

PSL Claim 64; SEQ ID NO 6810; 916pp

DESC  Human orphan non-coding RNA (oncRNA), SEQ ID 6810

ALIGN

ALIGNMENT FROM L-NUMBER L1
Sequence Length: 30;
Strand: Plus / Minus;
Hits at: 30-1
30 GACAGCCAAG CGGCAGGGCT GCCAGCAGCC

© 2024 {LZIERBR




=38 1 28

TEeDEHEZTY > )\ JEB% REGISTRY J 71L&
GENESEQ J 7 1L CHND

CRHKPMRTVTNFYIANLAATDVTFLLCCVPFTALLYPLPGWV

LGDFMCKFVNYI
[1R3RZEF] 400 L FOEHIERTO L —AICEEEHNIZES (C
[RET D
gggggig => S BR®/SOSP | => RUN GETSEQ BRIZ/SOSP | 10
FBIECIRE | SQLBTT 1 —IL REFIAYTS s
15,
2L —AICBRE | CLAIM?/PNTE CLAIM?/PSL
TN Y SQIDE BIB ALIGN 16, 24

© 2024 {bF1EHRBS
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REOS—IRFE

@E@J

— IR

AcoIERITN

[ HEC5

Fnﬁawbr ik e Oyl A=y

|—'—|/—

E1T9

-
-
-

—

FAACIRLE

30

(F7REO

-

F—INR—X (IR NT=EETID
5. JBMUEINZIRTRT D
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REOS

—IRRDI O35 A

31

CAS STNext Tld BLAST & GETSIM D 2 &AM

REO>

—RRZTRITTED

BLAST

Basic Local Alignment Search Tool

BEL<FATNTWIEIIRRTOTS L. il
DTOTSAICHANTEHRIETE S, Trvwv S
EHEDEERLLVED. BRERBEDERENME
WEEZBSNABIEN,. ER(ICIEMELERTEN

GETSIM
FASTA 50T 0OT S A.

T —HINR—IAHFDI N TOES| EDETEE
[CTSA A T TOREOS—-XO7
ZEET D, BLAST /REOS—RFTOEN
B/SNRAVMEETE. GETSIM /REOZ—1&

SLIREE

HEDF LESS

SALEDIE L EESY

L5 *E

(FEHEBFR, RTEENEENB T N3,
IR ELN
O O
A O
2B = LhER Behl Rz LEER
Fr v T (FHEDERBSNA) FryvITEEEREIND

R

FIA)L SDFETETI(EL

=0

F—HR—Z

REGISTRY, GENESEQ, USGENE,
PATGENE, CAS Sequences

GENESEQ, USGENE, PATGENE
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REO>S—1%%E REGISTRY

REGISTRY BLAST RZEDiEN

i
® VI RITTDA 2R =)L
BLAST &% (JR3iz bt‘/?ll\'jITT“%ﬁ’iﬁ)
ORCEX ® EEFRR
- VI NI 1 7 &IECE - FaSR DR
- BEHI BRI DA S @ STN FTDI DD
- R A TOER - ROUT NI 7 A IURTE
- XS A—HDETE - TSARAY N —GRTE
1

® CAS STNext TOIREKR LFRR
- AOVUT hEET, BEZERT
- LR— MERk (AT23>)

© 2024 {LFIERIBS




R — REGISTRY BLAST 34

FEEDNAHIHLEEF p53 (CFRUT DECYI=
REGISTRY BLAST #RXCilHEI D

] pS3.txt - AFE = O X

I74UF) |/EE) BXO0) F|TNV AITH)
gctcccagaa teccagagec tectcccecee gtgeccecte caccagcgac tcectacaccg A
gcggccectg caccagecee ctectggcee ctgtcatett ctgteecttc ccagaaaacce
taccaggeca gctacggttt ccgtctegege ttcttgcatt ctgggacage caastctets
acttgcacet actcccctec cctcaacaag atgttttece aactzeccaa gaccteacect
ft gcagctat gesttzattc cacacccccg cccggcacee gcgtecgcee catgeccate
ac y

1

17.15 100%  Windows (CRLF) UTF-8

Acyl& 303

© 2024 {LZIERB=

O #fF: VIMITFPDAA M=) 35

REGISTRY BLAST (XY J FDO T 7 TEITI DT,
VIR 77"A2AM=ILTD

1) ¥o>0—-RYA M7 IOALT

https://www.stn.org/stn/downloads/blast-download.html

VIKRDTT (.exe) 5 I>0O— RT3

STNext

®, Get CAS Registry BLAST
client.

2) .exe T7 (I EEFTULTAOAN=ILTS

© 2024 {LFIERIBS




@ REGISTRY BLAST 1®3%

VIO 777220 Uw LT REGISTRY BLAST Z#{c&E 9 B,
R(C. Sequence NY>z2TUw O U TCERINERKXZANT B,

— | W

+ CAS Registry BLAST: Result Set Manager = NEh o ST Sifaiieis
File Edit Search Tools Help Elle Edit Help RERZZEAD (7rj:/5 )

0 3 4
ne o8
D Result Name (optional): |ps3 related zene
New Search Sequence | Segquence D Fast BLASTE® Alerts Profiles Frefs Exit

Manage and Review Results Sequence to be searched

Recall Sequence | |Read from File

\
Reports Alertéﬁep Eaﬁu b\B*ﬁi&Fﬂyb‘ zctoooagea tgocazagec teoctooccoo ghtzzcoocte caccasgozac tooctaceccs
I Hlx0 zozgococls cacoazoooe cloclzzooc clztoatctt clztoootic coagasaacc

[ Name [ Type flevicined taccazzeca sota@ezttt costolzzec ttottzoatt clzgzzacezc caastoiziz
n acttgoacet actoototze cotoaacaaz atzttttzee asctzzocea zacctzooct
ztzoazotel zzztigatic ca

g BRI ZAN
Example #1: a nucleotiq ‘ E}%lb?%
tecoototee chatecesd © REQd from File 73\‘5 J7 /r) L
S o] EHOAD
ctgtoactet gatctateg © EE §|J E Fliﬁ it a) E é (g: EE§ j(
_ 50,000 J— R
Example #2: a protein g

THDEHLCGEHLYEAL Y SV i RERR S FARAGAF BT RARECTCDGACCAR TAT RAGE T
OLFWAERFHFEALPPARRL

£2 sl (100 manmury PLLGAPAEAALRARIRARRq %@(1154 H 14 a)ﬁaﬁl.]%@ﬁﬁ |

View Results Delete Results
[e]

m | »

L |

4
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@ REGISTRY BLAST &%
R A T72ERT D

£ Program Selection - p53 related gene (=[E] = ] | & BLASTn Database Subsets - p53 .. (=& %]

Nucleotide Query SED®ZE(E BLASTn TEITID | | | F—HIR-—DOPTtv hEiEIRT S @

BLASTn
Compare a nucleotide sequence against a nucleotide database Select Nucleotide Subsets:

LT @ All Sequences |6 | REGISTRY 77 )LD I R TDHEF

Compare a nucleotide sequence translated in all reading frames
against a protein database

() All Referenced Sequences

tBLASTX
Compare a nucleotide sequence against a nucleotide database, )
() Referenced in at least one Patent document

comparing translations in all reading frames
Protein Query () Referenced in a non-patent document

BLASTD
Compare a protein sequence against a protein database () All GenBank® Sequences

tBLASTn () EST - Expressed Sequence Tags
Compare a protein sequence against a nucleotide database ©) STS - Sequence Tagged Sites

translated in all reading frames
) GSS - Genome Survey Sequences

() HTGS - High Throughput Genomic Sequences

() Al other GenBank® Sequences

[T] Only retrieve sequences with 50 bases or less

50 IBEEMUT O DHNREIRIZE
FIVIOZEGITD
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BE . REALT 38
REGISTRY BLAST #&ZD&RERST 1T

BREIAT TRFRIEHE EcHIE R B
BLASTn |IEEACS|OBERIN RN UIEEAY R =il 1ER AT

> — 5N~ AROERESIE 7 = JEICHR R0
EBLASTN | o557 = el ORRITt (R U 12 BESI R = /MRS | RREe
RSB E 7 = ) HEEsICBRU . CICHR

MU 7 = BBES (BRSNS AE | 5 R wRhe | RER

tBLASTx

BLASTp | 7= BEEHIDBEMNICHEULIET = /BRI aRER |77 /By | 7= EERch!

