% - 2> N0 BETIRE

L2BHRIHE BHREESN

FHOAE

CAS STNext DFERFIRE
FTLETIRER - BRI ECHIRER
REOD—ERR

REGISTRY

GENESEQ
CAS Sequences




CAS STNEXT g5

EHRER E IS

fyEREIF. BEIO—F, 73 /BI—-FEZAVEREOZCTH S

{EEMERRRCESRE TIEEY FLBVWEKER - 22 N\TED EHIRETEY FT 355055
(IKEUNDTREAN 252 LU T DB EISBERED AJ6E)

2=

[E1&ECS)




By RZRDIEE

TEiyIRR

B2 IC—HT B2 HRER

BB ETIRE
Bz —BCE TRy ZRE

AEOS—1RE
BREH CELL A5 = 1RER

S LEFRE Oogfm@ooq
FRIT—H
mpEms f@%@@
EES5 :
RO BECHIRER

1
RO
\

)é G )
BRI
\
EISEF] @Ot
REOS—BE
‘\
EOGEE |
BRI !

\
\
\

EIE=NiRl

ECHIRZR DsEIR

Teltd 7 7 I —\E

BB T 7 I U —RE

EcHIERI
=G0l IR BRI DET %= BRI DETIC
FERIC—HT B =R —EBICE TS 2 &R LU 7 ERY Z &R
= LN\ / S — \
eI AR IR SR REOD—1RE

*T IR

Ele 7 I/ BOEDIEIIRER




CAS STNext DECFIBHED 7 71 IL & e
 oye WA

REGISTRY* HROMEECREFH S L 72f25) %= INER
GENESEQ* HRDOFFEFFH S L 7oz I gk
USGENE KEWFEFICEEE S N7-Ah = INER
PATGENE PCT HFEICEEE & N7z INER
GENBANK KEE LB ERZEFRER OZEEERY ) 7T — 2 R— X
e
TEEH 5By = UNER

" REGISTRY 7 7 1 JLEHE DB
CAS Sequences 73 S RITIEI OIS S M L 7 BT5
NCBI B3R D EC%!

*ABEBRTHEAT 37 71 ILvHKEE

BREHE - AT FDEL

S | ERERBURER TEHY — R
’ ERDERFIIRER BLAST GETSIM
<Y Y R TiRE JWMIIL7=Y T b 7 TRE
REGISTRY SEARCH AY Y RERE
SEEEEEEQ av Y RTRE* aX > R TRE" AY > R TR
PATGENE RUN GETSEQ RUN BLAST RUN GETSIM
GENBANK BoFRERIX T E AL

K TEETIRER REOY—1RR
. SR RCTRR
2 SIS - BLAST* CDR  Motif

CBAHBRTHIT S LM




T EEERER - BB ECTIIRE

FERATINRRR -« &

T IRER

BRI T 32 RR L WGERISTEERIIRR X IFE Dy MR ZERITI 3

e IR

R ECTIRER

[}
FRIC—E L

fc5Em oé gﬁz °
\
\
\

[EIZES

5 &R
@& @O

1
égmw:—a \ o
‘
\ )(%
\




Fe2ACIIRE « SR ECYIRFEDIRFEL

REGISTRY Tid& SEARCH O<¥ > F{ GENESEQ TIZRUN OXY > FZfES

REGISTRY: =>S J—R/BX71—JLR
GENESEQ : =>RUNGETSEQ J—R/BET7r—IJLR

BE2A7 BET—ILK
A el /SQEN
iyl /SQSN
2YINUE seRBCY /SQEP
2B T I /SQEFP
iyl /SQSP
BOECHN T 7S /SQSFP

*EFfRT I/ BROIOLEINEY FTB

|EI—F

BEEDIRRTITFEEDERI-FZFBTES
BEIO—RIE S RKimh5 3 RimDIETANT S

ZBI7 7L THRAABERZEEOIERE I — ROEMIZ. = HELPNUC &8, TFEEUMNCEBRI—RD
) AARE

BE BEA TEiFIEETEY ~ BoicdIEETEY b
o
A TTr=ZY A A A A

C kY C C C C

G gTrT=> G G G G

T F = > (DNA) T T,U T,U T,U

U 72> )L (RNA) U T, U T, U T, U




7I/BI—F

HUNTEDREKRTIETED 20 4

VI/BIA-RERDOR—

73 /B O— RIE N XK (NH2) 55 C Ktk (COOH) DIETAAT S

3IXF S ie )
J—FK

A Vil =%

C cyYs SRTAY

D ASP TANTX
E GLU TRV

H PHE JTZITIZY
G GLY gy

H HIS EXFTY

| ILE VA %

K LYS oy

L LEU a—1s>

L.

BoERETEY b

REGISTRY GENESEQ

r X — I o6 m m 9o >

ASN
PRO
GLN
ARG
SER
THR
VAL
TRP
TYR

< =< 40 =0 vz =z
| <t
7 4

XFAZY
VA=
A=

AUMZ

NUMA b %

Farr

ISR I—FHFIATES

= /B T - BOEIRERTEY b

< = < 4 un O v ==

.. 73 B

u SCY

ASX
J XLE
z GLX
X XXX

BIF7A1ITHBATESY
REGISTRY 7 7 1 LTI,
GENESEQ 7 7 1)L @ X DFFHlI.

eavry
CL/ORTAY
TRANTEY
TRANSE U
4var1sy
a1y
TRV
TIEZY

5% - REZ

T2iIIRRTEY b
REGISTRY GENESEQ REGISTRY GENESEQ
0 0

U u
B B,D,N
J I,L
z ZEQ
X AY, X

BaEFIRERTE Y b

(0] 0]
U V]
D,N B,D,N
I,L I,L
E.Q ZEQ
X AY, X

T B O— ROMIE. =>HELP AAC B8

X (5% « REEDT
=>HELP ACC &1

O— ROFMIE T<E8Mhk> REGISTRY 7 7 1 JLECHIRER )
https://www.jaici.or.jp/stn-ip-protection-suite/cas-stnext/documents/

T /BI-F)

D5z => HELP AAU THEERTE %

F<3¥fikT> GENESEQ 7 7 JLEZGRER) B3




12329 - REGISTRY

[TRFR AT
BFIRIE30UTTREY 3
HHFTOL—LSNTLBEIICIREY 3

B DIAHICEFEIRZET + —JL K - REGISTRY

BEREKR T« — LR
=>S L1 AND 100/SQL

s /SQL =>S L3 AND 10-20/SQL
=> S L5 AND 200=<SQL
hssrpsan 713 =>S L2 AND CLAIM?/PNTE
e JFEAT J L — LE TV WESICIRE

=>S L3 AND UNCLAIM?/PNTE

L —LENTWLSES DR REREERDIEHR % UINER
) ~>S L1 AND CYCLIC/NTE
R /NTE > S .3 AND MODIFIED/NTE
50k « REZRDT7 I /B I1— FOERZINER

ZOMOEFIBEERR T 1 — /)L FELCEFERICOWVWTOFEMIE T<FEHkR> REGISTRY 7 7 1 JLEZS)i&ER) B
https://www.jaici.or.jp/stn-ip-protection-suite/cas-stnext/documents/




BEFIL O—FZ2RTRITBEITDRAL > -REGISTRY

SQIDE RREH & L DETIBHMNRTINBI RN Z AT S
7 7 # )L k@ IDE R TIREFIBRIFRT T NG

SCAN CAZF5|%. #F. 75 R&#EAF. BER. R

*EAIFRTEINGR L

IDE R (BARBSYIERBR). ER (SQL). #E& (NA). 53 (NTE).

