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To get started with the Derwent SequenceBase, click on the following buttdn
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Add a Project @ B 5+ 252 AR

Premium license (includes GENESEQ, FASTAlert, USGENE, WOGENE and GenBank) [Project] TEEZE LB SR
Started at: ~ January 28,2019 06:17 ZHES - AN—EZEZRRH 1T

Expires at: December 31, 2020 23:59 FIEZ= -« BB ERFNERRS -

Title: SEZEf01 1 MABEEEZME (0R/PEX)
Author: Guangkai Xu 2 FEIBNEXREER ( oJ#E )

FEIEE M LETERKER

[, - (B _EPEA100001E S HE -

Created for: Quick Start Guide

MASRRET (EH)
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.................................................. OB T AHHMYE—— B
— - 32 5 O 14 B B 48189000 E -
equences [T quemes |3 oocmes [§ cers acrons @ XHIIRPEFoJFE 2@ -

HERElo1 0 0 0 July 08, 2020 01:30
Add a project First Previous 1 Next Last
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Manage projects

TITLE SEQUENCES QUERIES DOCUMENTS 4 CREATED ACTIONS n

ERER o1 1 0 0 0 July 08, 2020 01:30
—F E :
Add a proj¢ }ﬁ I 'T/E =7 ~I~

First Previous 1 Next Last
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Selected Project: jER22{701 (created on: July 8, 2020); Current Folder: default

Summary Search Evaluate Documents Reports 3 E ::/ :_EEEHJAﬂ:WEHJAFASTA#Q

Search a nucleotide database using a nucleotide query fb E’g F_}Z—EU ,
BlastN *  Smith-Waterman~  MOTIF~ MSS~  Keyword  BESTSeq®~ wERZWEMEE 1/.“4:

o N\%ﬂ% %-Fﬁ- New search name: | | */\/\/ =

Query
O BN

Enter sequence(s) upload from file, select previously used or choose from My Patents
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TFER——\EREEE ( Blast)

LS

BlastP ¥ Smith-Waterman ~ MOTIF ¥ MSS ~ Keyword BESTSe

search name| 7101

SequenceBaseXz F6TE iR REFH A

BlastN
fover
TBlastN # Enter sequence(s) upload from file, select previously used or choose from My Patents 1 7] E EFI Blast * Smith-Waterman @ MOTIF -
BlastX MVSGHDHGNVCUWEOSKVHGRTALQLLDFDG 9 $E|J A 1%* }%’_ 5” M SS %D B ESTSeq LS %E 1: ? TR £ _—l_ JEH
A 2T // ~ 7-'- /
TBlastX
RBRZERMELERS -
4
° Basic Local Alignment Search Tool
Target Sequence Length Min Max

( Blast )%NCBI?EF;F?‘F‘ HEE
% HEMAMEREER  4ARtE
B E o

Subsequence From To o~
(4] REHMRER
e

(] Low-complexity filter Automatically adjust parameters for short input sequenc

» Algorithm parameters
» Additional search options IRl E=EE ] My Patents

poy

B3 Ok
AR

4 Derwent’ Blast —— A LUBE A




By 55 AR

BB

Bl tlsii /i 5$§ZEH \,Ei?:%:ff:
SHEHIR - BIEELLER = =

: : : BlastN
| st @l BHEEDER | BlastP
| E—EDNAR MBS — NS NE T BT - TBlastN
: . RBRBESHANEHERILHENEREZ —ETHER - BlastX

FRE - BREPRE | TBlastX
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NN NN NN NN AN AN EENE AN SN AN AN SN N AN AN EENEEN N AN AN NN N AN AN NN NEENEENEENEEENEEEEEEEEEEEEEEEEEEEE -
.

| Blasix iz Rl BEE DR E

. EEHDONARE R EPAIDNASEIZ MR IENELE
L REETREQB-E0EBERERR -

. n
s ssssEEnE s E s I N NN NN N N NN NN NN N NN NN E NN NN NN NS NN NN NN NN NN NN EEE NS NN NN EEEEEEEEEEEEEEEEEEEE®

! ™ s S A S
4 Derwent Blast —— T LUREA



y -

TEER——1EBREEF A ( Smith-Waterman )

By 55 AR

BLAST ~ Smith-Waterman|Protein ~ MOTIF ~ MSS ~ Keyword BEST

A = 32

SequenceBaseXz F6TE iR REFH A

5101 SWP

Nucleotide

HhB|ast © Smith-Waterman -

MOTIF + MSSHIBESTSeqi= 51218 2
BEE AR GRZERNER
B -

MVSGHDHGNVCUWEOSKVHGRTALQLLDFDG

. Smith-Waterman@ & R R & F 5
Target Sequence Length Min: Max: *ﬁ%ﬁ%*?ﬁ%{% E/\] ﬁ%;&z%;i .

4| RERMRERA SanEMINEaEmESRs -

» Additional search options HittirRER My Patents
[ | (5]

4 Derwent’

=

A
2

» Algorithm parameters

Smith-Waterman ——ERe iR EE &L




TEER——1EBREEF A ( Smith-Waterman )

BlastN ~ Smith-Waterman [ MOTIF ~ MSS ~ Keyword BESTSeq® ~

B ERRR

Protein

(I FRAIE

FIBEEDPIRER

Smith-Waterman;@&8)AE — @RS KT LEEEE EEMELIME R
BRBEBRENER L - BRRIDEEZMBEEZEEZNERE 3
FRFEZRAY -

Ee—1EmEIEEtEEEEE - MR FSETEES -
soEFMIBRFIEARE - ERELEH B IAMGES B~ —ELENFIE -
MARELFIEER — LT AEENEEMERHN -
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TN N Ra=x g

SequenceBaseXz 6T R EE)
HhBlast © Smith-Waterman -
MOTIF - MSSAIBESTSeqiE5T& 1 2R
BEE AU ARBEZERMER
B4 -

Smith-Watermane ® R 2 & F 5|
DXV EANRENRRES)

BEzEBRMNEaEmEMAD -
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Smith-Waterman

N e
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BLASTEZE— 1@ LUEE A - REZEEMYUEMEFAEZL -
Smith-Waterman ( SW ) BREEREEE 2N EE &N EFARE]
B ZERZERIBEN—EFRSIECEESE AN - HREEIR
MR A EREKE LB - SR AERRE IRRESR
LRI ERERR R - EHEEFERSWES A -