I8 TR % 7= J BB ICEHR U C.

® ELIRZRIG (JREHEHEIZH TIRREIND
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@ REGISTRY BLAST 1R 39

INSA—=4 LRIEHBDOEREZFEET D

T BLAST Settings _ pa3 raaaT gong lLow Complexity Filteringl ®3 JA)L I\(E_t

- ON TERBMERBEDIY I IT«ILFYUIHMT

BLASTn Settings - p53 related gene Dﬂ\ E%?E"] (Zﬁ%ﬁ%@?f’( 7( ) h(gﬁﬂ D Bﬁ
MNBERECIRDTLD

[ Additional Option Presets [~ Basic Options ./
Search Sensiity — HHHRBEOSBAEF T v I%FT LA KN
U I [ Low Complexity Filtering |
Fewer &nswers =+ Kore Answers Query Genetic Code: | Standard(1)
'_1 7] Show Additional Options | Hax Mo of Answers 2 -
© — 10 =
TOMDIS A =5 (&, o
FIvIZEMITDER 50
REND

[EEFERDEAMEE 1,000 4

OK #z0Uwvlo93d&
RENRITEND
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® EIER=R 40

BRRT TR BREERRID

% CAS Registry BLAST3 Result Set Manager

File Edit Search Tools Help

B & = U

Sequence  Sequence ID Fast BLAST® Alerts Profiles

-

Prefs

New Search

Results (&. 1,000#%x100 7w hH'&RK

Manage and Review Results

oo p (1011IEIEGDIEIét\J hZEERR T BDERIE. &S
eports ot "l
pors ([Alerls REpors HLEE LY MYHIBREND)
EXAMPLE2 S PP AR ] Complete 1,000
EXAMPLE1 BLASTn [2021-04-15 03:57 ﬁm‘& Complete 1,000 v
0903 BLASTn |2020-08-12 03:22%Ff% |Complete 156 v
BE® BRI =FH WR - EEES BFFIvo |
Result-601982 |BLASTp |2019-04-23 04:20 4% |Complete™ 1,000 v
Result-601980 |BLASTn |2019-04-23 03:454{% |Complete 1,000 v
Result- 599344  |BLASTn |2019-01-29 03:47 4/{% |Complete 1800 v
Result-599340 |BLASTn |2019-01-29 03:15% % |Complete 1,000
Result-509336  |BLASTn |2019-01-29 03:09 4% |Complete 1,000 Status (IRR) T
21 results (100 maximum) + Running : Ef71H0
+ Complete: 587
| View Results I Delete Results —
* Queued : TS5
« Failed : %KY
(Failed (CI2 D TS ITBERRT D)

© 2024 {LZIERB=

41

@ EIERR

OIEFRADA7EOEVIBICRREND

% CAS Registry BLAST® Report - p53 related gene = [m] X : — N = =
o + ZOUYIITDEFLVTSA A MEIRD
File Edit View Search Tools Help :%E_ n
* E
HHRIEIR | g NS
Unique Sequences: 1,000 Redundant: 381 Selected Results: 0
Alignment Scores
274 <40 40-50 50-80 |
J7 8 g Details
bariil ! = O [J 601 2e-188 (1515955-81-5) 30: PN: USB613907 SEQID: 30 unclaimed DNA .
: L |77 U 15|2 L 22|8 L 3(|]3 There are 13 total redundant seauences in this grouping.
[[](1515955-91-5) 30: PN: US8613907 SEQID: 30 unclaimed DNA
— A
TS5AA [ (1256225-57-6) 100 PN: WO2010138843 SEQID: 101 unclaimed DNA
DR v 1) 1: PN W02 (GURE: 4A unclai noe
[[](139812-59-2) DNA (hurran clone 53-H-19 gere 163 (protein) cDNA plus flanl
— 1'{y Details Length = 1303 -
TS5AA ~ ) ~ score = 601®Expect = 2e-168 A48
E [0 [ s01 2e-188 (1515955-91-5) 30: PN: US8613907 SEQID: 30 unclaimed Di Tntities = 205/203 (1008) @
E = Plus/Pl S]—iI4 ) C—
D + [0 [ 601 2e-168 (457000-62-4) GenBank BD135657: Otservation alley for ex| e o e —— E—E/(—t> b
+ [C] 601 2e-168 (106440-95-3) DNA (human clore (53-H-19 antigen p 53 cC Subject: 308 T %2
# [ [ 598 6e-166 (1422997-95-2) 29: PN WO2013027427 SEQID: 29 unclaimec _— ——
. v unmy Y- B T LT
¥ =P ject:
O L BT BERANEET BBE .., T
HEREIN oery: 111 coasmmccTaccassacaceracsarme| 7 5 A > NFRIR
s OsS ZN &) e ] e
e Subject: 418 CCAGAAAACCTACCAGGGCAGCTACGGTTTCDY Query 0 Eﬁ']éf‘:ﬁﬂ‘,
. .
S 2 auery: 166 AcasceaseTCTaTeACTTGcAceTacTocer] U b]ect : [BIZ DB
TECCEEEEEEEECEEREEE TR T (;_E&L}—Cb\éj_ '{
T e % Subject: 473 ACAGCCAAGTCTGTGACTTGCACGTACTCCCC |
Query: 221 TGAT 275
Result complete. TECCEEEEECEEEEEE TR EEE PR EE R LR TR TR LR EEr ey
Subject: 528 TGAT 582
Query: 276 CACCCGCGTCCGCGOCATGGCCATCTAC 303
TECCEREEREEECEEREERTET e
Subject: 583 CACCCGCGTCCGCGOCATGGOCATCTAC 610
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® BEIERR )
REGISTRY BLAST D[EIF(EFTF X MMEN TIRIFOIEE

4 CAS Registry BLAST® Report - Result - 638202

File Edit View Search Tools Help
Save As ... Ctrl+Shift+S —
Print from Browser

Alignment Details

IR R|EE SRO) F|RV) ALIH)
Query Input
\ Resugt Name: gfig}t - 638202 (1515055-91-6) a0; PN: USSB13907 SEOID: 30 unclained DNA
rogram: n eng = ore = xpect = Ze-
hseis: Datents (1256557 (]s) 100; PN WIZ010158843 SEOID: 101 unclained DA
EsT 2 (915430-93-2) 700 SEQID: 1 wclained T e —
SIS / TREREAT (872153-68-9) 93141 SEOID: 1 unclaimed ONA o/ E&EERT=
GSS (726439-40-3) 0869 SEQID: 11 unclaimed DNA
. Gy S
=28~ 0
Return Sequence Lengths a1 oo (4594 75-84-4) 900 SEQ1D: 5?3 tnclaimed DNA
Date Range: Up to 2023-12-20 (451310-73-9) 38: Assay, remedy and remedy means.
Low Complexity. Filteri . 0ff (382725-73-7) 72: Seauence 4 from Patent W03904266.
O Lo EX LY P 1 LEeTINE: (387725-74-8) GenBark 122243: Seauence 13 from patent US 5527676,
MEX Noi ?f AnSVthers. }[‘3000 (139812-59-2) DNA (human clone ph3-H-19 gene TP53 ph3 (protein) cONA plus flanks)
xpectat ion Yalue:
rd Size: 11 Score = 601 Expect =
Open Gap Cost: 5 é;ient(ijtiegl- 303/303 ( UO%)
Peralrtend fap Cost: 2, B ™ T oA T CAGABECTECTEOCCOTORCETECACAGRACTOCTA 55
Reward for Match: 1 . ||||I||III||I||||I||||I||||I||IHIII[IIIIIIIIIIIIIIIIII
eward for Match: Subject: 308 GCTCOCAGAATGOCAGAGGCTGCTOCCCCOGTGROCCCTGCACCAGCGACTCCTA 362