SQIDE KSTEIEER (PNTE). 1= 11— R OES|7— 4 (SEQ)
ol SQIDE ¥ L

*E257T—4% (SEQ3) IF3XFA— R TKRRINDB

123261 - REGISTRY

=> FILE REGISTRY « REGISTRY 7 71 JLICA 3

=> S WTLNSAGYLLGPH/SQSP — BREFIRREETTS
L1 345 WTLNSAGYLLGPH/SQSP

=> S L1 AND SQL=<30 <« BRFRETRE

L2 123 L1 AND SQL=<30

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

<« 7L —LTRE

=> D L3 1-12 SQIDE < EHEHRERTI D

L3 ANSWER 1 OF 12 REGISTRY COPYRIGHT 2024 ACS on STN

RN 1381842-73-4 REGISTRY

ED Entered STN: 06 Jul 2012

CN  L-Serine, glycyl-L-tryptophyl-L-threonyl-L-leucyl-L-

asparaginyl-L-seryl-L-
alanylglycyl-L-tyrosyl-L-leucyl-L-leucylglycyl-L-prolyl-L-

histidyl-L-

FS  PROTEIN SEQUENCE; STEREOSEARCH

PATENT ANNOTATIONS (PNTE):

Seauence |Patent PR S L BRI O ERAE.
Source  |Reference A%l &2

: =
Not Given|AU2012200046

claimed SEQID

189 Ew kL7O—-FRIZIE
--------- Hommmmm oo - =) (s

|US2012156186 —BR (=) DI <
SEQ 1 GWTLNSAGYL LGPHAYGNHR SFSDLNGLTS

HITS AT: 2-14
MF C139 H209 N41 043
SR CA

sl [30
IR




BE :CAplus 7 7T ILAIOARA —/N\N—12FR

=> FILE CAPLUS < CAplus 7 71 JLICAD AB
=> S L3 < REGISTRY 7 71ILD L3 %
L4 151 L3 JORF—N—1&EKTS
=> D 5 BIB ABS HITSEQ <« BIBABSHITSEQ R THRTRT D T
AN 2021:2774180 CAPLUS Full-text
DN 178:51304
TI  Site-selective itaconation of complex peptides by photoredox

catalysis RN
AU Wang, Siyao; Zhou, QingQing; Zhang, Xiaheng; Wang, Ping CN
CS  Shanghai Key Laboratory for Molecular Engineering of Chiral

Drugs, School of Chemistry and Chemical Engineering,

: SEQ

SO  Angewandte Chemie, International Edition (2022), 61(5),

€202111388

CODEN: ACIEF5; ISSN: 1433-7851
DOI 10.1002/anie.202111388
PB  Wiley-VCH Verlag GmbH & Co. KGaA
DT  Journal; (online computer file)
LA English
0S  CASREACT 178:51304

Site-selective peptide functionalization provides a
straightforward and cost-effective access to diversify
peptides for biol. studies. Among many existing non-invasive
peptide conjugations methodologies, photoredox

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)
136024-41-4 CAPLUS
L-Serine, glycyl-L-tryptophyl-L-threonyl-L-leucyl-L-
asparaginyl-L-seryl-L-alanylglycyl-L-tyrosyl-L-leucyl-L-

1 GWTLNSAGYL LGPHAVGNHR SFSDKNGLTS

HITSEQ
Ew kL7 CAS RN®,

ZoO-)Le
THZ MEHPAG. CARREIE. BLFI

EATE %S

* v v TS - FHRCSZHAL, EIEMINICRRGRMFMIZIEETSICHTES
EBIBCHIARER (/SQSN, /SQSP) L BRI EEHI T 7 = 1) —1RER (/SQSFP) THIATE %

REGISTRY 7 71 ILDF v v TiE 8. Hkac S HIHEA

ABUFR)IZ1ZREDT vy T2EET S
=>S SY...RPG/SQSP

- (EVFR)IC1IZEEDPA BTN EY b

SYTYYRPG. AFWSYKRLRPG 7% &

[1IEHBREZIEETS
=> S QS[ILM]SSW/SQSP

= [JATEELLEVWINDDOEREDN A - 7B E Y b

QSLSSW. QSISSWLA %Y

=g

= nn

v v TS, FeSId = HELP SQQ

ZOMEESOFIABGIE T<EEfliR> REGISTRY 7 7 1 JLECFIRER

=0E

= nn

https://www.jaici.or.jp/stn-ip-protection-suite/cas-stnext/documents/




By ROFIPRIE

AC5IERENDO R T OFR
REGISTRY 7 71 )L
o
50— RZE#EAS L—ETHRE 250 O—FR
QUERY IV RTRRLIRERT A —IL REFED | (004 5e£hcy) 1,000 3— K
BERO LESZ LTS TOHIFS ' #4351 2,400 O — K
REGISTRYBLAST Y 7 k= 7 50,000 31— K

ADFEDMIE T<5EMAR> REGISTRY 7 71 LECFIRE, B
https://www.jaici.or.jp/stn-ip-protection-suite/cas-stnext/documents/

GENESEQ 7 7 - JLi& => HELP QLMITS &g

SEQLINK EXACT OV >/ I~ - REGISTRY

REGISTRY 7 7 1 L TR EHEDET | 2> TWLWTH. ERID CASRN® 25 Di5EahH 3

SEQLINKEXACT OAX Y REFERTALAFET HoTCHADL A—RICHE>TRE. FVINIEBE%
FrHBZHNTES

YRR (R2fy). BoEey). REOY —KRER) OFERICK L TIIT S BEIZ AL

=>SEQ CAS RN®
=>SEQ L# < L# 3B I—-FEECEZtEY FDOLES




%351 - GENESEQ

[HRZR%AM]
BEHOZDB (T 74 H)

5’ 3’
GACAGCCAAGCGGCAGGGCTGCCAGCAGCC (ERIT)
CTGTCGGTTCGCCGTCCCGACGGTCGTCGG (HE4EH)

) 4 )
GGCTGCTGGCAGCCCTGCCGCTTGGCTGTC (FEfHfH D ERIR)
5’ 3’