MRIBFBZRE : "R IFEZEFHSmith-Watermaniz 2 FEZ
BLAST ?”
FFZZRRISERAMEESEZEER - LIEABRRERNZ@EE

BHRHOSWES ZHNRMEREERFIINERFTZEEARZ=RGE -
{BSequenceBase I EFINER L =10 - UKESTEN
D - EHITESequenceBase =& 1TSWE 55 Fir 35 AV B &l 2
Z|EABLASTAHE -



BLAST ~ Smith-Waterman ~

TEEX-——@ZEHEEE (MOTIF)

MOTIF Protein ~ MSS ~

Keyword

New search name: | MOTIFI,

Query

Nucleotide

Protein

Enter MOTIF query select previously used

B 1| EERRER

(2] B IRRAEE

SAIS[LVQIEH

3] BWAEwFS

Target Sequence Length Min:

» Algorithm parameters

» Additional search options

-
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My Patents | Defaults
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By 55 AR

MOTIF - OJEZIJgElEiaR - 812

ZEBRNEBEmEMRD -

SequenceBase’ @ B BB RIS

o UBIREEREEI - 5E

R~ BEEEREIRMUKEF
SRS ERHRERFEK -
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EFRIRF R ERRRBREFS]

ol ia E N R RV E

EERCRESR

ESWING]

SAIS[LVQ]EP

SAIS[-Q]EP

AATGCGK
DATGCA

AATGCGKA
RPVQ.RI

SSLS | NAIS
A(SSLS|NAIS)G

= 4t
,%'amn%

SAISQEP
SAISVEP

SAISLEP
SAISVEP

SAISEEP
ATGCGKTTI

EDELDATGC

ATGCGK
RPVQARI

RPVQGRI
NAIS

ASSLSG
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WmEBN

HIREEEE HIRORE IR

38

‘3;
+ | |
e

HRREERLIRIRAZR

HIZREEEHIRORHZR

{x} BEREESEETIR x X
WERPREN HIZREEEHIR x1 5 x2 3 x3 K
{x1-x2} Repeat from x1 up to x2 times

28 P8 R BRE R E — a5
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TFEE—— R ZEE% ( MOTIF )

TES AN WMERER
NSK(VV)?
NSKVV
NSK(VV)+ NSKVV
NSKVVVV
NSK(VV)* NSK
NSKVV
NSKVVVV
AT(GC){2} ATGCGC
AT(GC){1,3,4} ATGCGCGC
AT(GC){3-5} ATGCGCGCGC

RSVK&KPLS&KFK  RSVK...KPLS...KFK
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Search for multiple protein queries against the protein database using the Smith-Waterman algorithm 7]

Keyword BESTSeo
O

Protein

LS

BLAST ~ Smith-Waterman ~ MOTIF ~ MSS Protein

Multiple Sequence Search ( MSS )
Z AR ERINEE

New search name:  [F41/01+02

Query

SequenceBase’ @ B BB RIS

Enter 1st sequence select previously used

HEALHNHYTQKSLSLSPG

Enter 2nd sequence select previously used

REPQVCTLPPSREEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKT TPPVLDSDGSFFLVSKLTVDESRWQQGNVESCSVM — DS
HEALHNHYTQKSLSLSPG E—I' J/\/{ E H% ﬁ/‘ﬁ /% E'_li 61lz F?’_ EU - MIZ ?%
Add sequence EUEH%@E%“/‘R%& \F?_EU E/\Jg—
Target Sequence Length Min: Max: N %U 1\"5" °
OEEELEE -
» Algorithm parameters v
MSSH R IR RES AR H
» Additional search options My Patents Sm Ith Waterma = :E‘i; = :£ .
= I1ZR 5/

Ok
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HEA (FAEF )

\

Search for text against patent and sequence databases o

BLAST ~ Smith-Waterman ~ MOTIF ~ MSS ~ Keyword

New search name: | X201

Enter search terms or select previously used

Enter patent numbers, sequence keys, assignees or any other terms that found documents should match.

D 36 9 MARRS

OIS

Sequences type: Both 54 Max documents per DB: 50 =

Fe5l|4a 5 BREENENGEREE
Nucleotide
. Protein

» Additional search options

4 Derwent’
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EAEFIRR

Mol LB @R iigsg ( WEIEE ~
sBE% ) - BAER - IR EAR]
EAZHERTFRBREINEFS -

A BRRF RO LUE
BRFPINBER RS EE

M REREE -

( Fhra SEERE D RIS
GENESEQ/USGENE/WOGENE -
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TEERE——1EFREZ A ( BESTSeq )

BESTSeq® Protein

Nucleotide

BLAST ~ Smith-Waterman ~ MOTIF ~ MSS ~ Keyword

By 5255 AR

New search name:

BESTSeq&SequenceBase & = Fd 88

Protein

e MR B B -
Enter sequence(s) upload from file, select previously used or choose from My Patents @
HHE X IREBIEERSIE IS
SequenceBase BARIRREF A HREE - TR ER ISR
) NEIEZMFTOM ZAIEARE
Target Sequence Length Min: Max: =

~lgorithm parameters [ oot BESTSeq KB IR - Ml

Bk ~ AINA/E iR ABIER EER
#ZR - ‘B EBlast3,Smith-

Waterman @8558 2 AE - BlA
FERE S ERERE - SEATRIA

General Parameters o

Max target sequences: 250 BESTSEQ?&*ETJJE%E'TE ( Identity
AN
Zis s fER| | !dentities percent threshold: 75.0 BlEEnel ) E’]E I:L—' ’ %%Ul&%*%

SRS i LE R B 2L/ ER /)
Subject identity threshold: 0.0 El/j 15 Hy EE& % 4t o

Query coverage threshold: 0.0

4 Derwent THESE -




Target Sequence Length Min Max

Subsequence From To

(| Low-complexity filter Automatically adjust parameters for short input sequences

SO | s e s BB RE T EAMEM S - MU Eslast
/Eiz;-—:; AA/%%E}_\%_EUE/]*AA/ \ml:l

Low-complexity filter

(BRI oy =

= HER - LR RIEBlastEE AR RERPE
B#ERE - BERBEYERENG

4 Derwent’
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& EFEBNRRERILIBE R

PBRABEAER - JUERGR
RZBIEE — LS HM/E EFh
T REIR -

BRSEREEETFARRS
hEEFE - B8

o HIRFIMEE ( LRB10w )
o FEFIRE




—— == P R R Py
TEFEE——REEEEZSE
o 2 :E- E5 k22 a3 aes
BlastN1# 2 BEEZS El L
~Algorithm parameters