Sequence: Query: 56 CACCGGCGGCCCCTGCACCAGCCCCCTCCTGGCCCCTGTCATCTTCTGTCCCTTC 110
sctcccagaa taccagassc tactccccce gtesccects caccagcgac tectacaccs] ) CCCLCCELCCEEE LT
gcgeccccte caccagecee ctectggcee ctetcatctt ctegteccttc ccagaaaacd Subject: 363 CACCGGCGGCCCCTGCACCAGCCCCCTCCTGGCCCCTGTCATCTTCTGTCCCTTC 417

taccaggeca gctaceettt ccatctgsec ttcttacatt ctzggacazc caastctste .
acttgcacgt actcccctac cctcaacaag atsttttzce aactagccaa gacctacect Query: 1 ﬁﬁ;?ﬁ?ﬁﬁ i %(ﬁ I %ﬁ{lﬁ:ﬁ”Wﬁﬁﬁ?ﬁﬂﬂﬁﬁﬁﬂ?ﬁ 165

stscasctst sgsttsattc cacaccceeg cecsgcacce scstecscec catseccatd  gupject: 418 CCAGAARACCTACCAGGGCAGCTACGGTTTCCGTCTGGGCTTCTTGCATTCTGRG 472

tac

onammsrnntttindimahtmtmd i
Result Summary Subject: 473 ACAGCCAAGTCTGTGACTTGCACGTACTCOCCTGOCCTCARCAAGATGTTTTGEL 527
a0 e 20 T TR RS TAT g 27
Creat ion Date/Time:  23/12/20 16:35 Subject: 528 AACTGGCCAAGACCTGOCCTGTGLAGCTGTGRGTTGATTCCACACCCCOGO006G 582
Uniaue Sequences: 1,000
Total Sequences: 1,381 Query: 276 CACCCROGTCCRCGCCATGRCCATCTAC 303

) UL
Subject: 583 CACCOGCGTCCGOGCCATGGCCATCTAC 610

© 2024 {LZIERB=

@ CAS STNext BITDIZHD ¥R

BS5NIzhitdZ CAS STNext ANB1T9DIzsHI(C
Script Z{ERkI D

[ e ZHUT NTHEBREUEVASEERT S

801 2e-168 (1515955-91-5) 30: PN: US8613907 SEQID: 30 unclaimed Dt 25

801 2e-168 (457008-82-4) GenBank BD135657: Observation alley for ex %+ Get STN Data Script |.5|E|i.|]

801 2e-168 (106440-95-3) DNA (human clore p53-H-19 artigen p 53 ol / REGISTRY 77 A JL T
Retrieve the fol ing data:

B BT LR VEFICF Ty UM T, Get ’ CAS RN® =593

ime: @
| ) Sequence Records
53 se-1 STN Data Script 27Uy 93 ten > || Retrieves Sequences from CAS Registry

593 Se-1 2 Tom Faten
. Reference Records
593 5e-166 (106440-94-2) DNA (hurran clore p53-H-1 artigen p 53 cDI i
v Retrieves CAPLUS References
< >
.| Seguence and Reference Records
Get STN Data Script Cancel \;_ ,4/'/ Retrieves CAS Registry Sequences and
CAPLUS References

ransfer all alignment data for postprocessing

Cancel

FIVIZDFTTHELETSAAT
f$& BLAST LR— hEEB TR TED
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@ CAS STNext BTz DR
ROUT R IT7AINETSAA = 2EFTD

STNext N\B1T9 B/=sdD Script (.scb) 771 ILEFREFT S

& Save File As [=[=] = |
{877 M T AT x| & - H
e I7AINEEANLTRET S
o
BORIESEIH.. |« [ m ¥
-\ AN I phi related gene I ./ I
FAIZE | FPALORAFTY [ Script files (kach) 7
Mote: Use ofthe saved information is subject to copyright and data use restrictions.

TSAAD MIELR— NEIERR T BIEHCT SA A b —4 (.xss) ZRFITD (AT>32)

Toeres I

g7 B Fasky7 - @& E-

+ &

P
BIE{Eo IR <m]

-‘ IR ph3 related gene

5"5\‘5’ bt FrANOARA T :STNext Saved Sequences j 7 /r) I/%ﬁﬁ L/ t 5
Mote: Use ofthe saved information is subject to copyright and data use restrictions. REGISTRY BLAST %%\%Tj%

© 2024 {LZFIERB=

B CAS STNext COREERR 45

CAS STNext (CiE#Ht L. Script Z#5E179 D
(REGISTRY J7 )L CHSIL I— REKRET 3)

New Script

Import Script X Recent Scripts
(ORI Cancel - -
L oo R p53 related gene “

Supported file formats: .txt, .sc, .scb, .data

@ Draw @ {1} scripts .
Browse PN JZ'\

CAS STNext OEEASTFD Script p53 related gene.scb 2022.0004_Sript m

M5 Import Z3EIR9 B View more
Cancel
New Script

REFELIZTI7AIL (.scb) = QELLEU  Cancel
BRU OK 2O U v

@ Draw | ® {} scripts

BE, Script 20w oULT
AR=bULEITF7AILD
Run 20Uwvw 093
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® CAS STNext TDIRFZELR~R

B#IR(C REGISTRY J7AJLICADESILO— FH
RREIND

CAS '7::‘ STNext 69| My Files S

Transcript ON 2023_0001_Transcript History Project  CASLexicon Databases

File REGISTRY I > Session

=> QUE (1515955-91-5 OR 1256225-57-6 OR 1042749-96-1 OR 915430-93-2 OR 872153-68-9 OR Entered INPADOCDB

726439-40-3 OR 676512-76-8 OR 609383-28-0 OR 459475-84-4 OR 451310-73-9 OR 382725-73-7 OR

382725-74-8 OR 139812-59-2)/RN Eatend RECEIRY S il

L1 QUE(1515955-91-5 OR 1256225-57- g

L1 QUE (1515955-91-5 OR 1256225-57-6 OR 1042749-96-1 OR 915430-93-2 OR 872153 6 OR 1042749-96-1 OR 915430-93-
-68-9 OR 726439-40-3 OR 676512-76-8 OR 609383-28-0 OR 459475-84-4 OR 4 L2 QUE (457009-82-4 OR 402064748 g
51310-73-9 OR 382725-73-7 OR 382725-74-8 OR 139812-59-2)/RN OR 106440-95-3)/RN

=> QUE (457009-82-4 OR 402064-74-8 OR 106440-95-3)/RN L3 16 SL1ORL2 £

L2 QUE (457009-82-4 OR 402064-74-8 OR 106440-95-3)/RN

= s L10R L2
| 1srsass ot o Script (&. REGISTRY BLAST
i RRERNSHE U0
1 1256225-57-6/RN
1 1042749-96-1/RN CAS RN® Di&ZRT