EFCO L—LENTVWBEHICIRE T %

ZEL D HEMREHDIRER

REGISTRY 7 71 )L
HHEEHIFEFNICIIRREINAVDO T, BEICH L THEMHES HEIRET 3
=>S GCCCAAGCTGGC/SQSN < AN LTESO—F (—&K#H) OARKR (T T AL 1)
=>S GCCAGCTTGGGC/SQSN <~ HEFHHEOESJ— FZ 5’ >3 DIETIER LIRER
GENESEQ 7 71 JL
774 N TEFNICHEMBEZ IO TRERIND
HHEZZHIMNIFT TV TEETED

=>RUN GETSEQ GCCCAAGCTGGC/SQSN < HEHZIOTRRE (T 71 K)
=>RUN GETSEQ GCCCAAGCTGGC/SQSN -S BOTH (LB R LRRR)
=> RUN GETSEQ GCCCAAGCTGGC/SQSN -S SIN — ANLTESO— R (—&KEH) OARE

=>RUN GETSEQ GCCCAAGCTGGC/SQSN -S COM «— AL 7ERS) 3 — R OMEMEEHDO ARER




B DIAHICEFILERFET + —JL K - GENESEQ

HERE T ¢ —ILR

=>S L1 AND 100/SQL
f5E /SQL =>S L3 AND 10-20/SQL

=>S L5AND 200=<SQL

JL—LENTWBESICEE
=>S L2 AND CLAIM?/PSL

FEFR OB DEEEAIE  /PSL 5 L S LT N A U ERF = PR
=>S L3 AND DISCLOSURE/PSL
BC 5 D45 = INER
=>S L1 AND (DISULFIDE(W)BOND)/FEAT
R JFEAT =>S L3 AND MRNA/FEAT

15 - REROT7 I /BI—F (X) ICXHIE Y 2158z I8
=>S (HSE OR HOMOSERINE)/FEAT

I WPl 7 7LD L O— R ES% B
WPI L J—F&S /0S > $94.151326/0S

ZDMDEFIEEERER T « — L RE I IFHERICOVWTOFMIL [ <EHflk> GENESEQ 7 71 )L
fc7i&zR) B8  https://www.jaici.or.jp/stn-ip-protection-suite/cas-stnext/documents/

BEFIL d— R ZERTRIT D EITDRA > b -GENESEQ

FRSDBIER 7 54 X MERAZ Y. BIEDEES M ZHESE L LK. TRIAL X ALIGN R % £

Hd3
%uﬁ'lﬁ%ﬁ%@ﬂ@“uﬁajén¥% |E$E%EEWL:\L/TL_L\%ALI BlB’PALL?ETH/ﬁ%ﬁﬁHT%

TRIAL L J— F&ES (AN). 1Z& (TI). 9FXE 1 7 (MTY). E2% D8 (DESC).
F—7—F (KW). B2%E& (SQL)
T2fgd. BoIIRRERDGE
2EHER (Ev MIBICIFZETEIMEC)

ALIGN REOS —REEREDES
Ew b L7 e BRBEIDT7 S0 X MER (—/FA—B/F v v )
BIB 255, B EReE (DESC). 70X L 77 L > X (CR)

ALL ZEM. PR BIBREIUPF—T— R (KW)




%351 - GENESEQ

=> FILE GENESEQ < GENESEQ 7 7T JLICAD

=> RUN GETSEQ GACAGCCAAGCGGCAGGGCTGCCAGCAGCC/SQEN
L1 RUN STATEMENT CREATED

L1 3 GACAGCCAAGCGGCAGGGCTGCCAGCAGCC/SQEN
=> S L1 AND CLAIM?/PSL «~ L —LTIRRE
L2 3 L1 AND CLAIM?/PSL

REORIIRERTIE. TIFI LT
BENICHEHEZ SO TRERINS

=> D L2 1-3 TRIAL ALIGN < TRIAL ALIGN RRE% ALV TIERE.
5K, Ev bL7Od—R%2MERT 3

L2 ANSWER 1 OF 3 GENESEQ COPYRIGHT 2024 CLARIVATE on STN.
AN BKQ82934  GENESEQ
TI Diagnosing subject with benign, pre-malignant, or malignant

hyperproliferative cell used for detecting cancer cell in
subject, involves detecting presence, absence, and/or
quantity of non-coding RNA or its functional fragment in

sample.
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
soL 30
ALIGN Minus DIZEISHEMEHET
ALIGNMENT FROM L-NUMBER L1 v kcLTWDS
Sequence Length: 30;

Strand: Plus /|Minus;
Hits at: 30-1 @ i e s I
30 GACAGCCAAG CGGCAGGGCT GCCAGCAGCC 4 F~LLL_

Ewv bLEO-FICIE ]
ZER (5) A< )

L

%351 - GENESEQ

L2 ANSWER 2 OF 3 GENESEQ COPYRIGHT 2024 CLARIVATE on STN.

AN BKQ82933 GENESEQ

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

sample.
MTY cDNA
DESC  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
ALIGN ABLBEREKXOO—FR

ALIGNMENT FROM L-NUMBER L1 Tkw ~

Sequence Length: 30;

Strand: Plus /| Plus;

Hits at: 1-30

1 GACAGCCAAG CGGCAGGGCT GCCAGCAGCC

L2 ANSWER 3 OF 3 GENESEQ COPYRIGHT 2024 CLARIVATE on STN.

AN BKQ82932  GENESEQ

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

sample.
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 GCCAGCAGCC




%351 - GENESEQ

—&FBRcEy FLEO-FE
HAEHETRTTS

L2 ANSWER 1 OF 3 GENESEQ COPYRIGHT 2024 CLARIVATE on STN.

AN BKQ82934  GENESEQ ED 20220325 UP 20220708
DED 20220324 DUPD 20220707 Full-text

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

=>D L2 1 BIB ALIGN

IN Goodarzi H

PA UNIV CALIFORNIA (REGC)
LA English

DT Patent

BIB
B35, IO (DESC)

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]

AI WO 2021-US46186 20210816

PRAI  US 2020-66269P 20200816

FS NUCLEIC; NS

0S 2022-27666X [020]

Af S DO ERG| DERE B
o /L%ﬁm BEF DR AE Ii

PSL Claim 64;|SEQ ID NO 6810; 916pp
DESC  Human orphan non-coding RNA (oncRNA), SEQ ID 6810.