& EFEBNRRERILIBE R

e -2l General Parameters

P T2t Tl \iax target sequences: | 250 DR AEELLR - o] DIERBW

HASME (EfE) Expectation value (E): 1000.0 %ZE}EE-E%E&%D/%%?EﬁE
BURE Word size: 7 HEE%E(] *ﬁ%%lﬁ °
/20 Nlcleotide query strand: Both O 3EEIF# - S MIREESIRE
G2 aNI=E KI=Rities percent threshold: 0.0 ZRFIEEHNE— 42 ESRIE

ery coverage threshold: 0.0 RERFINBEXRSRIL

FEMS R E A R E %S
gt FRAR -

atch/Mismatch Scores: 1,-3

eivi=ibay Gap costs: Open: 5, Extend: 2 E'ﬁ”%BlaStNE/\J 2&2%‘:5%? %ﬂ °

2 H&ZE I ELE ungapped alignment: False
Filters and Masking v = PN
TN overcasefitering: False EERRL D/ NBFEEXFS AHRERE O] S SR ISR -
X dropoff value for ungapped extensions: 20.0
X dropoff value for gapped extensions: 30.0 Ze Y R R1E

X dropoff value for final gapped extensions: 50.0 EARZEN] NRE

4 Derwent




~Algorithm parameters

e 28 General Parameters
SPN =21 Max target sequences
==

B
HAZ1E (EfB) Expectation value (E)

RURE Word size

B4 EEE S percent threshold

ﬁ > —P-‘—% ~
RRB=FHEE ery coverage threshold

AT Scoring Parameters
1o ¥k Matrix

ZEIEI 7 Gap costs

e SN M W ultiple hits window size

& = ECET o ungapped alignment

W

Filters and Masking
INE B S Lower case filtering
X dropoff value for ungapped extensions

X dropoff value for gapped extensions

%% Derwent'" X dropoff value for final gapped extensions

THER-——EREREESH

BlastP/ TBlastN/ BlastX/ TBlastX/ MSS Protein jE & % £

(7]

250
20000.0

2

0.0 ZKFAIEEERE—M o ESRLE
0.0 BRRRERFIINBE RS R
PAM30

Open: 9, Extend: 1

40
False

False BERRIP/N\RFEEAFT
7.0 JEZEAIFE NPEE

15.0 ZEUFER NRE

23.0 ExARZENI M E1E

BOBA  BRE

By 55 AR

& EFEBNRRERILIBE R

PBRABEAER - JUERGR
RZBIEE — LS HM/E EFh

T REIR -

FRMR DB E A EOEEES
YRR -

7 {8 2 BlastP/ TBlastN/ BlastX/
TBlastX/ MSS Protein ;B &)

B 2 BEFAERE D 2 RMER -
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Smith-Waterman N/ P * MSS Nucleotidei&E & ;52 &1

vAlgorithm parameters

__ kA
General Parameters

BANREFSIE e target sequences:

Jil‘n?%ﬁi\ Reverse:

B — &7 ERE

Scoring Parameters

¥1 7 %6 Matrix:
=EDE Minimum score:
ZENIRAMNE D Cost to open a gap:

ZEERE Cost to extend a gap:

4 Derwent’

ities percent threshold:

=5 =QBery coverage threshold:

Defaults

250

True EER - HWARIIROHEEMER
00 ERFIILEHME— D ESRIE
00 ERBRERFIINEBEZES NI
DNA

1

5

2

By 55 AR

& EFEBNRRERILIBE R

PBRABEAER - JUERGR
RZBItEE— LS A/ E=ER
T REIR -

FRAMRREE A Y R EE%
Y REHE -

7 {BISmith-Waterman N/ P ~ MSS

Nucleotide N/ EEASE -

FAERREE O 2 RMER -
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~Additional search options My Patents
) AN
o B 5E =% AR

/E\ xiB Y zlg All text:
= | . EU R ZEIE - S AR MR
Title:

ZEFIER - EABRERLE - LI
e ERRERENMEE -

SREAA
FREA

1%\5154:% = Priority date from: To:
EE E%E Application date from: To:
2}
== b - == =]
/Asﬁ El Publication date from: To: m /TR E/\JIE EsequenceBaseEFl

FESRFI9FMARN - AZEFS

ERFTT -

B33 EHE Patent Sequa.ncp:
=g [mnf=yEiya== Location: RES T EF]

|| exctude my patents EHE - REZIMyPatents WEF AZTHIRER RGERT

[ | Exclude mega published applications (10,000 or more sequences)

AEZ2EREBBIWHERIINER

= (SI_ ’E_K /EI\ Database: ~ GENESEQ, a Clarivate Analytics brand
GENESEQ, a Clarivate Analytics brand "2\ 12 N7
selectall | Clearall GENESEQ FASTALERT, a Clarivate Analytics brand JJ:': 9|\ ’ + Ii:ﬂz ; Zl: \ | 3 Fﬁﬁ E %E_ %U ¢E=E|
~ USGENE®
» GENESES, a Clarivate Analytics brand USGENE® Granted (issued) patents E’j A ﬁ = ﬁﬁ' LIQ
» USGENE SSS USGENE® Published patent applications B EE j ¢ IESequence Ba Se E
» WOGENE N|NN| "] Exclude documents indexed in GENESEQ
] » GenBank® S ﬁ%;\z ﬁg‘ EP E/\J 3\1 ZIK :
oy Z J/f% Fal;ﬁ ) bA and DPMA published patent applications AN ==]
NESEQ
= NSl - )
EIL?%I}JHL"IJXE Monitor new results: (] ¥ GenBank
. [_| GenBank® non-patent divisions
L] Ena bled [ GenBank® patent division (PAT)
Frequency: Every week s

Watch new hits
%% Derwent“‘ Notify me of new results

oI E — IR RE - sREWREN SR




1’ Derwent SequenceBase

Selected Project: & =2=15102 8,2020); Current Folder: default

Summary Search Evaluate Documents Reports

Project searches

Showing 1 to 7 of 7 entries mEXEE

) TITLE

[ | HER-2
(] F#%loooo1
| | testoo0s

| | testoo03
[ Fe&loi+o2

[ FE5lo2

oZ— MERRRIZ

- - EAMREREE

T E
Add new search Show 10 % entries

4 Derwent’

KEYWORD

TEEE-——ERERES ( Evaluate)