402064-74-8/RN
106440-95-3/RN

16 L1 OR L2
S [ momEeanrma e
A D @ Draw {} scripts

© 2024 {LZIERB=

B CAS STNext TORFEERR
EZ&%Z SQIDE XA RETERRI D

=> D L3 SQIDE 1-16 — B ERFTS

L3  ANSWER 1 OF 16 REGISTRY COPYRIGHT 2022 ACS on STN

RN 1515955-91-5 REGISTRY

ED  Entered STN: 09 Jan 2014

CN  30: PN: US8613907 SEQID: 30 unclaimed DNA (CA INDEX NAME)
FS  NUCLEIC ACID SEQUENGCE

SQL 1303 — BB E
NA 292 a 403c¢c 348g 260t

PATENT ANNOTATIONS (PNTE) : *——
Sequence |Patent
Source  |Reference

15EPRR (155FES, BSORHMAE, AIIES)

g
Not Given|US8613907
|unclaimed
| SEQID 30
SEQ 1 gtccaggage aggtagctge tgggctccge ggacactttg cgtteggect -
51 gggagegtge tttccacgac ggtgacacge ttcocctggat tggcagecag [isel]

1251 cctcccgeca taaaaaactc atgttcaaga cagaagggec tgactcagac
1301 tga

#+RELATED SEQUENCES AVAILABLE WITH SEQL INK+*
MF  Unspecified
CI  MAN

© 2024 {LZIERBR




® CAS STNext TDIRFZELR~R

CAplus J7A)LICOOXA—)\—=U. BHIICEET D
XEREHRERT<T D

=> FILE CAPLUS — CAplus Z 71 INIZA B

=S L3 — REGISTRY Z7 4N THR6M/ | FEEEI OIS —/IN—B#FT S

L4 33 L3

=> D BIB HITRN 1-33 — BEIEH BIB) LEv L= CAS RNe ZZTT &

L4  ANSWER 1 OF 33 CAPLUS COPYRIGHT 2023 ACS on STN

AN 2013:1974020 CAPLUS Ful |-text

DN  160:94599

TI  Compositions that inhibit proliferation of cancer cells using inhibitors
of laminin 5 interactions with integrin receptors

PI
PATENT NO. KIND DATE APPLICATION NO. DATE
US 8613907 B2 20131224 US 2003-392113 20030317
US 20030224993 A1 20031204

PRAI US 2000-60239705 P 20001012

0S  CASFORMULTNS 2013:1974020

IT 1515955-91-5 &——
(unclaimed nucleotide sequence, compns. tnat TNMTOTT proTTTeration of
cancer cells using inhibitors of laminin 5 interactions with integrin
receptors)

© 2024 {LZIERB=

® (ATFT>3>) Lik— MER

CAS RN® ZzEO RN TERRUECHZS(E.
754 A MIE BLAST Lih— MEERRTED

(f51) REGISTRY J 71 JLDOEN#ERZFA LI (f51) CAplus I 71 ILDENFERZFA L
TS5A A MIE BLAST L7R— b~ TS5A A MIE BLAST LiR— b~

L3 ANSWER 1 OF 16 REGISTRY COPYRIGHT 2023 ACS on ST L4 ANSWER 1 OF 33 CAPLUS COPYRIGHT 2023 ACS on STN
CAS Registry Numbx Title
1515955-91-5 nsxsmy : Snhibi R .

BLAST® Alignment Not Given|USB613907 Compositions that inhibit pr
Tength = 1303 Seore = 601 Expect = 2e-168 |unclaimed of laminin 5 interactions wi| Controlled or Index Terms

ngt core = xpect = 2e- unetane Accession Number 1515955-91-5

2013:1974020 CAPLUS Full-ted RL: PRP (Properties)

| score = 6 ect = 2e-168 Document Type (unclaimed nucleotide sequence; compns. that inhibit proliferation of
! Identities = 303/303 (100%) Sequence Patent cancer cells using inhibitors of laminin 5 interactions with integrin
| Strand = Plus/Plus 1 Language receptors)

| Query: 1 51 English

i VL L 101 Author/Inventor 1515955-91-5

| Subject: 308 151 Land, Hartmit; Deleu, Lauren| BLAST® Alignment Data

! L e 201 Patent Assignee/Corporate Source| Length = 1303  Score = 601  Expect = 2e-168

| ueny 251 University of Rochester, USA|

' VLU 301 F L
| subject: 363 Document Number i '

351 160:94599 | Score = 601 Expect = 2e-168

401

| Identities = 303/303 (100%)

oo commeemmee] 1} 90050 1o e comens Sy ramily Secssion s cont | | ST L0

I . 501 | 3 1 55 1
! subject: 418 source | query

: 551 Ts., 15200, cont.-in-part | | ECCCCOLE O !
| querys 166 601 -S., 152pp., Cont. | subject: 308 362
' VT 651 COPEN: USKKAY ' .
| subject: 473 701 Pate‘;;;‘;"umo‘““’“ JE—— | guery: 56 10 |
i ) 751 PRTENT NO. IND DATE| | O '
| guery: 221 801 | subject: 363 a7
i VCLECLE T 851 tect tggaagacte Us 8613907 B2 2013 | i
| subject: 528 901 US 20030224993 AL 2003 1 oo 1 165 !
: ' : T !
| Query: 276 CACCCGCGICCGCGCCATGGCCATCTAC 303 o WO 2002030465 A2 2002 PUCCCE O i
' Y 1001 WO 2002030465 A3 2003 1 i
| FEECUEEEEEEE LR 1051 EP 2336166 a1 2011 1 Supisct: 418 472,
| Subject: 983 0 o JP 2010189445 A 20000 | guery: 16 CAcGTACT 220 !
o cettaga ca 2 aggagecag priority application mfomation| | CCLCCLE L '
one 2o gocacteca s 2000-60235705 B 2000 | subject: 473 n 527 |
13907 SEQID: 30 unclaimed DNA (¢ 1301 tga US 2000-60242812 P 200 :
Molecular Formula WO 2001-US32127 A2 200 : Query: 221 TGAT" A 275
Unspecified US 2002-60365078 B 2001 1 " .

**RELATED SEQUENCES AVATIABLE WITH SEQLINK**

Sequente ength EP 2001-977754 a3 200 | s 528
Pate ]goj tat: JP 2002-533904 a3 200y : = — ~ —

i peions T ————— ekt S ] N | ARIEUTE TP SA A RF—4 (.xsS)
=

Cas Registry Numb PATENT NO. kv star| | M

ey e || = T s | OISR HAISAATE LR —
BLAST® Alignment Data US 8613907 B2 pead| i ___________ ﬁ - JINT
Length = 1303  Score = 601  Expect = 2e-168 US 20030224993 Al Dead
WO 2002030465 22 pead| Link Information
WO 2002030465 A3 Dead| pUBLICATIONS APPLICATIONS REGISTER
score = 601 Expect = 2e-168 EP 2336166 Al Dead
Identities = 303/303 (1008%) JP 2010189445 A Dead| EP 2336166 AL EP 2010-12959 Register|Federated Reg.
JP 2010189445 A JP 2010-131521 Register|Global Dossier

LR— MEBR TS EIETEER—=D TREGISTRY J7 1 I)LECHIRZER ] =S8
https://www.jaici.or.jp/stn-ip-protection-suite/cas-stnext/documents/#07
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REOS—I12%E GENESEQ

GENESEQ 7 7 JLDREOS—185R

GENESEQ 77 1I)LOBEHIRZFR(C(E RUN OY > |~
ZAED

( )
=> RUN BLAST J— R/I&RET 1 =LK J\SA—5

\=> RUN GETSIM O— R/RZFET 1 —JLE )\S X =5 J

¢ 1—RE5DUEEANTS
- O—REUTDIBTAHNTS
. KB 5 RIENNS 3 RiRDIE
- A2)WO8E N XKl (NH,) m5 C Kif (COOH)
o VI D 3XFI—R, Frwv IS, FRESEFATERR0

® [OIEMDLERDFTIA)L ME 15,000 4, /NS A—HTERK 10 HH(CEED]
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GENESEQ I 7 )V - REOS—IRFEDIRFET 1 —IL K 52

