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BestSeqTUY >R EHR—b

¢ BestSeq7 I JUXLTEUS RILOBCHN G TEDLICHRDFLU,

Search a nucleotide database using the BESTSeq?® Search algorithm by a nucleotide query

BLAST ~ Smith-Waterman ~ MOTIF ~ MSS ~ Keyword BESTSeq® Nucleotide ~

New search name: | U Symbol
e

Enter sequence(s) upload from file, select previously used or choose from My Patents ol

GUUUUAGAGCUAGAAAUAGCAAGUUAAAAUAAGGCUAGUCCGUUAUCAAC U|

e
Cwery length: 51410000

Database: Select all Clear all Exclude my patents
Exclude mega published applications (10,000 or
» GENESEQ, a Clarivate Analytics brand more sequences}

» USGENE®

C Clarivate”



MSSIRFZETEINT—FIT7AIDF7YvI O— RO EIFEEIC

& MSSH&EZRZIBIRR(C. BchIT—5Z2E8T71)Z27vI0— RUTQueryZeSTE S DI ENAIREICRDFELIT,

Search for multiple protein queries against the protein database using the Smith-Waterman algorithm

BLAST ~ Smith-Waterman ~ MOTIF ~ MSS Protein Keyword BESTSeq®~

New search name: |Rerun tester3 l Templates > ‘

Upload sequence(s) from file

Only plain text files are allowed (.fasta, .fas, .fna, .ffn, .faa, .frn or .tdt)

Sequence file: Browse

Upload sequence

Clear

2 Clarivate”

7]
Enter 1st sequence upload from file, select previously used
TDDDKENIERMKKYTCENDIELIISDEYKYPCYYDALRLGLW
4
Query length: 42/10000
Enter 2nd sequence upload from file, select previously used
NEDEPTKLNRSIPQHNSNKVRTTEYVAPRELVEKELKQLWLNAQLQLPQLNSISAEEFLY
4
Query length: 60/10000
Enter 3rd sequence upload from file, select previously used
GEYKIPYGSCVQKEFKQYRGTKKDWQ
Hide
4
Query length: 26/10000
5



F+—9—RMDAND/OR/NOTHRF

¢ +—7J—FMRETAND/OR/NOTODEE FZIEZDLIICEDEU. CNUICLDEED

M BHECHASNDETIRRTEEFI . AND/OR/NOTIFANFTAALET,

Search for text against patent and sequence databases

BLAST ~ Smith-Waterman =~ MOTIF - M55 ~ Keyword

MNew search name: Templates =

Enter search terms

All Text =

AND OR MNOT All Text =

AND OR MNOT All Text +
Database: Selectall | Clearall

[~ ) GENESEQ, a Clarivate Analytics brand
» USGENE®
+ WOGENE

» GenBank®

Sequences type: Both

L)

BEST

BLAST ¥ Smith-Waterman ~

New search name:

Enter search terms

All Text

AND OR NOT Title

ALL=((stringl OR (string2 AND string3)) AND string4) OR TI=((stringl OR string2 OR string4) AND (NOT

string3 AND NOT string5))

MOTIF ~ MSS ~

Templates ~

L1

Keyword BESTSeq® ~

(stringl OR (string2 AND string3)) AND string4 0 (-]

(stringl OR string2 OR string4) AND (NOT string3 AND NOT string5) o (—]

Excly

2 Clarivate”

Enter search terms

Assignee

AND OR NOT Assignee

AND OR NOT Assignee

4k

4k

4k

MONSANTO TECHNOLOGY (+ X -]
Novartis 0 °
SAMSUNG (+ X -]

PA=(MONSANTO TECHNOLOGY) OR PA=(Novartis) OR PA=(SAMSUNG)

;
s




VI EEROBRADIEZE R UIMOTIFIRSR

BLAST ~ Smith-Waterman ~ MOTIF Protein ~ MSS ~ Keyword BESTSeq® ~

New searchname: | Rerun Untitled Search Templates

Query | clear |

* PIUBBROBHADEEEEL TMOTIFRRY 3CLH
TEEY. L ERMIB TR EICRETEET,

Select All Deselect All
Enter MOTIF query upload from file, select previously used 2]