PROJECTS MY PATENTS MY QUERIES MONITOR ACCOUNT

+ PN
MRER

BIZRERT - RRRINNERESR

DATABASES STATUS SEQS

USGENE; GENESEQ;
FASTALERT; WOGENE

Viewed 29

USGENE; GENESEQ;
FASTALERT; WOGENE

Viewed 85

USGENE; GENESEQ;
FASTALERT; WOGENE

Viewed 114

USGENE; GENESEQ;

Completed 246
FASTALERT; WOGENE

USGENE; GENESEQ;
FASTALERT; WOGENE

Viewed 7237

USGENE; GENESEQ;
FASTALERT; WOGENE

Viewed 99

USGENE; GENESEQ;
FASTALERT; WOGENE

Viewed 98

- BEFMBEARLEEERT

DocCs

30

276

150

152

3299

637

627

‘ Selected searches ¥ ‘

+ CREATED ACTIONS

July 08,2020 06:36 Open Z]
July 08,2020 06:26 Open Z]
July 08,2020 02:45 Open Z]
July 08,2020 02:31 Open Z]
July 08,2020 02:03 Open Z]
July 08,2020 02:02 Open Z]
July 08,2020 02:01 Open Z]

First Previous 1 Next Last
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#fDerwent"SequenceBase PROJECTS MY PATENTS MY QUERIES MONITOR ACCOUNT

Selected Project: @202 LERES 8,2020); Current Folder: default > 30| B
e — : HEiEEIUAEN N HE
Summary Search Evaluate Documents Reports o o gk e
mERERILIR IO
Analyze and selg 7]

%Faﬁu%ft&*%ﬂ
BLASTP |Showsearch parametersl Select another search Update results Rerun

BRAERUEEMN

» Filters Eﬁ?% Seqs: 95 Redundant: 827 Docs: 389 Families: 187 » Details

Add selected ‘ Add all ‘ Download ~ mn%,%“%* :;T:C%IE Display mode: basic ] LTogglevisiblecolumns' ‘
EIE5
Showing 0 of05 entrie J z =

o

SEQUENCE KEY MOLECULE ORGANISM LENGTH 4 SCORE ALIGN QUERY DOCUMENTS FAMILIES EXPAND ALL EXPAND ALL
— % ID COVERAGE VALUE

— . Homo sapiens; Synthetic;

| |  SBNPO0O00S4LRT protein . e 356 221 100.00%  100.00% 7.65e-71 1 1 Documents Alignment
- Unidentified
— . Artificial Sequence; Homo sapiens; .
| | SBNPOOOLSCFH protein . . . . e 346 221 100.00%  100.00% 6.7e-71 2 1 Documents Alignment
— Chimeric; Synthetic; Unidentified
[ ] SBNPOOOLSYXW protein Synthetic; Unidentified 330 221 100.00%  100.00% 44le-71 1 1 Documents Alignment
— . Artificial Sequence; Homo sapiens; .
[ | SBNP000T6GJI Protein 330 220 100.00%  100.00% 5.92e-71 4 3 Documents Alignment

- Synthetic; Not provided

4 Derwent’




TFER——@REREANE——E )

By 55 AR

Seqs: 98 Redundant: 1300 Docs: 627 Families: 304 » Details - "
Y PATENTS MY QUERIES MONITOR ACCOUNT *E:I{/%ll\n%;ﬁ”ﬁ@.u%%@%i*%ﬂ :

Toggle visible columns ~ « Basic 2RI (BRARLER
EjE st T
e FHIERTT ) ;
o ¢ Grouped by SBN SBN1ZET| ( 13
» Filters

-+ 1 Q723
#5 R B8 SequenceBase Number
Seqs: 95 Redundant: 827 Docs: 389 Families: 187 » Details = /5
=)
[ Add all Display mode:  basic %+ | Toggle visible columns ~

Al ot
Showing 1 to 50 of 95 entries %E%}%u%*ﬁit%lﬁ GrOUped by document ¢EEI ¢%Eb

A — Y e = % r"| 7] % EE’ 1\ T o
u]n] a:F
SEQUENCE KEY MOLECULE ORGANISM LENGTH | 4 SCORE ALIGN QUERY E DOCUMENTS FAMILIES EXPAND ALL EXPAND ALL ( */\/\ /% l%l:l k /H‘\D\ % | 'ﬂi' ) !

— TYPE % 1D COVERAGE VALUE

ik

Display mode:| basic

grouped by sbn
grouped by document

—r e s grouped by family

Download ~ ]

— . Homo sapiens; Synthetic; N . g . . = A L S
(] SBNPQO0S4LR7T  protein ] 356 221 100.00%  100.00% 7.65e-T1 1 1 Documents Alignment G rou ped by fa mi Iy 5_,-( Egi *E\ :—Et ( E

Artificial Sequence; Homo sapiens;

(| SBNPOOOLSCFH rotein 346 221 100.00%  100.00% 6.7e-71 2 1 Documents  Alignment

— P Chimeric; Synthetic; Unidentified ’ : g iﬁ J -T}.-\-. AE = TJ—/— Ea T\ s 1
. YR K IR e T

| | SBNPOOOLBYXW protein Synthetic; Unidentified 330 221 100.00%  100.00% 4.41e-71 1 1 Documents  Alignment

— . Artificial Sequence; Homo sapiens; .

|| SBNP000TEGJI Protein 330 220 100.00%  100.00% 5.92e-71 4 3 Documents  Alignment

- Synthetic; Not provided

HospNERETEFERAMSSIZRES
B RERPOIDUER -
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R REREE (documentfET )

ﬁfDerwent"SequenceBase PROJECTS MY PATENTS MY QUERIES MONITOR ACCOUNT

Selected Project: fE=2={5102 (created on: July 8, 2020); Current Folder: default ,_51{ _EsgnJ B AL | ﬁ

Summary

Analyze and sele

BLASTP

Search Evaluate Documents Reports

£ =)

24 B R IR A BR G
N 0

?Faﬁ M%:‘ct&ééiﬁl

|Show search parameters | Select another search Update results  Rerun

» Filters

Add selected ‘ Add all ‘ Download ~ - e A w =l Display mode:  grouped by document ¢ | |Toggle visible columns ~ ‘
Showing 0 of 389 en
'*ﬂr“ N HF/E BseiEH NGIE

GENESEQ
USGENE
GENESEQ

GENESEQ

e
E S

RMEZE

Seqs: 95 Redundant: 827 Docs: 389 Families: 187 » Details

.