5 B% \« | BLAST | GETSIM WS HEX | EE
/SQN 0 O |EEEFIOBEMIICENUIERRIZRE | BEES | EEED)
F— SR ZROEREINET S JBICHRU | =
/TSQN O O |rEIOHNST =/ BEEFIOBERNICHEEL @\Fﬁ | EEE
BB AR
7= JBESIOBMR(CEM UL 7S M | 7SR | PSB
A w5l | &S
/SQM O % IFRCRBL BN ED) BSIAICRBILS | jempmr) | exmms)

1/ BLASTn (megaBLAST)

—HDOEEZHERL (BLDOIRANYFZHE

L), KDBNE (BRI ED) BIZIRRIT D | 15 1| ois |
/SQDM O X | ReCEELEN~ BLASTN RERCH | IRERCY
(discontiguous megaBLAST)

EERA AR Z 7 = BRSCBIRU CC | ey | 7%

/TSQP | O X BT S BESE R (BLASTY) | e | gy
BRI OBMAE T = BB CBIR LT o

/TSQNX O X NS U7 = BEERS (CEER SN IEE R | 18RRI | 1BERCH

5| %1238 (tBLASTX)

© 2024 {LZFIERB=

GENESEQ J7AJb - NS A—45%5EH

0 BEMRZRDT I AL b TIHBEHEEIHTRR=IND

- TF - BIDECHIIRR L EER(CEEIHE S HDINE S ZE
INSGA—BCKXDEETED
Bl : D4 ILFU>TEITHT . AP UZO— ROEDHZ
RRI D (HEtHZZFRWN)
=> RUN BLAST GCTCCCAGAATGC/SQN -F F -S SIN

® [OE FRDEE

Bl D« IILFUD&ITHT . EELRE 10 HHICEEL
THREI D

=> RUN BLAST L1/SON -F F -MAXSEQ 100000

* )N A—FDOFMICDULTIE. => HELP OPTIONS &8
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R H 54

M ANEIEIRF p53 (ST D% GENESEQ
J7 1)L BLAST X CTHEI D

[(Er14R] RUEHIBRIRNDZEITFANT 7 AL (.txt) ZFkT D

| p53.xt - AEE
I71IUF) |EE) FRO) FRNV) AILT(H)

gctcccagaa tgccagagge tgctccccce gtggecectg caccagegac tecctacaccg

- a X

A
gcggcccctg caccageccce ctectggece ctgtcatectt ctgtcccttc ccagaaaacce
taccagggca gctacggttt ccgtctggge ttecttgecatt ctgggacage caagtctgtg
acttgcacgt actcccctge cctcaacaag atgttttgec aactggeccaa gacctgeect
gtgcagctgt gggttgattc cacacccccg ccecggecacce gegteccgege catggecate
tac
v
74715 100%  Windows (CRLF) k wERZAHLUITVWAR Fry hTEOEO-RZE

JE—U. XERICEDMHT. RO YT
[p53] E&ZFIEDIFTREFELTLIEELN,

7w JO— RzERA U => RUN BLAST 11— R/SQN D#&Z%D_EfR(E 30,000
J— R, &F#(& => HELP QLIMITS &8

=

© 2024 {LZIERB=

© BNERNO7YIO—kK

=> FILE GENESEQ

— GENESEQ Z 7 1 ILIZA B

1) BEEALD My Files DTILED A =a—mh5 Structures 2BIRT 2 (HAVEERED @Q 74 aA>E2UvY)
2) Import Biosequence %4 1) v - L, BRAN/EKL-EIERMXDTIFRA I 7ALEFUVHLT, K 20 vo$5,
CAS?,,': STNext

| MyFiles S

€ Return to Session

@ Structures (275

Sort: Date Modified: Newest ~

Search Files by Name n Bl import Biosequence | Bl Import Structure

2023_0001_Structure #

P @ Edit € Upload wee
26 Jan 2023 1:06 PM Q

BRIERBXNA VR— &5 Upload 291U vo 35,
CAS'Z,: STNext

3

=

ﬁ My Files &

€ Return to Session

(e Structures (276) Sort: Date Modified: Newest ~
- Search Files by Name n Bl import Biosequence | B Import Structure

B& ps3 # gctcccagaa tgecagagse tgetececce ' Edit € Upload | s
26 Jan 2023 1:10 PM gtggeecctg caccagegac tectacaccg
geggeeectg caccageecc ctectggece

ctgtcatctt ctgtcccttc ccagaaaacc
tarcasooca

ortacesttt ceotrtooor

4) 7y7Oo—FLEEIEBRAD L FEENRTEND,

© 2024 {LZIERBR




REOS—RFEDRERT

=> RUN BLAST L1/SQN -F F

Algorithm: BLAST - BLASTNN\Version: 2.12.0+

The BLAST software is used herei

Center for Biotechnology Informatio
Medicine (NLM). See also: Zheng Zh
and Webb Miller (2000), “A greedy a
sequences”, J Comput Biol 2000; 7 (14

Database: GENESEQ

Posted Date: Mar 2, 2022 06:00 AM C
Number of Hits to DB: 3430
Expectation Value: 10.0

Number of Sequences: 40160811
Length of query: 303 & ——
Length of database: 22574594370
Search space: 6840102094110

Effective search space: 5834704045646

Lambda: 0. 625
Kappa: 0. 41
Entropy: 0.78

Highest possible score value: 547.7

Best answer score value: 547.7 e—

3430 ANSWERS FOUND BELOW EXPECTATION VALUE OF:

GENESEQ
EIE=S

— TaNEFENL T BLAST FEQS—BREFFZETT S

AT23> T4 &EIFTY (-FF)

Low Complexity Filtering ({R#E3#EEI% T 1 )L7)
s RIBMEEROY R T T« ILFYU T ETD,

o CNUICKDMETNICER TH D THEEMZENICEEKRR I S1A>A K (WJ 5
By wF, BEUYF, JOU Uy FMEE ) ZROBR<ZENTES,

- BEAIBRRPICYRTENDO— RMEEEFIDHZEE N T, 7=/ EEECS
DiFE([E X TESHI SNIRREND,

B RDRS

fie 5l BRI ZE DS (C
B5N3XI71ME

TEC—HUEBE(IC

EBELUENEVEIZED O77E

10.0

© 2024 {LZIERB=

REOS—RFEDRET

3500
3000

%HWIE

2500
2000 X:ITTE

1500

Answer Count

1000

500

SR E

p=vei-v
BEAI7HEG

(lunog Jamsuy)Bo|

0.5

100 200 300 400 500 O
Score

Answer Count: 3430

Score Answer Count
max:3430 score < 40

» Max. Score [%] Answer Count
max:3430 Max. score <8 %

Query time: 708

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 ”
OR ENTER THE MINIMUM PERCENT OF IDENTITY Fi

OR COMBINE MINIMUM PERCENT OF SCOR
OR ENTER “END”. “END” MUST
ENTER (ALL) OR ?:ALL

20

log({Answer Count)

«log(Answer Count)

TERED TO COMPLETE THE RUN COMMAND.