Sulphur-containing

Bl XIHX2TLX2X2X2X2QX2X2DE Cysteine C

ATHRZTLRZRZRZRZ0RZKZDE

Methionine M (
P . .
Aromatic
Database: Select all Clear all Exclude mega published applications (10,000 or Phen}rlalanine F
a more sequences)
. _ Tryptophan w v
» GENESEQ, a Clarivate Analytics brand Exclude folder documents:
@ » USGENE’ R Tyrosine v v
@ » WOGENE N
» GenBank
Hydroeoylic

Target Sequence Length Min:

49“ X1: W / Y/T Serine s
~Amino acid substitutions XZ g_/\\ta)ysjﬁg 9, Threonine T v

3 items selected

Ak

-

|| %1 3 items selected =

| %2 20 items selected s

Add new substitution

9 Wil IV WIuw



VI /)EEROBERADIEZE R UICMOTIFIRZE DR

¢ BB/ 151 hSNFET,

Showing 1 to 18 of 18 entries

SEQUENCE KEY

SENPOOO4EAUS

ALIGNMENT LENGTH

14

SENPOOO0O2PHQG

ALIGNMENT LENGTH

14

SENPOOOZPI1A

ALIGNMENT LENGTH

14

C Clarivate”

MOLECULE ORGANISM T LENGTH DOCUM
TYPE
Protein Dictyostelium discoideum a9 T
Identical Sequence Appears in 7 documents (6 Applications + 1 Patent + 0 Unknown).
ALIGNMENT F
Sbhict: 45 QHETLNEIREGE 58 Shict: 52 EDFE0IIRERLTIHE a5
Protein Brassica napus 103 9

ldentical Sequence Appears in 9 documents (7 Applications + 2 Patents + 0 Unknown).

ALIGNMENT F

Sbiet: 78 QHETLTEERIEDE 1 Sbict: 91 EOERTEEELTIHE 78

Protein Brassica napus 114 g9

Identical Sequence Appears in 9 documents (7 Applications + 2 Patents + 0 Unknown).

ALIGNMENT F

Shict: 78 QHETLIEERIENE 31 Sbict: 91 EDERELLLTIHE 78



¢ JIU—-DEHCEF2ESFTN TV,

sRD(T T IEES S S # =% B EhAY (CHIBR ZNAEBIATEES,

BLAST ™ Smith-Waterman Protein = MOTIF ~ MSS ™ Keyword BESTSeq® ™

Mew search name: Templates ~

Query [| Delete llegal Characters | ]

Enter sequence(s) upload from file, select previously used or choose from Project Folders

1 metpagl If] [1lwlpdtte digntaspss |saslzervs ltcorasadig
B1 enlywlagge detikrliva tssldsavek rfsgsrsesd vsltissles
101 edfwdvvclg vesspwtfee gthkleikriy aapsvfifpp sdeglksgta
151 swvcllinnfy preakvowky dnalosgnsg esvtegdskd styslsstlt
201 Iskadyekhk wvacevthogz |sspwtksfn rezec

e lamath e il
LAueEry endatn: oy LU

Delete lllegal Characters

Query
Enter sequence(s) upload from file, select previously used or choose from Project Folders (7]
metpagl [F1 [ lwlpdtte diontaspss Isaslgervs ltorasadig

gnlvwlaaze detikrliva tssldszvek rfsgsrszsd vsltissles
edfvdvvolg vesspwtfzz gtkleikrty aapsvfifpp sdeglkssta
swwc| Innfy preakvgwky dnalogsgnsy esvtegdskd stwslsst|t
|skadyekhk wyacevthaz lsspvtksfn rzec

'::: (::li Query length: 0/1000
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& ANYFOEFRZ/\A 514 han. ADUIESSIEby MUTZECY 2 LEER U Z <D E LI,

Identical Sequence Appears in 2 documents (1 Application + 1 Patent + 0 Unknown).