DOCUMENT AUTHORITY PRIORITY PUBLISHED 4+ SCORE ALIGN % QUERY COVERAGE SEQUENCES EXPAND ALL
D
W02019136179 A1 WIPO = January 3, 2018 July 11,2019 215 100.00% 100.00% 4 More
US20170368169 Al United States®EE March 21, 2016 December 28, 2017 215 100.00% 100.00% 2 More
W02017165464 A1 WIPO = March 21,2016 September 28,2017 215 100.00% 100.00% 2 More
W02017125897 Al WIPO = January 21, 2016 July 27,2017 215 100.00% 100.00% 1 More
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TEEXE-——fZRELFEREZE (SBNET )

ﬁfDerwent"SequenceBase PROJECTS MY PATENTS MY QUERIES MONITOR ACCOUNT

Selected Project: jEB7~2={5102 (created on: July 8, 2020); Current Folder: default SBN* AC *nnJ 7 @

Summary Search Evaluate Documents Reports

R % B8SequenceBase Number iz

Analyze and select forg 7]
oo REREAREH

/f ‘ m \I Show search parametersl Select another search Update results  Rerun

BRARUEEM

» Filters E'fﬁ Seqs: 7237 Redundant: 36972 Docs: 3299 Families: 1700 » Details

‘ Add all ‘ Download ~ ] 5E|':E| mn%&“%* :ﬂ%lﬁ Display mode: grouped by sbhn
Showing 1to 500 entri — B4 BER
TS W )18 gz | 55 | B85t E/\tb ST BRI

M QUERIES LIST SEQUENCE KEY MOLECULE ORGANISM LENGTH | 4 SCORE ALIGN DOCUMENTS FAMILIES QUERIES EXPAND ALL EXPAND ALL
— TYPE % ID COVERAGE

“

Toggle visible columns ~

B

Artificial
Sequence;

. Homo sapiens; .
mm SBNP0003WJ35 Protein Svnth t'p 494 1088 100.00%  100.00% 13 T 2 Documents Alignment
ynthetic;

synthetic
construct
Artificial
Sequence;
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By 5255 AR

Sequence| Copy to Cliphoard

» Filters >SequenceBase | SBNPOOOSALRT Seqs: 98 Redundant: 1300 Docs: 627 Families: 304 » Details xml Bs AL 2 db <
l;;;;'PKDLYWEYGSNMTECKFPVEKQLLAALI\WEMEGKDHQFXHGEEEgzigg n\l:l /'_%J =, | EX %Ejﬁt
Add selected Add all Doy cooosH TVSHED Display mode:  basic 5 Toggle visible columns ~ ]
PEVKF! NKALPA
PIEKTISHARGG "ENESNGOPENN
}1_]7_, §J % fA tries YKTTPPVLDSDGSFFLYSKLTVDKSRVQQGNVFSCSVMHEALHNHY TQKSLSLSPG
1% O] I
2hE8Sequence KEY + TJLU1E3

— SEQUENCE KEY ULE ORGANISM LENGTH 4 SCORE QUERY ALIGN POSITIVES E DOCUMENTS FAMILIES EXPAND ALL EXPAND ALL
— % ID % ID Y% VALUE

%5 Artificial Sequence;

protein Homo sapiens; 356 221 100.00%  100.00%  100.00% 7.65e-71 2 1 Documents |Alignment
Synthetic; Unidentified

= <

o PHEEY)AE - O] DUEAS 2 GenbankhY
3 |3 NS | oo
R FSEEIEF] @ TEE S -

N Fﬁ ’5)'% Identical Sequence Appears in 2 documents (2 Applications + 0 Patents + 0 Unknown).

DB FAMILY DOCUMENT AUTHORITY ASSIGNEE(S) @ 4 PUBLISHED FILED EARLIEST SEQUENCE NUMBER LOCATION EXPAND 5 J//{ E Fﬁ %
PRIORITY ALL in DOCU mentO F i{m|

Example 1; SEQID

W02019136179 January January 3, . = E
GENESEQ 574120 WIPO = ALPINE IMMUNE SCIINC July 11,2019 BGO73783 NO 3531; 442pp; More \ {\ \
Al = 3,2019 2018 B /0N ~J
English.
WO02019136179 Alpine Immune Sciences, Inc.; Not July 11
WOGENE 574120 WIPO = P T July 11,2019 . v, W02019136179.3531 SEQID NO 3531 More
Al = SWANSON, Ryan provided 2019
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ITIFERE-——@EARRELNE

By 55 AR
Fe Bl 5 1 4 R RV SR

EFRBRRERPFIHEIEFE
Identical Sequence Appears in 2 documents (2 Applications + 0 Patents + 0 Unknown). F?_%)ﬁ;

DB FAMILY DOCUMENT AUTHORITY ASSIGNEE(S) @ 4+ PUBLISHED FILED EARLIEST SEQUENCE NUMBER LOCATION EXPAND
PRIORITY ALL
' EERRI AR - BlolpkiE 2
W02019136179 January January 3, Example 1; SEQ ID %ﬁﬁiﬂ- I N ZA F 5T E o Et %I
GENESEQ 57412 WIPO = ALPINE IMMUNE SCI INC July 11,2019 o ST T BGO73783 NO 3531; 442pp; More
’ English. .
. E \EUJ B&E A\
Alpine Immune Sciences, Inc.; Not July 11 Derwent InnovatlonE/\J 53 *Ul’%l =1
WOGENE 574120 WIPQO = T July 11,2019 . ’ W02019136179.3531 SEQID NO 3531 More
Al = SWANSON, Ryan provided 2019 - — o — ,
BB F N RVFAIER |
H - 2IEEFp0FAERT - 0