100 '
Max Score [W]

BIEOATS 3> RIEBET D
- @E2MH (ALL &EAR)

« AOVMEDRIESE (BFzAN)

o XOA7B/\—t> &~ (RO7E/&E
X 7MB) DEAKE

s A—MHN—t> b (—HI—-R#
/Alignment J— R£8) DO&iK(E

« XOA7E/N—t> hDORIKEERE—
")\ —t> hORIKAE

IDENTITY AS “X% SCORE Y% IDENT”

© 2024 {LZIERBR




REOS—RFEDRERT

L2 RUN STATEMENT CREATED
L2 3430 GCTCCCAGAATGCCAGAGGCTGCTCCCCCCGTGGCCCCTGCACCAGCGAC
CCTGGCCCCTGTCATCTT [ \
CTGTCCCTTCCCAGAAAACCTACCAGGGCAGCTACGGTTTCCGTCTGGGC | EE(FL O— RESDARZTVEICTEA TS
TTCTTGCATTCTGGGACAGCCAAGTCTGTGACTTGCACGTACTCCCCTGC
CCTCAACAAGATGTTTTGCCAACTGGCCAAGACCTGCCCTGTGCAGCTGT
GGGTTGATTCCACACCCCCGCCCGGCACCCGCGTCCGCGCCATGGCCATC

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

ENTERRULERORIC EHD Re ERSEADATS 3 > SEMEIRETE 3.
KT IBBAE END ZANT S

_________________________________________________________________________________________ =
(

1=> SAVE L2 P53GENESEQ/A — BRERFT SEEIXEAEFEHNELBHID | ESZETT S

I ANSWER SET L2 HAS BEEN SAVED AS ' P53GENESEQ/A’

=> SORT L2 1- SCORE D IDENT D — XI 7B (SCORE) DENE D) HDE—1% (IDEN)) DEENE ) T

OCESSING COMPLETED FOR L2
3430 SORT L2 1- SCORE D IDENT D

| —
w 0

i EEFH~NEZ S

© 2024 {LZIERB=

@ [bIERR 59

=> D L3 1 3000 TRIAL ALIGN — TRIAL ALIGN ZEiEst TRIEDES I ZF#ZE

L3 ANSWER 1 OF 3430 GENESEQ COPYRIGHT 2022 CLARIVATE on STN.

AN AYM36275  GENESEQ 74 (2B V= \EES |

TI Evaluating a patient with acute lymphoblastic lel AJ7E (FRIE) DBV EE
characterized by the presence of Philadelphia chromosome comprises TRIAL
generating an expression profile of ALL biomarkers from a test biological sample.

MTY cDNA

DESC  Acute lymphoblastic leukemia prognosis determining DNA marker, SEQ 101.

KW TP53 coding sequence; acute |ymphoblastic leukemia; biomarker; coding

sequence; cytostatic; gene expression; hematological-gen; p53 coding
sequence; pb3 tumor suppressor protein; prognosis; ss; therapeutic; tumor marker

SQL 1303 —_
ALIGN -]
Query Length: 303; Sequence Length: 1303; — FEIERRDRE | EIEEFIDESIR
Score: 547.7 bits (606) , 100.0% of highest possible score 547.7; — X3 F7E
Expect value: 7.759e-153; — HifEE ALIGN
Identities: 303 / 303 (100.0%) ; — =M=t ,

Strand: Plus / Plus; Alignment Length: 303; _
Q: 1 GCTCCCAGAATGCCAGAGGCTGCTCCCCCCGTGGCCCCTGCACCGAGCGACTCCTACAGCG 60

LCCLCCECEEC LT P T
S: 308 GCTCCCAGAATGCCAGAGGCTGCTCCCCCCGTGGCCCCTGCACCAGCGACTCCTACACCG 367

A " TSA A MR
Q: 61 Go( 2EFIRDAIE  |TCCTGGCCCCTGTCATCTTCTGTCCCTTCCCAGAAAACC 120 | | Q (BRBIEERIR @ Query)
AR sensaanaansansnansd ALARRRRRRARRARRRARRARRNRRRARRARRNNRNEE S ([EZEDEES! @ Subject)

Y

S: 368 GCGGCCCCTGCACCAGCCCCCTCCTGRCCCCTGTCATCTTCTGTCCCTTCOCAGAARACE 427 | | | E—EL T3 I— K
Q: 301 TAC 303
[
S: 608 TAC 610 _ .
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L3 ANSWER 3000 OF 3430 GENESEQ COPYRIGHT 2022 CLARIVATE on STN

AN BBA99493  GENESEQ

TI Realizing efficient and fixed-point transgenosis by using transcription
activator—|ike effector nuclease (TALEN) technology comprises designing
TALEN target point, and co-transfecting TALEN plasmid and exogenous gene
into recipient cells.

MTY DNA

DESC Pig P53 target DNA.

KW dna detection; ds; p53 gene; pb3 tumor suppressor protein; rna detection
SQL 47

ALIGN AO77fE (FELUE) HMEVEE

Query Length: 303; Sequence Length: 47;
Score: 41.9 bits (45) , 7.6% of highest possible score 547.7;
Expect value: 1.46;

Identities: 27 / 30 (90.0%) ;

Strand: Plus / Plus; Alignment Length: 30;

Q: 160 TCTGGGACAGCCAAGTCTGTGACTTGCACG 189

LLEEPTEELC LT TEED T TEE
S: 1 TCTGGAACAGCCAAGTCTGTAACCTGCACG 30

=> D L3 1 ALL ALIGN — ZIEH MR BIIEHEERTT S

L3 ANSWER 1 OF 3430 GENESEQ COPYRIGHT 2022 CLARIVATE on STN.

AN AYM36275  GENESEQ ED 20211030 UP 20211030
DED 20110120 Ful [-text

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

PI Wo 20i0138843 A2 o | R—2w IREFORFHFESOHERSNTND

0S 2010-P75161 [82] e——

T ooN WPL J7JLDL 01— RES (AN)

PSL Disclosure; SEQ ID NO 101; 43pp e— OB (SRS S
AB The present invention relates to novel biomarkers and a method for
evaluating the prognosis of a patient with acute |ymphoblastic le
(ALL) that is characterized by the presence of PhiIadeIphia'Eﬁng BCHIRE DR
(Ph+). The method involves generating an expression profile from'a
biological sample obtained from a ALL diagnosed patient, where the

SEGN 101
saL 1303 «— | EFIE

SEQK  9102e84¢6169 HurrruosTb3093278¢9fF90b18976b8511d450a081fe418cadc
SEQ — 5l

1 gtccaggage aggtagctge tgggectee acactttg cgttcggget &~ . N
glccageasc agetagclec teesctooee £ & cetiosee ALL TR T FREF RN

R TED

1251 cctcccgeca taaaaaactc atgttcaaga cagaagggec tgactcagac

1301 tga
NA — BBEDIES
Code Count Percent
A 292 22.4
C 403 30.9

ALIGN
Query Length: 303; Sequence Length: 1303;
Score: 547.7 bits (606) , 100.0% of highest possible score 547.7;
Expect value: 7.759e-153;
Identities: 303 / 303 (100.0%) ;
Strand: Plus / Plus; Alignment Length: 303;
Q: 1 GCTCCCAGAATGCCAGAGGCTGCTGCCCCCGTGGCCCCTGCACCAGCGACTCCTACACCG 60

LCELLCEEELCEEL PP TP PP LTI L
S: 308 GCTCCCAGAATGCCAGAGGCTGCTCCCCCCGTGGCCCCTGCACCAGCGACTCCTACACCG 367

61




8% : WPI J7AI)IcOORA—)\—

=> D HIS

L3 3430 SORT L2 1- SCORE D IDENT D

=> FILE WPINDEX — WPl Z71IIZAS

= / @ .