STRAND ALIGNMENT REVERSE ALIGNMENT
Query: 1 NDDKLYRADSRPPDEIKQ5GGLMPRGQSEYFDRGTQMNINLYDHARGTQTGFVRHDDGYY &8 Query: 193 5RPANGCGPPAHHIWPEERWARHEPPFGALGYGDAAPAIDLNSYYRDRYGRNRHLQEDLY 134
N DKLYRADSRPPDEIK#5GGLMPRG +EYFDRGTQMNINLYDHARGTQTGFVR+DDGYY #R +NGCG PAHHIWPEERWA*H#PPFGAL YGD APAI#+LM_ YYRDRY RNRHL+ED#V
Sbjct: 1 NGDKLYRADSRPPDEIKRSGGLMPRGHNEYFDRGTQMNINLYDHARGTQTGFVRYDDGYY &@ Sbjct: 193 TRSSNGCGQPAHHIWPEERWAQHDPPFGALRYGDEAPAINLMRYYRDRYERNRHLREDIV 134

l; Clarivate 11



2 *HI@’@?&&‘\ TIA X N R T DE SANYFUILERhZ/\A 51 hanZE
:\\_ — ~ ~ Erll'-.-' 3_7)\ %@@%QE_@gijo
T\:ED ~ 774/>(J |\0)@an & FIIE : Setting > &% > Change

K Documentation € Derwent homepage MNewsand updates 1 Welcome, Takeshi Namba | Sign Out | Contact Us

.. Derwent SequenceBase PROJECTS MY FOLDERS MY QUERIES MONITOR| SETTINGS

Edit Profile Change default search databases

L1

Time zone: = (GMT+00:00) UTC Selectall | Clearall | Expandall | Resetall

d ' GENESEQ, a Clarivate Analytics brand
Preferred date format: March 17,2021 07:58 = Q Q y
» USGENE™
Alignment mismatch » WOGENE
color: FEE294C N » GenBank

Patent linksto:  DERWENT INNOVATIC o
J\1 54 NMEFR

Query parse mode: o SequenceBase DSITIVES QUERY DOCUMENTS FAMILIES | EXPANDALL | EXPAN
» COVERAGE
Evaluate table view: Expandall @ Col i3% 100.00% 21 11 Documents  Hide
Enable filters broad
iknown).

Save last applied filf

Query: 213 CEGRNFSKTVPSSLGOHTVED AVVKHK EVDAKSLTLTSSL 5YTSORSDRETYSERSHG 5) 15
CE GRHFSK TYPSELE BHTYEC AVVRHK EYDAKS LTLTS5LSYTSDK SOOETYSERSHE §

Change - Sbjet: 214 CEGRNFSKTVRSSLGOHTYED AYWHK EVDAKSLTLTSSL 5T SORSDRETVSENSHG Sl 15

rgb(237, 40, 76) 0l Ruery: 153 LANDYKINNKAERPFHHLLE WSATG SKLOEDERPF | FYSPARDARKLELKTGAGFT P§ 95
LANDYK IR VKAERPFHNLLG YWSAT G SKLAEDIPEF | FYSPAADARKLELK TRAGFTE

0 Sbjet: 154 LANDYKWYKAERPYFHHLLE \ASATG SKLAEDERPF | FYSPAADARKLELK TGAGFT PR 45

214 10ED 213 21z 1
Ruerys 121 EDERLKSE TASYWELLHNF YR REAKYE WVINA LRSGNSR ESVTERDSKDST Y5LSSTLT 174 Bueryl 84 S5WRLCYYDNFOESELSS| TLSYDSG SRSGSF REPYGSDLESTAY I LRKI TGOPGRE LY 37

° ™ WD ERLKSE TASWAEL LHMFYR REAKYD UKVINA LASGHS0 ESNTERDSROST YELSSTLT S54OLCYYDVFOES ELSS | TLEYDS G SRSESF RKPYESDLESTAY | LRK TRORGA0
(> Clar'lvate Shjet: 121 BDERLKSE TASWWCL LHNFYR REAKY WEVONA LASENSRESYTERDSKOST YSLESTLT 180 bk wfz