N
N/

LU S pdf £ -

JCSANE: W02019136179A1 d GENESEQ
BMETEXH - AFCER © WISiER TR #iF - @ERET S0
REFELIE First << BGO73783 >> Last 5D =] ——I- \ E Z~
&7 © B LFEH 20100711 E 55 }_\%_ EJ:E : ED O EJEE =
DWPI SR © % SELE HIEEH BCGE SBNP0O00S4LRT nv Y ~F
INPADOC FIERER) @ 153 BEFS HREU o . B
. LBINE WHUNE SCENCES C LS - Sequence description PD-L1IgV domain mutant-FLAG-His tag construct, SEQ 3531. iR /\ W
i %/33| EPRE R 3 —_—Al —
WS ERAE | | SRS| | RS | FIRER | ISR | | 51| R Keywords B7-H1 protein; CD274 protein; PD-L1 protein; Programmed cell| Seq u e n Ce Ba Se E/\] E /-I'\)I, /E\ . %q /{%\ E/\] ’_\%_
EREE I Big autoimmune disease; cancer; cytostatic; fusion protein; immun =
DWPI 15 @ inflammatory disease; mutein; protein production; protein thera)
protein used for 'y receptor binding molecule that iR 1/38 4] e N
prenanda fhatbinds feand T i Example 1; SEQ ID NO 3531; 442pp; English. | = S o
ExiTE @ = = al ek
PROTEINES IMMUNOMODULATRICES MULTI-DOMAINE ET LEURS METHODES D'UTILISATION ) . R -
b’ P TIe minunomodulatory proteii sed for treating disease or conditi
\| EE@ ZX . E *J ll‘]tyE $$ = == \‘|15|> E Pas %’j e E/j hat binds to inhibitory receptor
- \ L " N
Et) \—_r:tDerWe nt Innovatlonﬁ— | —— »_.I':]:E\/ =< ZAS55S o ing receptor ligand. (Published ap
-]
| A Tk |52 8
IE B B - - d AL ISk
HEE e @
BIFA © = - i ALDINE IMMIUINE SCLINC.
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Taxonomy
Browser

PubMed

e, N
N Protein |31q =I =R HH
ISearch for | Artificial Sequence as lock n A
Display |[3 levels using filter: | none v
synthetic construct
» Filters nt: 1300 Docs: 627 Families: 304 » Details = s e
Taxonomy ID: 32630 (for references in articles please use NCBI:txid32630) i:t :,fﬁz” EEJ; 7|\ E == &'—E E Tﬁ
current name mH /3 S

Add selected [ Add all Download ~ } synthetic construct =

$+ | Toggle visible columns ~

Showing 1 to 50 of 98 entries NCBI BLAST name: other 4

S 2lGenbankITEER
YiE Rank: species

Genetic code: Translation table 11 (Bacterial,_Archaeal and Plant Plastid),
A SEQUENCE KEY MOLECULE ORGANISM Plastid genetic code: Translation table 11 (Bacterial, Archaeal and Plant Plastid)
TYPE

BhEAlignment o] DUE F 51 EEES

CUMENTS

Artificial Sequence;

Homo sapiens; 1 Documenty Alignment
Synthetic; Ugjdgntified

Y 770

[ ] SBNP0O00S4LRT  protein

SEIE e

FAMILIES EXPAND ALL EXPAND ALL
% % ID % ID Y% VALUE
ans

6 221 100.00%  100.00%  100.00% 7.65e-71 2

LEHRE =%)

entical Sequence Appears in 2 documents (2 Applications + 0 Patents + 0 Unknown). =277 5y

ALIGNMENT LENGTH SCORE EVALUE IDENTITIES | POSITIVES = GAPS STRAND ALIGNMENT
Cery: 1 REPOVYTLPPCEEEMTENQVSLWCLYECFYPEDIAVEWVESHGOFENNYKTTPPVLDEDGE &0
REPQVYTLPPCREENTENQY ELWCLVEGFYPEDIAVEWESNGUPENNY KTTPFVLD EDGE
Shjct: 254 REPOQVYTLFPCREEMTENQVSLWCLVEGFYPSDIAVEVESNGOPENNYKTTPPVLDSDGS 313
103 221 hits (562) 7.65e-71 103 103 0 Plus/Minus

tuery: 61 FFLYSELTVDEERWQUGNVEF SCEVMHEALHNHYTOKELELEFC 103
FFLY SELTVDESRWQOGHVE SCEVMHEALHNHYTOE SLEL 5PG
Sbjet: 314 FFLYSELTVDESREWQQGHVF SCSVNHEALHNHYTQE SLSLESFPG 356
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O
(2] BB

0| ~Filters Show available filters

Add filter = Select Field

Apply
Sequence
Add selecte
- Database

/\

— U BEE
Add

or Select saved filter

Al
Derwent SequenceBase HUETEE 2518
Showing 1 to Sequence Key
_ Molecule Type Jk'E\gF l% =} EEl ! @EI:E .
|:| DB Organism AUTHORITY PRIORITY P

=52\
BinlEE

\ 4 OIS
~Filters Show available filters m
o Q $28 R 0 PR 72 5 4

Add filter = Publication Date Add or Select saved filter

XA /AR

SR A /ZERBA
=EA=PUNI=N P =
0 5 EER PRLIE
FEIEE/B5/EE/—BHEED

Before
m Save filteff Before (inclusive)

After
| After (inclusive) |

L1

@Publication Date:

@5Sequence Length!

o
=Hr
fe

\|
/|
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 RRERAE——

1 B701 alignments - Notepad

ar

File Edit Format View Help
‘>SequenceBase|SBNP0003WJ@F
Length = 103

score = 218 bits (555), Expect = 4.31e-73

Identities = 103/103 (100%), Positives = 103/103 (100%), Gaps = /103 (%)
F5o1 BN Show search parameters  Select another search
Query: 1 REPQVYTLPPCREEMTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS 6@
REPQVYTLPPCREEMTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
Sbjct: 4 REPQVYTLPPCREEMTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS 63
lQuery: 61 FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG 103
H FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG
’ Fllters @ Sbjct: 64 FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG 106 REdund
Add selected Add all Download ~ Display mode:  grou
1 FEFI01 sequences - Notepad —
: Download alignments flle Edit Format View Help
Showing 1to 50 of 627 e & >SequenceBase | SBNPO@O3WIOF
GQPREPQVYTLPPCREEMTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDS
Download FASTA ll'@ DGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
_— DB PRIORITY >SequenceBase | SBNPB@O3WIOG
) Export results to Excel GQPREPQVYTLPPCREEMTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDS
DGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG
- >SequenceBase | SBNPOGENMOBK
[ ) GENESEQ 91%79 Al WIPO= January 3,2018 VTVSSASPREPQVYTLPPCRDEL TKNQVSLIWCL VKGFYPSDTAVEWESNGQPENNYKTTP
1277 PVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
() WOGENE W020191 9 Al WIPO= July 11,2019 JUly 1T, 2019 715 100.00% T
Generate Report SEE = X
—— 5 12 DB L1 AU . CR— ¢ > E
" ) 1 Database 'Fa.mily Document Title Authority Assi
GroupBy: | grouped by document N FASTALERT 4419358 CN111171155A  anti—CD3 and CD123 bispecific China BEIJ
Available fields: 16 Selected fields: 15 ant lbOdy a.ﬂd use therEOf BIOTE
Database Family Document © Database
Title Authority Assignee(s) © ramily
Legal Status. Filed Earliest Priority ® Document S 2 s
- ) sare gm0 o 2 FASTALERT '4420200 W02020113141A2 CD86 VARTANT IMVUNOMODULATORY WIPO ALPT)
osties s FR— B seauences PROTEINS AND USES THEREOF
@ Authority
Query(s) ¥
@ Assignee(s)
Select all Py——
© riled 3 r
FASTALERT 4426909 W02020115115A1MULTISPECIFIC ANTIGEN-BINDING WIPO MORPH
Clearall -
A MOLECULES
ptions:
O eportsarcparametes
e -
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TieEE——#