ALL TERMS IN L4/AN RETRIEVED
=> D L5 10 — ZRlEHERTT S

L5 ANSWER 10 OF 866 WPINDEX COPYRIGHT 2022  CLARIVATE ANALYTICS on STN
AN 2021-B5534W [2021087]  WPINDEX Full-text
TI  New recombinant Newcastle disease virus obtained by replacing F protein of
newcastle disease virus losata with the F protein of virulent strain of
Newcastle disease virus useful for preparing medicine for treating tumor e.g. |iver cancer
DC BO04; C06; D16
IN JIANG S; LI D; LIU T; LIU Z; WANG Z; XIAO W
PA  (JIAN-N) JIANGSU KANGYUAN RUIAO BIOMEDICAL TECHNO; (JIAN-N) JIANGSU
KANIONREAL BIOMEDICAL TEGHNOLOGY CO LTD

CYC 135

PI W0 2021197506 A1 20211007 (2021087)* ZH 2'7/[121/ R 7SV -—ZHRTED
CN 113462658 A 20211001 (2021087) ZH

ADT WO 2021197506 A1 WO 2021-CN95200 20210521; CN 113462658 A CN 2020-10238162
20200330

PRAI CN 2020-10238162 20200330 | WPI J 7 AIADOXA—/NFBRIC. FFEFES (PN) ZAHUVSD & GENESEQ

IPCI A61K0035-768 [I,A]; A61K0035-76| Z 7 -f)LCEw bUTZEHIBHRZSOHRFET(CIR. BEEL I— R (2 BILFE, #if
: HibFER &) Y I BlEEEN D D

© 2024 {LZIERB=

=3 2 63

E EE ( C ;ﬁﬂ;{a‘ 5 g \/ / fg ’:'é’i' 7 US20200190553_sequencetxt-.. — O X

I71IUF) |EE) F]RO) FTRV) ALT(H)

G E N ES E 7 7 /r) I/OD B LAST mvkkakrrki kemswarkll iavllilgla llfnkpirnt liarnsnkyg
vtkvskkqik knkeakstfd fgavepvste svlgagmaaq glpviggiai

pelginlpif kglgnteliy gagtmkeeqv mggennysla shhifgitgs

/_I_\:E D y _*ﬁ:g?: z w Eﬂ/\‘é sqmlfspler agngmsiylt dkekiveyii kdvftvaper vdviddtagl
P ES A A |kevt|vtctd ieateriivk gelkteydfd kapadvlkaf nhsyngvst

617.1% 100%  Windows (CRLF) UTF-8

BN SBBASA R
1 |GENESEQ J7JLICAB
2 |EHERMRDTI7AILZ27vTIO—R9SD |55
3 |=> RUN BLAST L#/SQP -F F 51-53
4 |2# (ALL) ZAF TS 57
5 |ROAV7EER—HDOEWVECTERE XD 58
6 |ALL ALIGN BRFERTERRT D 60
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CAS Sequences

CAS STNext [CEBETNTLSEITIREY —IL

CAS Sequences BEEE CRERIRECHI > 5 Y iR
RCED

® INExiR
- CAS MMREDIL—ILICHELWREE LTz REGISTRY J 7 - JLIRERD

il
- ZE(C PCT LB, BRI, KREL. HFH. BAR RE. EEOFFF
h St Urzich!

- NCBI ERDE

® 3 DDEFIIRRTOTS A
- BLAST /REO>S—1RXR
- CDR Bt5ltaz
- Motif BLHIERER

S¥#l(, CAS STNext CAS Squences fi-7 R&Hg
https://www.jaici.or.jp/stn-ip-protection-suite/cas-stnext/documents/#07

© 2024 {LFIERIBS




BLAST /REO>—1RF 66

ALSI/REOS —RER TR ENDNTLVS NCBI D

ARSI

® BLAST (Basic Local Alignment Search Tool) @
ZHVR 98 D BFIEY (CEE U ICECH Z 1R T D

AcSI BRI

SELSELS

T —INR—ANDEFIDPH 5,
BFRE (CFRBL U Tz B a2 B (C

EEST
B®EISIIT0O095 A

© 2024 {LZFIERB=

CDR BcHltR3R 67

CDR (AB#IMBREME) ZI8E UIRR I D TOT S A

® BLAST ZNX—X[CLTTLYD, CDR BELHIRZR(,
R FRZHSH UHIAY® T flileREFERE0 D
JZ CDR 725 DECHIZXIRIC LTINS

e e
.2, R

L
N7 rEcwrRmsEssEaz COR

(1BHTERTERIK) WS

TS e T MRESHIC53 CDR
DOEFIEEBIEEL. RETED
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Motif BCHIHRSR 68

IS =B ERZR T D TOT S

® BLAST ZR—X([CLTWD, [ ] Ir&EDEEES=F]
R UTZRZRNEEE. 2\ — > DicHZE—E (TR
XTED

A5 A - - T - — -

fic%] B -— - T T T - .-

AERCEE, 1k

Aesl C - - T T -—-- e P
B251 D - - ST T - - Edazgnlf\gl,_\;&

© 2024 {LZFIERB=

CAS Sequences DIRFZEDRN 69

My Files @ CAS Sequences WSi&%RZ X5 — b

CASZ: [} 2
9 MyFiles
= € Return to Session
> ¢ CAS Sequences () SortBy: Date Modified: Newest ~ [ -
Alerts
5] P Transcripts
You do not have any Sequences
rirec
© To add a Sequence, click New Search h StrL‘c'L‘ es
> Scripts
Show 10 + | perpage
% CAS Sequences

— BB Bp# (IR FEREEEND
RIEPDRFED—EHNR
mENd
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YIRAIEIE - BLAST

CAS Z: smext My Files 2
= € Return to Session
= @ CAS Seq uences (0) Sort By: Date Modified: Mewest ~
nl - Search Files by Name n
. S hS
2Carcn equences e : o p— Close
o aayp AiRFEI OIS A
I BLAST CDR Motif 1 Name 000 eguence
{} 1 1 I
—————————————————————— 4
I’ Import Sequence Download | Clear Ernﬂiewﬁayj

Sequence type

| OAWYTOEPSLTYSPGGTYTLTCRESTGAVTTENY ANNYOOKPGOAPRGLIGGTHKRAPNTPARF SGELLGGKARLT I TGAGKEDEADYYCALYY SHLWYF
2 GGETHLTYLGRGGS GGGGE YOLY 05 GAELKKP GASYRYSCRASGY TFTDYYMERYROAP GOGLEN TG T TPSNGATFYNOKFRGRYTITYDESTSTAYME
3 LSSLRSEDTAYY

Nucleotide @ Protein

search within

BESNZEEANT S,
Import Sequence Hh5E5l .
#7v>O—R iR

Nucleotides @ Proteins

EE EBR(E 10 B

» Advanced Sequence Search

j }\OEX—Q%@%’TE (E%) -l Save Query Cancel

© 2024 {EFIERBS

REBR—E

Sort By: Alignment Identity %: Descending ~

AS Sequences v49)

Sy =

Sequence Length

Create Bioscape Analysis Get All Patent Numberg Show Se

237 to 1225
Sequence Sequence Alignment Query Subject Number of
Query Identity % Alignment Length Identity % Identity % Identity % Documents

t© 272 100.00 100.00 77.94 102 View More v

Ew FURESIICHT 355 -
BEADT7S1AA> hDE

Query Coverage
to

X ew More v
Subject Coverage

to No Max
i Wlew More v

Subject Identity %

» | FHEEREHERITBICIE View More v
View More 20Uwv %5

272 View More v

to

Organism

synthetic construct (140)
unidentified (56)

o 271 93.27 91.51 71.59 1 View More v
ﬁ Alignment Identity% [CkB BT |

9292 9292 7269 T0 1ew More v

60-79.99 90-94.99 99-100 W=
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FAs& MDA

Od—RFO—E - A

uer _
(2 Y / 4 G:ENFPF--LIAFFIvakch
Allgnment GEEFKALVL»AFAQVLQQPF

GEETFKALVLVAFAQYLQQSPF

Subject _

= nE

Alignment (EGEE) | BEBIERITt S EISEEIZ LA T & CHBNGRIEN R LT B0
Query (BLFUERIR) | B UICACHIERIR

Subject (BI&E3]) | Ev NUTCEEES]

© 2024 {LZIERB=

REFRERFA - Alignment 97

| | 1690 100.00 88.85 13.67 12 View Less ~
Alignment Subject
30 260
Query — 231aa
Subject — 1690 a2
1460 1690