ALIGN
ALIGN

ALIGNMENT FROM L-NUMBER L1
Sequence Length: 30;

By bLEEO—FRICIE
ZER (=) HMI<

Strand: Plus / Minus;
Hits at: 30-1
30 GACAGCCAAG CGGCAGGGCT GCCAGCAGCC

EH1

(MR SA]

400 AT OEHIRTY L — LICEEH S NIESIICIRE T B

REGISTRY GENESEQ BE

'?Béé%%%% => S BRI/SQSP

Fc% &R THRE SQLBER 7+ —ILR%ZFET S
L —LICPRE  CLAIM?/PNTE

KRR SQIDE

04

AZAKR

7

=>RUN GETSEQ BRI\ /SQSP 11

16,25
CLAIM?/PSL

BIB ALIGN 17,26




RE 10EZE

=> FILE REGISTRY < REGISTRY 7 71 JLICA D
| BREHNERZETI D
=> S CRHKPMRTVTNFYIANLAATDVTFLLCCVPFTALLYPLPGWVLGDFMCKFVNYI/SQSP
L1 46 CRHKPMRTVTNFYIANLAATDVTFLLCCVPFTALLYPLPGWVLGDFMCKFVNYI/SQSP

=> S L1 AND 400>=SQL « 5 RTRE
36441342 400>=SQL

L2 46 L1 AND 400>=SQL

=> S L2 AND CLAIM?/PNTE «— UL —LTRRE
17169830 CLAIM?/PNTE

L3 26 L2 AND CLAIM?/PNTE

=> D SQIDE 1-26 < ERHERZRTT S

L3 ANSWER 1 OF 26 REGISTRY COPYRIGHT 2024 ACS on STN

RN 1070931-36-0 REGISTRY

ED Entered STN: 05 Nov 2008

CN G protein-coupled receptor (human gene GPR54) (CA INDEX NAME)
OTHER NAMES:

CN 511: PN: US20080260744 SEQID: 514 claimed protein

FS PROTEIN SEQUENCE

SQL 398

=> FILE GENESEQ < GENESEQ 7 7T JLICA%

=> RUN GETSEQ — BREHIRRERITTS
CRHKPMRTVTNFYIANLAATDVTFLLCCVPFTALLYPLPGWVLGDFMCKFVNYI/SQSP
GENESEQ

Query time: 211

L4  RUN STATEMENT CREATED

L4 67 CRHKPMRTVTNFYIANLAATDVTFLLCCVPFTALLYPLPGWVLGDFMCKF

VNYI/SQSP

=> S L4 AND 400>=SQL « g5 R TRE
56076893 400>=SQL
L5 66 L4 AND 400>=SQL

=> S L5 AND CLAIM?/PSL < U L —LTIRE
36962361 CLAIM?/PSL
L6 27 L5 AND CLAIM?/PSL

=> D BIB ALIGN 1-27 —Z2FBRrey bLI-O—-FR%E
HAEHETRTTS

L6 ANSWER 1 OF 27 GENESEQ COPYRIGHT 2024 CLARIVATE on STN.

AN BOW29084  GENESEQ ED 20240426 UP 20240426

FAEOS—RBE




FAEOD—KRE

FEAERRN CELL 7B 2 RE L WSS R EOY —RERZRTIT S

FeFERIT

[E&ECS

KRR

FEOS—\REOTO75 L
CAS STNext TlZ BLAST & GETSIM Q2 FEHEOFREOS —BEREZFE(TTES

EECTETE oSt Gersi

=

SIBRFE
FEDF VWSS
B DKUY

Le#7iA
RSt
T—EN—-2

Basic Local Alignment Search Tool

RO & CHATNTVWBEIIRRTOI S L, D70
IILICHANTRRLETES, FrvvTz2hHEDER
LaWcd, MHBREPERENMEVCEZ Sh'E TR
M EBRICIIMBE RN TZNE BB,

BN
O
A
5 L\ER D BCS & LhBR
FrvTEHEDERINAEL
T 7 I FDORETIFEL

REGISTRY, GENESEQ, USGENE,
PATGENE, CAS Sequences

FASTARFIOTOY 5 L

T—ER—ZFAD IR TORFIE DB TEHEEIZT 51>
XY R ET>TREQAY—RAT7 % EET %o BLAST
REOY—BRRTEBZNESNBEWVEETH. GETSIM
REOC—BETEBZNESNZ LB 3,

B
O
O
Fo5l &k %z Lhag
FrvIrIHERBINS

=AW

GENESEQ, USGENE, PATGENE




REGISTRY 7R EOS — 1R

REGISTRY BLAST #2ZDinin

g
OVIrIIT7DAYR =)L

4
BLAST #&% (JRiZ L7V 7 b = 7 TEIH)
@ %R @ EERTR
VI T 7 EES HROMESR
e BRI DAL @ STN B17D 1= D %4
BRERL A TDER 29T T 71 ILRTE
INTA—BDEERTE ToAAXY M TF—21R1F
> 4
CAS STNext #17

O RRLRT
RO b ERT. BAEERT
LR—MMERL (72 3Y)




¥522Z565] - REGISTRY BLAST

fc7!& 303

VEF: VT NI TDAIRA M=)

REGISTRYBLAST I3V 7 b T 7 TERITI B VIMITT7ZA VA M=ILT B

Ao O—RYAMIT7I9€CALTY I RNITT (exe) X7 >O0—R$3
https://www.stn.org/stn/downloads/blast-download.html

exe 771NN ZRTLTAVRAM=ILT 3B




2 REGISTRY BLAST 1&%&

VI bhDxT7%2') w2 LTREGISTRY BLAST #2819 %, XIC. Sequence RZ V&I w7

L CEHBERNZ AT 3 (X Z1 F 35 DESIZEA)

= similar Sequences

el

Eile Edit Help

— \

J BRBZEAN (AT 3aY)

]

Result Name (optional): |p52 related zene

Sequence to be searched:

Read from File...

gotoocagaa tgocagagee tgotocoooo gtggooooty caccagegsc tootacacce
zozzccoote caccazocoe ctostzzooe ctzteatott ctztooctic coazaaaacc
taccazzzoa sctaceetit coztotzzee ttettzeatt ctzzzacazc casstctzie
acttgcacet actcocctee ccteaacass atgttttzec sactzeecaa gacctecect

EEFIh SRR =i ]

gtgoagotet gegtteattc cacacooooy cooggoacoo gogtoogoge catgeocatc

(@Eﬁ']ﬁf‘u‘iﬁ’&)\h

]
' Example #1: a nucleolide sequence
tecoctetes ctatzoazet tocctzetec azecazczct zactctacca
gactcattat cagcasatct cezazasect ziceszatas cotzetetes

azgtagetat zattateett gecaccagea gamatcacct gecaztzeoe
ctgtoactgt gatctatazc ascascasga gaccclogea catoocttos

Example #2: a protein sequence
TVDOHLCGSHLYEALY SYWYHEAK GLPRAAAGAPGYRAELWLDGALLARTAPRAGRG
OLFWAERFHFEALPPARRLELRLRGLGPGEAYLGRYAL ALEELDAPRAPAAGLERNF
PLLGAPAGAALRARIRARRLRYLPSERYKELMEFLTFHYARLCGALEPALPA

@ Cancel

EEANTS

Read from File 57 71/l %
FARAD
ERIBERROR T IFRK
50,000 O—F

2 REGISTRY BLAST &%

BRI T2 ERT B RENRZEIRT 5

% BLASTn Datzsbase Subsets - pS3 .. =] =

®

=

Select Mucleotide Subsets:

(%GSmY77%»¢@

@ All Sequences @

4B DRZEIE BLASTN
TRITT3

All Referenced Sequences

Referenced in at least one Patent document

Referenced in a non-patent document

All GenBank® Sequences

EST - Expressed Sequence Tags

STS - Sequence Tagged Sites

GSS5 - Genome Survey Sequences
HTGS - High Throughput Genomic Sequences

All other GenBank® Sequences

Only retrieve sequences with 50 bases orless @

@ Iﬂl Cancel

L’é‘/\"CG)EE?'J

50 EEUT DB DA D BE
BHRERFIvIZEMITS




BE BRX1T

REGISTRY BLAST MEDIEEX 1~

BLASTn SR EEEI BRI IR L TR R & R 5 A5 S E A5
BLASTn L ERInHRA B IR TS /ME )
BLASTp 73 /BESIOBERICENL LTS JBERIERR TS /BES 7S/ EED)
BLASTX I L L BIRL T, SR 73 J E4TEH)

REERRESBMEHD SO TRRINDS

2 REGISTRY BLAST &%

NIX—REAEHBDRAEZRET B

lNLow Complexity Filtering) @77 #JL ;&
ON TEEMEREDTI I T 1LY VI HT
b, EMENICERRLT 51 X2 MMIEXD IR
PNBREICHE->TWVD

ETMREOBAIEF T v /2T LIcAD LWL

ZOMDNFTA—2IF | —a

FrvoeffiFs ek

mENB
‘_[ EEHHBDRAMEIZ 1,000 4 ]
[OK Z0)vI9dBRL ]

BEHEITEIND




@ EERT

RRET TR, BREXRTI S

-
Results . 1,000X100 v tH'ERK

(101ABoEIZEt v b &R T B BEIE.
(//// BEHHVEE LY FHEIBRIN3S)
g

[7@%% BERZ17 F{TH Wi EEtS BsFzvs

7

-

Status (IKR) =

Running :3R{7H

Complete &7

Queued :E{TEFB

Failed :REY

(Failed IC72 > To1B B ITBEREKT D)

\_
@ EIERT
% BN -s=—
EFIERIAT7EOSVIRICRTENS FEIYYITBLELVNT S A XY MEERH
FTan3
HEER
2A71E
=
g;%xyr \{@—ﬁﬂ—tyh]
FSA A b
e TSRy RS

Query : EoFIERI
BRI BEINNEFET 3EE1F Subject : EIZE DA
OARREINS |lE—BHLTWEI—k




@ EERT

REGISTRY BLAST OEIZE T+ X M TRFAIEE

s REREM

(@) CAS STNext 217D 1= DA

FoNTFL5%Z CAS STNext AN#ITT B 7=®IC Script Z1ERR T 2

[xﬁu?hvaﬁﬁﬁbtumﬁ%%mié ]

| o @] 5= |

% Get STN Data Script

] REGISTRY 7 7 1L T ]

Retrieve the following dgfa:
we oo sglz——1 CAS RN® % %KY 3
» € || Sequence Records \.
(5] Retrieves Sequences from CAS Registry

Get STN Data Script =2 w93

\{%ﬁ L7=WEBIICF = v 2 & 1.

Reference Records
Retrieves CAPLUS References

Sequence and Reference Records

FIv oI THELLT ST
X MYE BLAST LR — k%1%
THERTE S

V| Transfer all alignment data for postprocessing

Cancel




(@) CAS STNext 317D - D#{im

ROVTRT7ANET SARY b T—RZ2FREFTD

STNext A#1T9 % 7=8 D Script (.scb)
771 IINERETS

ToDICT ZAAY T —43 (xss) Z1R

TIAAY MIELR—FZEERT B
FIB(H T ay)

771 ZRELES
REGISTRY BLAST %
BT793

(5 CAS STNext TORFE L RT

CAS STNext (Z3#&#Ht L. Script 32179 % (REGISTRY 7 7 1 JLCTHZFIL O— R %1% T 3)

] > » —
/‘

CAS STNext DEEH FTD
Script 55 Import %3&iR

ERA)

RIFELI=T7 71 (.scb)
ERIRLOKEIU Y Y

/

BE, Scriptzo w2 LT
AVR—bLTET71ILD

RunzoUwo93




(5 CAS STNext TODIRER L RT

B&h8YIC REGISTRY 7 71 JLICADEFIL O— RABEINB

Script (¥, REGISTRY BLAST
REHER D S L 7EFI D

CAS RN® D&%

k\\\{MW®@§$éﬁﬁméht ]

(5 CAS STNext TORFE LR

E]& % SQIDE RAHEARE TERRT S

=> D L3 SQIDE 1-16 < BRAEHRzRRI D

L3 ANSWER 1 OF 16 REGISTRY COPYRIGHT 2022 ACS on STN

RN  1515955-91-5 REGISTRY

ED Entered STN: @9 Jan 2014

CN 30: PN: US8613907 SEQID: 30 unclaimed DNA (CA INDEX NAME)
Sequence |Patent

FS NUCLEIC ACID SEQUENCE
LIRS
260 t
Source |Reference

SQL 1303 @

NA 292 a
+ WEFIETR (Er &S, Yo

Not Given|US8613907 SOENIE. Ai7ES)
lunclaimed
[SEQID 30

403 ¢ 348 g

PATENT ANNOTATIONS (PNTE):

SEQ

N

gtccaggagc aggtagctge tgggctccgg ggacactttg cgtteggget
51 gggagcgtge tttccacgac ggtgacacge ttccctggat tggcagecag
101 actgccttcc gggtcactge catggaggag ccgcagtcag atcctagegt
151 cgagcccect ctgagtcagg aaacattttc agacctatgg aaactacttc
201 ctgaaaacaa cgttctgtcc cccttgeecgt cccaagcaat ggatgatttg

1101
1151
1201
1251
1301

atttcaccct tcagatccgt gggegtgage gettcgagat gttccgagag
ctgaatgagg ccttggaact caaggatgcc caggctggga aggagccagg
ggggagcagg gctcactcca gecacctgaa gtccaaaaag ggtcagtcta
cctceccgeca taaaaaactc atgttcaaga cagaagggcec tgactcagac

tga
[REIES
**RELATED SEQUENCES AVAILABLE WITH SEQLINK#*x

Unspecified

MF
CI
SR
LC

DT.CA CAplus document type:

RL.P  Roles from patents:

MAN
CA

STN Files:

CA, CAPLUS, TOXCENTER, USPAT2, USPATFULL

Patent
PRP (Properties)
1 REFERENCES IN FILE CA (1907 TO DATE)
1 REFERENCES IN FILE CAPLUS (1907 TO DATE)