BRFEAERIANIDHAIIAX

¢ BREBRICEBAZMITIANAREFTE, FRL BIRRERZEEBUBIRDEUI

Add results to the folder X

4

Select Folder: default

+ New Folder

Add results to the folder @%ﬁ%ﬁ([jﬁ)b’j’ﬂ’ﬁ

I 3% EI}>IE5

Select Folder: default

Common

General Folder

OIRZRE. 1RZRE
E7%Add all

20210201

default

4’ Derwent SequenceBase

MY FOLDERS M

Selected Folder: 20210208 (Project: 20210201)

@FERRLIZTAILA MY
FOLDERSIZ&HDF Y

View Folders Compare Folders

Showing 1 to 25 of 1,142 entries
Folders @ o g
M DB NUMBER TITLE SEQUENCES | DOWNLOAD EXTERNA
l General Folder l - LINKS LINKS
GENESEQ MOLECULES, COMPOSITIONS AND METHODS XML; ASCIL; :}:::E
j =) Project Folders 0O W02021007428 M 775 FASTA
®77U bgo)ﬁ&n"—"(i - FASTAlert FOR TREATMENT OF CANCER (proteins] Espacer
Project®&Zz:#RU. 20210201 ~ l P ' wiro
Folder&Zzi#iRUE T XML; ASCII;
20210208 Fasra DERWE|
M GEMESEQ WO2021011681 ANTIBODIES AGAINST HUMAN TREM-1 AND USES 223 (mucleotides INNOVA
- FASTAlert THEREOQF ) ' Espacei

proteins or

Add results to the folder X
Create new: 20210208 l o
R ITANADIE
B%UL. Add

13



AR D S LDIE
& AN RICRREINBLSIADEULE,

SEQUENCE KEY MOLECULE ORGANISM LENGTH + SCORE ALIGN QUERY E DOCUMENTS FAMILIES EXPAND ALL EXPAND ALL
TYPE %ID COVERAGE VALUE
SBNP0OOOSPEO3 Protein Artificial Sequence 120 56 100.00% 100.00% 1.76e-11 2 Documents Hide
Identical Sequence Appears in 2 documents (2 Applications + 0 Patents + 0 Unknown).
ALIGNMENT LENGTH SCORE E VALUE IDENTITIES GAPS STRAND FRAME ALIGNMENT REVERSE ALIGNMENT
Query: 87 EVQLVESGGGLVQPGGSLRLSCAASGFNI 1 Query: 1 INFGSAACSLRLSGGPQVLGGGSEVLQVE 87
29 56 bits (146) 1.76e-11 29 Plus/Minus -1 EVQLVESGGGLVQPGGSLRLSCAASGFNI INFGSAACSLRLSGGPQVLGGGSEVLQVE
Sbjct: 1 EVQLVESGGGLVQPGGSLRLSCAASGFNI 29 Sbjct: 29 INFGSAACSLRLSGGPQVLGGGSEVLQVE 1
WARETEI TV AR—NEJEET Y
L At N—pBlEEC 9,
Export as: || XLSX = Group By: = Document -
Available fields: 34
Published Filed Earliest Priority
Name of the Search Align % 1D Subject Coverage
Score Expect
Sequence specific
Sequence Description Location Sequence Number
Organism(s) Length Matches/Alignments
Reverse Alignments Query Number Query
Query % 1D Query Coverage Sequence Key
Sequence Chain Keywords

cC

14



REFEERDOverviewDiR{k

¢ BREERDOverviewlcSequence population (ELHI537n) MNEMEN ., IRREOEAREN DN SLICRDE
Ulz. tHREIMEDFBUVFEFHEDBVDEIG TEY MU TLS DN EIDEEELZ IRDE LI,