Query: 30 PGYLGGFLLVLHSQTOQEPTCPLGMPRLITGYSLLYLEGQEKAHNQDLGL 79 Eylj E f.':ﬂ ie t E%Eﬂ;“ Em/\t

PGYLGGFLLVLHSQTDQEPTCPLGMPRLWTGYSLLYLEGQEKAHNQDLGL

Subject: 1460 PGYLGGFLLVLHSQTDQEPTCPLGMPRLWTGYSLLYLEGQEKAHNQDLGL 1509 o :b‘%ﬁ{uﬁﬁtﬁb\z—'\ L/’.-': :503

Query: 80 AGSCLPVFSTLPFAYCNIHQVCHYAQRNDRSYWLASAAPLPMMPLSEEAT 129
AGSCLPVFSTLPFAYCNIHQVCHYAQRNDRSYWLASAAPLPMMPLSEEAT

Subject: 1510 AGSCLPVFSTLPFAYCNIHQVCHYAQRNDRSYWLASAAPLPMMPLSEEAT 1559 260 anljﬁo)gayugﬁ:ﬂita) 30~260 b\‘,
Query: 130 RPYVSRCAVCEAPAQAVAVHSQDQSIPPCPQTWRSLWIGYSFLMHTGAGD 179 1690 RS ERDEZEESID 1460~
RPYVSRCAVCEAPAQAVAVHSQDQSIPPCPQTHWRSLWIGYSFLMHTGAGD 1690 CR2IC—HLTLD

Subject: 1560 RPYVSRCAVCEAPAQAVAVHSQDQSIPPCPQTWRSLWIGYSFLMATGAGD 1609

Query: 180 QGGGQALMSPGSCLEDFRAAPFLECQGRQGTCHFFANKYSFWLTTVKADL 229
QGGGQALMSPGSCLEDFRAAPFLECQGRQGTCHFFANKYSFWLTTVKADL
Subject: 1610 QGGGQALMSPGSCLEDFRAAPFLECQGRQGTCHFFANKYSFWLTTVKADL 1659

Query: 230 QFSSAPAPDTLKESQAQRQKISRCQVCVKYS 260
QFSSAPAPDTLKESQAQRQKISRCQVCVKYS
Subject: 1660 QFSSAPAPDTLKESQAQRQKISRCQVCVKYS 1690

© 2024 {LFIBRBS




Alignment

(B 5> )\O&

472 95.45 88.85 48.94 2 View Less ~

Alignment Subject

Query

Subject

Query:

Query:

Query:

Query:

Query:

Subject:

Subject:

Subject:

Subject:

Subject:

19 260

231 472 ULTWSB (;ﬁ{uﬁtﬁ(I 242)

e 260 EEFRODOEHFIERND 19~260 H,

19 PLADYKDDDDKPGYLGGFLLVLHSQTDQEPTCPLGMPRLWTGYSLLYLEG 68
P+D; PGYLGGFLLVLHSQTDQEPTCPLGMPRLWTGYSLLYLEG

231 PIGDPGPKGFGP OEPTCPLGHMPRLWTGYSLLYLEG 280
— .
69 QEKAHNQDLGLAGSCLPVFSTLPFAYCNIHQVCHYR ﬂ Query: 19 PLA
QEKAHNQDLGLAGSCLPVFSTLPFAYCNIHQVCHYAQRNDRSYNLASS E& P+
281 QEKAHNQDLGLAGSCLPVFSTLPFAYCNIHQVCHYAQRNDRSYNLASAAP 330
SR\ Subject: 231 PIG
119 LPMMPLSEEATRPYVSRCAVCEAPAQAVAVHSQDQSIPPCPQTWRSLWIG 168 _ f
LPMMPLSEEATRPYVSRCAVCEAPAQAVAVHSQDQSIPPCPQTWRSLWIG
Voo —
331 LPMMPLSEEATRPYVSRCAVCEAPAQAVAVHSQDQSIPPCPQTWRSLWIG 380 #mw 7 — J Eﬂt“ t \y I\
— i
169 YSFLMHTGAGDQGGGQALMSPGSCLEDFRAAPFLECQGRQGTCHFFANKY 218
YSFLMHTGAGDQGGGQALMSPGSCLEDFRAAPFLECQGRQGTCHFFANKY
381 YSFLMHTGAGDQGGGQALMSPGSCLEDFRAAPFLECQGRQGTCHFFANKY 430
219 SFALTTVKADIIQF SSAPAPDTLKESQAQROKISRCQVCVKYS 260
SPWLTTVKAD| +F SSAPAPDTLKESQAQRQKISRCQVCVKYS
431 SPWLTTVKADFEFSSAPAPDTLKESQAQRQKISRCQVCVKYS 472

© 2024 {LZIERB=

Alignment

(1) =&

I 75 75.71 53.00 70.67 3 View Less ~

Alignment Subject

Query

Subject

Query:

Query:

e 100 nt 100 EE?“%@EE?“EFH‘E‘?@ 1N70 b“\

75 EESIRODEIERSID 1~70 &M

Subject:

Subject:

o LTW3 (FBlsalE 70)

1 AGGCACCATCGTAGGTTTTCETRCCEATCACCAACGRAGTTTTTRGTGCC 50

PECEEEEEEEER R R TR
1 AGGCACCATCGTAGGTTTTCTTGCCAGGCACCATCGTAGGTTTTEITGCC 50

51 GTACACCAGTGAAGTTTTTC 70
FHERIE R TIRTTT Query:
51 AGGCACCATCGTAGGTTTTC 70

Subject:

© 2024 {LZIERBR




RRFERFM — Subject 57

— 1690 100.00 88.85 13.67 View Less ~

Alignment Patents (10) Journals (2) Subject

Sequence Length: 1690 aa @Eﬂyu (:Fﬁg?% CAS RN®

CAS Registry Number®:  791139-98-5, 159348-50-2, 459495-63-7, 480647-33-4, 1865810-39-4

Get All CAS Registry Numbers @

EE &5 (CEE YT D GenBank Accession &5

GenBank Accession No.: CAA56943, Y17397, X81053, CAA76763

Get Genbank Accession Nos. @ y

Organism: Homo sapiens ﬁ/_-_ﬂ lJ-C b\% anu (:Fﬂ?% CAS RN® b
e pounlezdseauence - GenBank Accession BHS#12% I3
1 MWSLHIVLMR CSFRLTKSLA TGPWSLILIL FSVQYVYGSG KKYIGPCGGR
51 DCSVCHCVPE KGSRGPPGPP GPQGPIGPLG APGPIGLSGE KGMRGDRGPP éigig,gg%)ﬁmﬁ
1601 FLMHTGAGDQ GGGQ;\LMSPG SCLEDFRAAP FLECQGRQGT CHFFANKYSF ® GenBank ACCGSSion E_%,&m$

1651 WLTTVKADLQ FSSAPAPDTL KESQAQRQKI SRCQVCVKYS

View Less ~ ‘

I 1691 96.28 89.62 13.78 2 View Less ~

Alignment Patents (2) Journals (0) Subject

Sequence Length: 1691 aa

CAS RN® DURFEHIRLVMBSH'S

Sequence: Download Sequence ~

1 MWSLHIVLMR CSFRLTKSLA TGPWSLILIL FSVQYVYGSG KKYIGPCGGR
51 DCSVCHCVPE KGSRGPPGPP GPQGPIGPLG APGPIGLSGE KGMRGDRGPP

© 2024 {LZIERB=

BEEROYI>O—RK

CAS Sequences o) X
E | T Bz ~O—R
Xce Rl -~
Create Bioscape Analysis Get All Patents ( I BE 1 0 0 0 {*)
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ccacagcaca gggtacgaga gcgataacca cacaacgccc atcctctgeg
gagcccaata cagaatacac acgcacggtg tcttcagagg cattcaggat
gtgcgacgtg tgcctggagt agccccgact cttgtacggt cggcatctgag
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