ARG

By 5255 AR

Derwent SequenceBasez ¥ 15 &

Summary Search Evaluate Documents Reports

N
Summary Search Evaluate Documents Reports Manage nd export project eculie Eljﬁ; /% 4t % jz 1 E/':l /% :—Et —F E/‘J ﬁ)_’l_
Analyze and select for export ﬁ¢ ? %//J\\ 7:”] =5 == ;_I_SI_ K .
A Z \II =

8 BT /2 A

Selected documents: 0 of 7 Selectall | Deselectall

Generate report ” Add to My Patents ]

 Filters EVIIES-GETA | _ TEIBNZE E—ELEEXRT
Showing 1 to 7 of 7 entries
LGLECECLI Addall || D load ~ \1o
: — I'l'@ DB FAMILY DOCUMENT AUTHORITY APPLICATION E/J ’-I- ’I’ I EF' E/J = * IJ *.—H gﬁl == j( }\j/\

Showing 1 to 50 of 627 entri
OHInG ZromRoTharenties ] WOGENE 574120 WO02019136179A1  WIPOg Not provided 10000 - 7':|9 (Sea) %EZ Fz'% F7ﬁ

DB DOCUMENT AUTHORITY PRIORITY .

e (] GENESEQ 574120 W02019136179A1  WIPOz W02015-US12
GENESEQ W02019136179 Al WIPO= January 3, 201 B

[]  USGENE 492164 US20170368169 A1  United States®8  US2017-1546
WOGENE W02019136179 Al WIPO= July 11,2019
USGENE US20170368169 Al United States®  March 21, 201 (] WOGENE 492164 W02017165464A1  WIPO= Not provided
GENESEQ W02017165464 Al WIPO = March 21, 201 -

|_| GENESEQ 492164 WO02017165464 A1 WIPO = W02017-US23
WOGENE WO02017165464 A1 WIPO= September 28,

(| WOGENE 487565 W02017125897A1  WIPO= Not provided
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Summary Search

Evaluate

Documents [

TieEE——#

Reports

iRERTNBERDANET WS

By 55 AR

) B RTIN == A .
Manage and export project results = /'I‘ll- *'\ E'(] '1% %" EEQ .
Generate Report
Selected documents: 0 of 7 Selectall | Deselectall
Selectall | Deselectall
=z < N2 N
Database Authority Title O J/\/{ H%—'EE ,%\HDAE:;‘ISI. A/\ E/\] 1‘%‘ D 'EE BT
Generatereport | Add to My Patents Assignee(s) Inventor(s) Hit Sequences
. ) SSS Sequence Key Location Sequence Description ﬂ% 'TH : /_Il_ﬁ\z E E‘]’ $I§¢|: 9
Showing 1 to 7 of T entries NN . . - B =
Positives Percent Subject Identity Molecule Type
. o8 AMILY DOCUMENT AUTHORN Organism(s) Length Matches/Alignments
= Published Earliest Priority Mame of the Search
- 3 B Query % 1D B Align % 1D i Query Coverage
[ | WOGENE 574120 WO02019136179A1  WIPOz Q ¥ @ Alig 9 ¥ E $Ei§zj:i PDF ~ DOCX - XLSXJ/\/(&
Score Expect (== ~
] GENESEQ 574120 WO02019136179A1  WIPOz
USGENE specific TXT l)_'[l %E ;|=52 =
- _ [
(] USGENE 492164 US20170368169 A1  United Stat Abstract Description Claims
Filed
] WOGENE 492164 W02017165464A1  WIPO= Al -
- - GENESEQ specific
B ™T Comments Keywords Filed
] GENESEQ 492164 WO02017165464A1  WIPO=
B GenBank® specific
] WOGENE 487565 WO02017125897A1  WIPO= Locue Taxonomy PubMed
Definition Accession Modification date
Version Gl Keywords
Report name: |Er1terreport name ]
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By 55 AR

Selected Project: JE=2=f51102 (created on: July 8, 2020); Current Folder: default

WETHE

Summary Search Evaluate n Documents Reports

Download project results o

Showing 1 to 4 of 4 entries Jﬂ:éﬁ@ﬁ% /E‘I} 'fﬁ:

Ty
TYPE FILE SOURCE STATUS + DATE SIZE E/\J E '-él-' = 5

| E B Zi<
B o1 Documents AYGEUCLM  July 12,2020 17:44 91.5KB Download

HFFBEHS -

& F5lo1 Documents JRUCHWCEM  July 12,2020 17:40 91.5 KB Download

=
o
=
"

Untitled Report Documents Viewed July 08, 2020 06:39 12.5KB Download | ~
& Untitled Report Documents Viewed July 08,2020 02:22 243 KB n

EEILUNE - Em

Show 10 = entries Previgis 1 Next Last

Download | =

Rename

Delete
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My Patents FtAYE 5

ﬂ-/\ H
ﬁ(Derwent“SequenceBase PROJECTS MY PATENTS MY QUERIES MONITOR ACCOUNT M-I.HI

My Patents

Import patent or published application numbers 2]

aten atents from file
Add Patent had patentsfrom il SequenceBaseXz 5 BB R 2 F 5%
Patent ID: | W02019094817 Add File: Browse [ﬂ] Eﬁ_ﬁ A ( i}% N E ,T§ E/] =X S‘z Bk
M DB NUMBER TITLE SEQUENCES DOWNLOAD EXTERNAL LINKS 4 DATE ADDED **;E\ iFé_] E% %U 1‘% E% ) ’ ﬁ *%? ?tt % J: 1%. E/\J

INNOVATION;