(5 CAS STNext TODIRER L RT

CAplus 7 71 )LicoyOXRA—/N—L. ECF)ICEEY 2k

FHRZERTI B

=> FILE CAPLUS « CAplus 7 71 JLICAD
=S L3 < REGISTRY 7 7 1L TE6NT-LES%:
L4 33 L3 JOARA—N—REKTS

=> D BIB HITRN 1-33 «— EZ55E8 (BIB) £ £ k L7 CASRN® %

L4
AN
DN
TI

PI

KT B

ANSWER 1 OF 33 CAPLUS COPYRIGHT 2023 ACS on STN
2013:1974020 CAPLUS Full-text

160:94599

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

PATENT NO. KIND DATE APPLICATION NO. DATE

US 8613907 B2 20131224 US 2003-392113 20030317
US 20030224993 Al 20031204

PRAI US 2000-60239705 P 20001012

0S  CASFORMULTNS 2013:1974020
IT  1515955-91-5 Ew b L7Ee% D CAS RN®
RL: PRP (Properties)

(unclaimed nucleotide sequence; compns. that inhibit
proliferation of cancer cells using inhibitors of laminin 5
interactions with integrin receptors)

G‘/%’f‘/’@ Transcript TIE7 71 X > F‘I%%EU:E%ZT'\'C‘ES@L\\
P LR=FCTBRET AKX b EEPIAD B, BIBDTS
AXY MIZFLAR— b EERT Z35E1E. HITRN R TE
FeHALTECEL L,

fficH HITSEQ RRHERMFAATEET. b ~ LI-EFID CAS
RN® BB DOESI%E A > 54 % Transcript TRFCE 3. 75
AXYMIZFLR—bZERTBHEIE. 751X MHEE

\i@ﬁ(:@%’f:&) HITRN RFERDIES Ak Lo j

®(FF>ay) LiR—MMERK

CASRN® ZBURFHRTERRLIBAIE. 7540 A2 MIE BLAST L R— FEERTE S

(1) REGISTRY 7 71 JLO W /1HERZFIA L 1<

774 X MMIE BLAST LR— k

(f5) CAplus 7 7 f LD HiEREFA L 1=

754 A2 MIEBLAST LR— b

~

[T%T?Lﬁ:?%*r)(‘/ b F—4& (xss) D ]

R EHRAL LK~ b

LR— MERAEIETRER—20 T<EHflilk> REGISTRY 7 7 1 JLECHIIER) =581
https://www.jaici.or.jp/stn-ip-protection-suite/cas-stnext/documents/




GENESEQ FEOD —1RFR

GENESEQ 7 7 1 ILDREOD —I2FK

GENESEQ 7 7 M JLDECFIMRFRICIE RUN O Y RZEDS

=>RUN BLAST J— R/BRER7 4 —LR XS5 X—%
=>RUN GETSIM J— R/B3R7 1 —JLR /N5 X—%&

JI—FRIF5D2ULEZASNITS

BBz 1F. 5 KimH'5 3 KimDIETI—FZANIT S

22NNV EIE. NKim (NH2) 5 C Kiim (COOH) DIETI—FZ AT
VI/BO3IXFIA-F, ¥y v TS, KHEESEFATERL
EEHDERDT 7 4 )L b& 15,000 fFo /NZX—RTHRAK 10 HHICEER]




GENESEQ 7 71 )L - REOAD —RREDEFEIT 1 —ILK
O O

/SQN IBEES O ERIUICTEU L 7B REY R BEART EEECS)

7 EN— AR OEREEE TS BICER L EAOR -
ITSQN 5T S S OB L BB % 7/BEY RS

O O
/SQP O O 72/ BESOBRICEL LT I /B ZRER 7 I /By 7=/ BEECS
O X

FEBICEULE (BRAR YD) BFABICRELEINE
/sQM BLASTn (megaBLAST) BRI gk

—MOEEZEFL (BLOIRIYFZHEL). SDB

/SQDM O X N (BEArD) RIZBRTZEoICEELLEIN:  EEES EERCT)
BLASTn (discontiguous megaBLAST)
BEESOERNE 73 / BREHICEIR L TIhICELIL - =
/TSQP O X 7 EBEEE % (BLASTY) g ERIY 7=/ B
/TSQNX @) X BRI OERRNE 7 = /BEHICEIRR L TThIcELIL = E DB = EFRT

o7 =/ BEERHICEIRR S M TIE R RS Z 4R 3R (tBLASTX)

GENESEQ 7 71 IJL - INT A—FREH

TANE) L TETOTIRRT B TLow Complexity Filteringl D7 7 #JL b E ON TEEH

_ EEIEO<IR I 710 ILEZ) IHThh. £YFERICERLK
=> RUN BLAST GCTCCCAGAATGC/SQNL-F F BT S51RY MEROBHINBZREICHR>TWS

B RAEORERTF T v I EIT LEANEL

RERIEZRDT 7 4 )L b TIIEAHDFTHOTRRINS
TE © BDETIRREARICIEFAHEZTDINE SN ZENTA-RICLDEETES
BTN 2T%THT. ANLIcI-FOHEHDAREKY 5 (HEHZS IR
=>RUN BLAST GCTCCCAGAATGC/SQN -F F|-S SIN

BlE EFROEE
BT 22 T%TOT BELR%E 10 FHFICEREL TIERRT
=>RUN BLAST L1/SQN -F F|-MAXSEQ 100000

*INTA—ZDOFIC DV TIE. =>HELP OPTIONS &8




12%f - GENESEQ BLAST

EEdE
BUVEHBRRDSEIEITEF AN T 7L (ixt) BT 3

7w 7H— F%ZEMA L7 =>RUN BLAST J— F/SQN O&RZERD LRI 30,000 I— Ko FHfllld => HELP QLIMITS &R

@ EFEMRDO7 vy 70O—F

=> FILE GENESEQ < GENESEQ 7 7T JLICAD

1) EEAS LD My Files DFILE ™ > X = 2—h'5 Structures £#IRY 3 (53 VREEAD Q| 7ra>%E2 U v Y)
2) Import Biosequence #7'J w2 L, HHICIER LICEHIBERRDOTF I M7 7MLz UHL T, OKZZU Y I T3,

3) BELFIERRA 1 v R— hEhfc5 Upload 20U v U9 %,

4) 7y 70— K LIERFIERRO L BESHRRIN S,




@ FREAD—IREDEIT

=> RUN BLAST L1/SQN -F F — 742 EHNLTBLAST &

EOV—REEETIS |

Algorithm: BLAST - BLASTN. ion: 2.12.0+

ermission of the
f the Natior]

The BLAST software is used herein wr
Center for Biotechnology Information (NCB
Medicine (NLM). See also: Zheng Zhang, Scott
and Webb Miller (2000), "A greedy algorithm for aligMms
sequences", J Comput Biol 2000; 7(1-2):203-14.

