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;
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MI7AILADIORF;—/\—

B EvrLEERIDOBARELGSFHESE STN OBREHET IRN—RATRERETHIENTEE
Y. M TELRHES DO LRI 5000 #TY.

@ CAS Seq uences 1426) SortBy: Alignment Identity %: Descending ~
p-d = =
) o/—| EEHENRHESERETD S ———
Sequence Sequence Alignment Query Subject Number of
Alignment Length Identity % Identity % Identity % Documents
- 2343 100.00 100.00 6.44 2 View More v

- REVEV)YIL, BRELEVWT—ER—RERIRE Continue REVEIVYITHE, a7y
FIAVICBBLERMVRITINET.

Get Patent Numbers from STN File X
ST File « | BETEITANERRT D

AUPATFULL HCAPLUS RUFULL

CANPATFULL IFIALL TWFULL

CAPLUS INFULL USGENE

CNFULL INPADOCDB USPATFULL

DEFULL INPAFAMDB @ WPINDEX

EPFULL JPFULL WPIX

FRFULL KRFULL ZCAPLUS

GBFULL PATGENE

GENESEQ PCTFULL

(=mmmmemmmes Save Script [CFTVIEFANDE, REXADRAYIVTRN
i save script 9 My Files — Scripts [ZTRTFEINS

Each request is limited to 5000 Patent Numbers |

CAS Z: stNext @ o W wyrles &

Continue | Cancel = TranscriptON  2025.0141 Transcript History = Project | CASLexicon Database:
2 File WPINDEX > Ssession

| 1L293480A/PN

& (IL293446/PN) Us20130288236A1 OR EP3603661A2

1 US2021025212241/PN OREE31Z
(US20210252122/PN) 134 QUE (CN110431232A OR 7~
1 KR20220149505A/PN W02018-168600A1 OR JP7143596B2
B (KR2022149505/PN) ORU=202001
1 EP4069284A1/PN L35 QUE (W02006-033972A2 OR a
Q (EP4069284/PN) BR112016019836A2 OR
1 AU2020395765A1/PN US20170016067A1 OR
Q (AU2020395765/PN) 6 QUEWO2007.084187A30R g
1 US20210205428A1 /PN W02007-084187A2 OR
{3 (US20210205428/PN) US20050287570A1 OR W
1 US20230414733A1/PN 137 QUE (1L293446A OR A
(US20230414733/PN) US20210252122A1 OR
1 CN115551537A/PN KR20220149505A OR EP406928
Gkl ) 138 QUE (BRPI0818318B8)/PN a
1 US20220257737A1/PN
(US26226257137/PN) 139 QUE (BRPIO818318A2)/PN a
1 IN202217037098A/PN
12022170 on
40 QUE (BRPI0B18318B1)/PN a

STN DIAXUESAIZBEL, ER et L
./_ LEz77MILTRENETIND

L42 126 SL27 ORL28 ORL29 = ...
ORL300RL31 OR L32OR L33
L42 126 L27 OR L28 OR L29 OR L3@ OR L31 OR L32 OR L33 OR L34 OR L35 OR ORL340RL350

136 OR L37 OR L38 OR L39 OR L40 OR L41

o

mF © o -
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Subject 47 : EvkLF-BERFIDHEFK EL>T- CAS RN®, GenBank Accession HFSZ#HH T=
E3

- MHETELESOLRIE 5000 T, REVEIVYIL, MELEVDT —EX—REER
#% Continue REAVEVIVITEHE, ARURFAVICBELEENETINET.

E25I(CB8 95 CASRN® ZHHELEE
|

Alignment Subject

Sequence Length: 250 aa
Get CAS Registry Numbers from STN File X
CAS Registry Number™: 481240-84-0, 845221-29-6, 536783-46-7,
1206213-45-7, 1802533-87-4, 18025323789-6, 676294-80-7, 1 ST
845186-36-9, 502777-88-0, 9068268-52-6, 474181-77-6, 4781
1036773-97-3, 1202604-86-@H81038-02-8, 478611-93-7, 4 @ REGISTRY CAPLUS
ZREGISTRY HCAPLUS

[ Get All CAS Registry Numbers ]

Save Script

GenBank Accession No.: AAA35607, M57710, AAA36163, AIC54698, AAH53667, SJX3 SerntNGme
ript

2025_0001_Script

[ Get Genbank Accession Nos. ]
Each request is limited to 5000 CAS Registry Numbers.

MADNFSLHDA LSGSGNPNPQ GWPGAWGNQP AGAGGYPGAS YPGAYPGQAP EE §|J [— Eg a— é GenBank ACCe ssion

PGAYPGQAPP GAYHGAPGAY PGAPAPGVYP GPPSGPGAYP SSGQPSAPGA =
BESTHEHLER
101 YPATGPYGAP AGPLIVPYNL PLPGGVVPRM LITILGTVKP NANRIALDFQ

Organism: synthetic construct, Homo sapiens, uni

Sequence: Download Sequence ~

o

151 RGNDVAFHFN PRFNENNRRV IVCNTKLDNN WGREERQSVF PFESGKPFKI ) .
Get GenBank Accession Numbers from STN File

201 QVLVEPDHFK VAVNDAHLLQ YNHRVKKLNE ISKLGISGDI DLTSASYTMI
STN File
@ GENBANK CAPLUS MEDLINE
REGISTRY ZCAPLUS
ZREGISTRY HCAPLUS

Save Script
Script Name
2025_0010_Script

Each request is limited to 5000 GenBank Accession Numbers.

Continue Cancel
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