H2 200 MyPatents °

] WOGENE W02019094817  Nanoparticles Conjugated with Vasoactive Intestinal Peptide Antagonists 13 FASTA E . July 10, 2020 06:32
(proteins) spacenet;
WIPO
- . - . . DERWENT
Composition useful for augmenting T-cell activation and ex vivo expansion, or XML; ASCII; INNOVATION:
] GENESEQ W02019094817  augmenting anti-cancer immune responses, comprises nanoparticle comprising 13 FASTA £ : * July 10,2020 06:32 .~ PN . \
- . Lo . A, . spacenet; == LY
antagonist of vasoactive intestinal polypeptide signaling. roteins E = 1@ ﬁ ?‘Z/ 1Fq J//( 3 'E 7;—_,_ 'f@
g polypeptide signaling (p ) WIPO = 7| F ’ | =
XML; ASCII;
A houn NWEBZHEF PERSIREEFA
- FASTA INNOVATION; D E = | Iz =
[ | WOGENE W02019136179 MULTI-DOMAIN IMMUNCMODULATORY PROTEINS AND METHODS OF USE THEREOF 3688 (nucleotides, Espacenet: July 08, 2020 08:25
proteins or ’
WIPO
both)
XML; ASCII; DERWENT
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My Queries FEAV1E R

{’ Derwent SequenceBase

Manage Queries

I:\ SEARCH TYPE QUERY NAME
kit BRI EHE
[ | BLAST mts=250

1111111111

+ DATE

ENE kY

July 12,2020 12:38

July 12, 2020 02:02

PROJECTS MY PATENTS MY QUERIES MONITOR ACCOUNT

PROJECTS & SEARCHES ACTIONS

THERBRABH

oo ]

mts=250

ERERlor 1111111111
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MR - WO LU IR R R AIMEE -
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BRIVE BN -

EEE TE N - BRMOITLEESESE
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Monitor

Filter

Search
Type to search...

() only with new
results (0)

Status None or All

Program None or All
BLASTN N}

BLASTP (&M

4 Derwent’
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' Derwent SequenceBase

Set up monitoring

S 7
IEISE=L
B PROJECT
[ W_EEFROs

Selected searches ~ ]

SEARCH

FFFlo1 BLASTP July 10, 2020 06:22

Show 25 # entries

TYPE STATUS SEQS

+ CREATED

PROJECTS MY PATENTS MY QUERIES MONITOR ACCOUNT

Toggle visible columns ~

FREQUENCY ACTIONS

Every week

First

Settings -

Previous 1 Next Last

[ View

Rename

Delete

By 55 AR

Monitor E5$2¢

SequenceBaseXx IE 1 R T, B &) B5 122 1/
NS

BE -

B} EE S AT 152 PR SCAE FORA e 51 2
1787 - BERIBEEREAZILIEMR
FRIEEEER - DLERHFIIMEE
R 5L ECRISAE
ERRRIRHFES - TLRF - B
I

B

BB EEE

- R B 1 B SB Ffr JBE SE AT B —1E B 2 AU
SEELRER - Bl ERERE
B RERER (AL >ERIET>
SEHESRCER )
EEENER-EEEEERMEM
B IR

-REBEEW ( EESKRE)
EHIRMERGEEEFETEA
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Expectation value (E)

HALE(H (E1B)

W

 Derwent’

E1E : ZBLASTH—{EFZ EZMMETREIR -

IBARE (ERYATIE :

1 BLASTEEEIAE RS - 505 ~ FFER MM IRFS B olsESMBEKIE AT -
BTYERR (ARR) - BHBLASTHELR - kZ - F2E - AEEH
MRSt O gE A EMEER - BEMERE (R ) - [EMBLASTRR -

2~ AL - BLASTE L RVEC B AR S LIRMIETDR - RfBtE ( LRI —1E15
) MREHE (LR —&ER ) - EMEBRIHEBGR - B0 - 2R
JMBLASTEI LR RARE - REMZRD (BREMEN) ;| RZMEK -
3 AR - BLASTHBILIEHRIERE - FEERVEEM ( Z0JsER /D IERE
CE¥ RS L) R/ DREEY ( ZoBEARRH ) 2BSH—ENE -

4 - HEIERRARERE—FENRTERER
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Expectation value (E)

HAEZ{E (EE)
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3+ Derwent

EERES : —RERP (FEWNERE  FI0EEMRHEFSE ) -
HEZRFIEHS D STIRAARE—DBRBEHEICHEE -

E=10 HFIEAZEEBLASTIEIZRARD - LEE B FERIARE
— D8 - BREBHEIUTECAELE S H &101E -

WERGERMEIBED (REMERED - BREEMEEM) -
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Word size@BLASTEE AP Z— B2 8 - HRAEFIBRREE -

BLASTIE &34 & FIRI IR ZIAA LI B O UTRR - T BS EFEI6 B W)
AE/DSBUEENTE (A MREEEHNSERENEEER5]
e AIzEESEZE2) -

ETE  BUEEANE)  BERRARHS  BREFENBERLE -

Word size

Matrix

Matrix
FRAIEC ¥ AT 2 2EFE - BlastP {2 5 E+] 3% =

¥T 4 5B P& PAM30 - PAM70 ~ BLOSUMA45 ~ BLOSUM62 ~ BLOSUMSO -

BlastN £ (L E£ 18

7 =
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Match Score ( BlastN only )

EFBlastNVER AWM R - b8 ENSEZBUMNSED - 78
RIEZL -

UL/t BCiS Mismatch Score ( BlastN only )

£ Fblastn 2N RZ AR - srEZEEACRISI D - TRER(EE-3 -

Match/Mismatch Scores

Gap Costs

Gap Costs

A IVETha) ERTECARPEEEELWMENBANTAK - B - £ETFS
[CER - & F Bt RRESINE LI - R RZE RS AZEAINLE
TE D PIERIZUE AR S IEY -
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Lower case filtering ( /NEBBIE )

Lower case filtering

BRRRR P\ EFEERNFEIES - T LURRFASTAS = 5
NEBIR PHNEFE -
HELERSIT  —EREREEES R\ ETRER -

Multiple hits window size

Multiple hits window size

BESFREFMNKREAR/) - SEEA - BLASTRENEHESS -

ZFRICEEO
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SequenceBase & I} &
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® GENESEQ
® WOGENE
® USGENE

® GenBank

W

 Derwent’

GENESEQ

GENESEQ™ ZHClarivateBIIZREY R SZEFERE - E1=ZWIPO - USPTO -
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