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

\

G?’*‘/a VT4 E%EIFE T (-FF)
Low Complexity Filtering ((EEMEBIH T 1 LX)

~

EEMEREDOTRI T4 ILR) VT%TS

CHICEDFENICEETH > THEYENICEERBE TSI XA Y
(B EMYyF, ERYyF, OV Uy FEE) #EROBRL N
TE3

EEHBRRPICY AT NS 0— RIFERRYDBEIEN T, 73 /8
BFDBEIFX TEIBRI SNEEIND 1/

Number of Sequences: 40160811
Length of query: 303
Length of database: 22574594374
Search space: 6840102094110

EeHE M
DRE

Effective search space: 5834704045646
Lambda: 0.625

Kappa: 0.41

Entropy: 0.78

S ERA D EEFOETICTRIC
—HLIGEICEoN3RO71E

Highest possible score value: 547.7
Best answer score value: 547.7

RLELELEVEEDI T E ]

3430 ANSWERS FOQUND BELOW EXPECTATION VALUE OF:
GENESEQ
1P

10.9

@R EAD—IREDET

Query time: 708

ENTER EITHER "ALL" TO KEEP ALL ANSWERS
OR ENTER THE MINIMUM SCORE VALUE YOU WIS
OR ENTER THE MINIMUM PERCENT OF SCO OLLOWED BY "% SCORE"

OR ENTER THE MINIMUM PERCENT OF NTITY FOLLOWED BY "% IDENT"
OR COMBINE MINIMUM PERCENT CORE AND IDENTITY AS "X% SCORE Y
OR ENTER "END". "END" M BE ENTERED TO COMPLETE THE RUN COMMAI
ENTER (ALL) OR 7:ALL

(EE01 T3 EEET A

% IDENT"

~

EIE2H (ALL E AH)

ZAT7EOREE (BF%E AN)

A : 80
ZA7EN—t Y~ (RAT7E/EERTT7E) DREE

AN : 85% ZF7=1F 85% SCORE

B—4/\—t > b (—E 33— F#/Alignment O— FE) ORIESE
AJIf : 100% IDENT
ZAT7EN—t Y FOREECE—E/N\—t > fORE(E
A : 85% SCORE 100% IDENT

ND.




@ FREAD—IREDEIT

L2 RUN STATEMENT CREATED

L2 3430 GCTCCCAGAATGCCAGAGGCTGCTCCCCCCGTGGCCCCTGCACCAGCGAC
CCCCTGCACCAGCCCCCTCCTGGCCCCTGTCATCTT
CTGTCCCTTCCCAGAAAAC CGGTTTCCGTCTGGGC

TTCTTGCATTCTGGGACAGCCAAGTCTGTGACTTGCACG

= —REE VIBfCS A
CCTCAACAAGATGTTTTGCCAACTGGCCAAGACCTGCCCTGTGCAGCTGT EIEIEL - FESOFHLVIRICEA TV S

GGGTTGATTCCACACCCCCGCCCGGCACCCGCGTCCGCGCCATGGCCATC
TAC/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% IDE
OR ENTER "END". "END" MUST BE ENTERED TO COMPLETE THE RUN COMMAND. @g%éo)j—j:/a ‘/Cﬂ'ﬁ%ﬂllﬁl?‘é’?ﬁf%%o

ENTER (ALL) OR 7:END ® L%T?%i’%é‘i END ZAHT 3
[ SAVE L2 PSIGENESEQ/A < RRERGT ABEREEEAABIEHO LESEIET S (FR)

EANSWER SET L2 HAS BEEN SAVED AS 'P53GENESEQ/A’

=> SORT L2 1- SCORE D IDENT D < X O 718 (SCORE) MZIE (D) ™ DFE—" (IDENT) DFZIE (D) TRIZEXMEAREZ 3

PROCESSING COMPLETED FOR L2
L3 3430 SORT L2 1- SCORE D IDENT D

@ EIERT

=> D L3 1 3000 TRIAL ALIGN «— 1HEB £ 3000 FEEDEIE% TRIALALIGN RRFER THRRT 3
L3 ANSWER 1 OF 3430 GENESEQ COPYRIGHT 2022 CLARIVATE on STN.
AN AYM36275  GENESEQ [ 2 OA7ME (L) AEVEIE ]
TI Evaluating a patient with acute lymphoblastic leukemia (ALL)
characterized by the presence of Philadelphia chromosome comprises
generating an expression profile of ALL biomarkers from a test biological sample. TRIA

MTY cDNA
DESC  Acute lymphoblastic leukemia prognosis determining DNA marker, SEQ 101.
KW TP53 coding sequence; acute lymphoblastic leukemia; biomarker; coding
SQL 1303
ALIGN

Query Length: 303; Sequence Length: 1303; « EENERRORS ; OEET OESE

Score: 547.7 bits (606) , 100.0% of highest possible score 547.7; «— 2O71E

Expect value: 7.759e-153; «— HAT¥ME

Identities: 303 / 303 (100.0%); —@E—M4N—t>k

Strand: Plus / Plus; Alignment Length: 303;

Q: 1 GCTCCCAGAATGCCAGAGGCTGCTCCCCCCGTGGCCCCTGCACCAGCGACTCCTACACCG 60

R R A A R AR AR AN ARR Y 754X FET ALIGN
S: 308 GCT e Lol CCCCGTGGCCCCTGCACCAGCGACTCCTACACCG 367 Q (EE?'J%:’FEEEt . Query)
Q: 61 GCG RS OME GCCCCTGTCATCTTCTGTCCCTTCCCAGAAAACC 120 S (E1E D5 : Subject)

FECETETTETTET TR e e e e e e e ee e e e e e e e e e el [E—HLTWEI—F
S: 368 GCGGCCCCTGCACCAGCCCCCTCCTGGCCCCTGTCATCTTCTGTCCCTTCCCAGAAAACC 427




@ EERT

L3 ANSWER 3000 OF 3430 GENESEQ COPYRIGHT 2022 CLARIVATE on STN.

AN BBA99493  GENESEQ { 2718 (ﬁ{u:&) HMEWVEIZ ]
TI Realizing efficient and fixed-point transgenosis by using trans

MTY DNA

DESC  Pig P53 target DNA.

KW dna detection; ds; p53 gene; p53 tumor suppressor protein; rna detection

SQL 47

ALIGN

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
FECEE TEREEREEEEr e e rerrnd
S: 1 TCTGGAACAGCCAAGTCTGTAACCTGCACG 30

=> D L3 1 ALL ALIGN «— EiER. YR EIIBRERRT S
L3 ANSWER 1 OF 3430 GENESEQ COPYRIGHT 2022 CLARIVATE on STN.

AN AYM36275 GENESEQ ED 20211030 UP 20211030
DED 20110120 Full-text

TI Evaluating a patient with acute lymphoblastic leukemia (ALL) that is
characterized by the presence of Philadelphia chromosome comprises

ALL

@ EIERT

PI WO 2010138843 @i 20101 ZBr

— RN—2y VFFFORFESDANFEINTLS ]

0sS 2010-P75161 [82]
MTY cDNA

WPI 7 71)LD L J— F&ES (AN) ]

PSL Disclosure; SEQ ID NO 101; 43pp

AB The preseH By DEREH B ]narkers and a method for
evaluating acute lymphoblastic leukemia
(ALL) that is characterized by the presence of Philadelphia chromosome
(Ph+). The method involves generating an expression profile from a
biological sample obtained from a ALL diagnosed patient, where the

ELL

SEQN 101 ALIGN
SQL 1303 Query Length: 303; Sequence Length: 1303;

SEQK  9102e84c616917d71fd3efb3093278c9ff90b18976b8511d45  Score: 547.7 bits (606) , 100.0% of highest possible score 547.7;

SEQ «~ B3 Expect value: 7.759%e-153;
1 gtccaggagc aggtagctge tgggctccgg ggacact Identities: 303 / 303 (100.0%);
: Strand: Plus / Plus; Alignment Length: 303;

1251 cctccegeca taaaaaactc atgttcaaga cagaagg] Q: 1 GCTCCCAGAATGCCAGAGGCTGCTCCCCCCGTGGCCCCTGCACCAGCGACTCCTACACCG 60

1301 tga . FECCEEEEEE R e e e e e e e e e e e e e e e e e e e e e e e e
NA « REEOESR S: 308 GCTCCCAGAATGCCAGAGGCTGCTCCCCCCGTGGCCCCTGCACCAGCGACTCCTACACCG 367
Code Count Percent :
A 292 22.4

EALIGN

C 403 30.9




BZ WPl 771 ILICOORA—/\—

=> D HIS — REBEERTT S

L3 3430 SORT L2 1- SCORE D IDENT D

=> FILE WPINDEX <~ WPI 7 71IJLICAD

-
TRA L# OS /AN

GENESEQ 7 7 7LD OS 7 —JLREHHL T

WPl 771D AN (L O—REE) T —ILRTHRET S

=> TRA L3 0S /AN

L4 TRANSFER L3 1- 0S : 866 TERMS \_ J
L5 866 L4/AN ‘ ~
ALL TERMS IN L4/AN RETRIEVED.
TRA L# PN Z#|AB L% W EH

=D L5 10 —EHBERERTI S WPl 771 IUAIORA—NTIEIC. 855FES PN) &
L5 ANSWER 10 OF 866 WPINDEX COPYRIGHT 2022  CLARIVATE ANALYTI] AW ¥ GENESEQ 77 /L Tk w k LI-EFIIBEHRE ST
AN 2021-B5534W [2021087] WPINDEX Full-text BEFICMZ. BEL I— R (DEIEE, BEHELY) A
TI  New recomblr)ant New§astle dlseas%a virus obtalnec} by replacm Ew h?éﬁjﬁﬁﬁb%ét&)

newcastle disease virus losata with the F protein of virulent J

Newcastle disease virus useful for preparing medicine for trea T g I IVET CanceT
DC  Be4; C06; D16
IN  JIANG S; LI D; LIU T; LIU Z; WANG Z; XIAO W
PA  (JIAN-N) JIANGSU KANGYUAN RUIAO BIOMEDICAL - -

= =|)— =

KANIONREAL BIOMEDICAL TECHNOLOGY. ReF7 7 I —%WERTE S ]
cYC 135
PI WO 2021197506 A1 20211007 (2021087)* ZH 27[13]

CN 113462658 A 20211001 (2021087) ZH
ADT WO 2021197506 A1 WO 2021-CN95200 20210521; CN 113462658 A CN 2020-10238162

£E 2

B EBDHN BB T A R
1 GENESEQ 7 7 JLICA% 58

2 BEYERROT7rFIIINZEZTyIO—-—KRT3 58

3 =>RUNBLAST L#/SQP-FF 54-56

4 2 ALL)ZAFTS 60

5 XXRA7ELE—MEOEWVIEICTEREZ D 61

6  ALLALIGN R THRRT S 63




XY 20EZE

=> FILE GENESEQ < GENESEQ 7 7T JLICAD

(38R ZE7 Yy 70— RF93)

=
Uploading sequence file: example2

UPLOAD SUCCESSFULLY COMPLETED
L1 GENERATED

— 71 R2%EHNLTBLAST
FEOD—BRERTITS
Algorithm: BLAST - BLASTP. Version: 2.12.0+

=> RUN BLAST L1/SQP -F F

ENTER EITHER "ALL" TO KEEP ALL ANSWERS
OR ENTER THE MINIMUM SCORE VALUE YOU WISH TO KEEP

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

ENTER (ALL) OR ?:ALL —ALL T2HAFTS
L2 RUN STATEMENT CREATED

L2 1415 MVKKQKRRKIKSMSWARKLLIAVLLILGLALLFNKPIRNTLIARNSNKYQ

ENTER EITHER "ALL" TO KEEP ALL ANSWERS
OR ENTER THE MINIMUM SCORE VALUE YOU WISH TO KEEP

OR ENTER "END". "END" MUST BE ENTERED TO COMPLETE THE RUN COMMAND.
ENTER (ALL) OR ?:END —ENDTIRT T3

=> SORT L2 1- SCORE D IDENT D «— X J71# (SCORE) DF%IE (D)
PROCESSING COMPLETED FOR L2 H D [E—14% (IDENT) DB (D)
L3 1415 SORT L2 1- SCORE D IDENT D TEIZZLREZ S

=> D ALL ALIGN 1

L3 ANSWER 1 OF 1415 GENESEQ COPYRIGHT 2024 CLARIVATE on STN.
AN BHW56191 GENESEQ ED 20211030 UP 20211030
DED 20200806 Full-text
TI Deep eutectic solvent used to conduct transamidation
reactions, i.e. sortase catalyzed reactions comprises (2-

IN Boenitz-Dulat M; Schatte M

PA HOFFMANN LA ROCHE INC (HOFF)
LA English
DT Patent
20200618

PI US 20200190553 A1l

CAS SEQUENCES




CAS STNext [CEBEH I TUVLWAEFIRZEY —IL

CAS Sequences HEE TR AREISI I > TV Z MR TE 3
ISR

CAS ARE D JL—)LIZREVVUREE L 7= REGISTRY 7 7 1 JLUXER D ECF
T3 FFEFRITIEE ORI S L 75
NCBI B3R DEEF
3DDEFIRRTOT S L
BLAST REO Y —1&EK
CDR Ec%#&3R

Motif Ec7iR3R

S¥#0I% CAS STNext CAS Squences H- RS

nn

https://www.jaici.or.jp/stn-ip-protection-suite/cas-stnext/documents/

BLAST 7hEOS —RR

BHAREOS—RETILLKELNTULWA NCBIOTOT S A

BLAST (Basic Local Alignment Search Tool) D% hR 9@ D BRAICEELIL 7-EcH 2 KT S
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