Seqs: 250 Redundant: 2681 Docs: 1161 Families: 386 ~Details

® woGeNE ™ usGene ™ GenesEQ ™ GENESEQ FASTAlert

Sequences Similarity

N

Sequences: 250 Redundant: 2681 Documents: 1161 Families: 386

@

1 T T T T T T T T T T T 1
0 200 400 600 800 1000 1200 1400 1600 1800 2000 2200 2400
W3 W9

l} Clarivate 15



¢ RFRERICN\T>RI7ZU—-EfL (INPADOC-DWPI)DERYIR]

REERIGENIRRER TR - T1IVIUYY  2=RUEDSERIRRTROAD (J4VFU2T) TENTEET,

[ Alive : B%)
0 Dead : %)

& verwen
[0 Indeterminate : AHETE
INPADOC Status
Selected Projecty e p st ~Filters Show available filters
Summary Iments Reports
e Add filter | Select Field : Add or Selectsaved filter

Analyze an Priority Date

Application Date : . )
Untitled Sear ers  Select another search  Update res @DWPIStatus: Equals = Alive = Remove
Publication Date
Apply ‘ Save filter parameters

*Filters MNames Show available filters | Reset

Add | or Select saved filter Add selected ‘ Add all H Export results ~ ‘

Showing 1 to 50 of 845 entries

v

Add filter = Title

Add selected | Add all || Exportresults =

_ . DB DWPI DOCUMENT AUTHORITY FILED PRIORITY
Showing 1 to 50 of 1,160 entries STATUS
DB DWPI DOCUMENT AUTHORITY FILED PRIORITY USGENE Alive US20200022076  United States  April 28, April 29, 2016
STATUS AL & 2017
Not WO02020227515 - - :
GEMESEQ ° ided S WIPO ¢ May7,2020  MayT7,2019 ISGENE Alive US20190298764 United States May 15, Movernber |
provide T Al 5 2019 16, 2016
Mot W02020227515 Mot Movember s R

WOGENE WIPO
' provided Al T provided 12,2020

2 Clarivate”



RFRZOEHIEEHEFRICK DI NI DL (#EEHEIR)

® Patent Sequence Location (BCFIEEEE ) (CLB5T1)LFTClaim/Disclosure/Example/Not
ProvidedDA., &z EIRTEBLIICRDEL,

*Filters Show available filters

Add filter = Patent Sequence Location = Add or Select saved filter

2 items selected =

Select All Deselect All

©Patent Sequence

i

Location: Equals

Apply ‘ Save filter parameters
Claim v'
Add selected ‘ Add all H Export results ~ ‘ Disclosure v

Example

Not Provided

C Clarivate”



GENESEQ FASTAlertTHESI R EERIC LB TN IDTTEEIC

& GENESEQ FASTAlertdL J—RICEZFIEEEKEPT (Patent sequence location)hiENIEH. DA
(Filter) TE3LI(CRDEULL,

SEQUENCE NUMBER LOCATION EXPAND
~Filters Show available filters ALL
Claim 3; SEQ
US20130305398.21155 More
Add filter  Database = Add | or Selectsaved filter ID NO 21155
Claim 3; SEQ
. EP2152891.21155 More
@Database: Equals = GENESEQ FASTAlert = IDNO 21155
@Patent Sequence Location: Equals = 7 items selected =
Apply ‘ Save filter parameters Select All Deselect All
Claim v
Add selected ‘ Add all H Export results ~ Disclosure v
Example
Showing 1 to 10 of 10 entries Not Provided

C Clarivate”
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GENESEQ Keyword®IJAK— b

€ GENESEQ Keyword ZPDF. DOC. XLSXTA—YY R TCIVAR—RTEBLS(CRDFEUE.

Export as: | XLSX

4k

Group By:

Available fields: 34

Published
Name of the Search

Score

Sequence specific

Sequence Description
Organismi(s)

Reverse Alignments
Query % ID

Sequence Chain

Filed

Align % ID

Expect

Location
Length
Query Number

Query Coverage

Keywords

Document

Earliest Priority

Subject Coverage

Sequence Number
Matches/Alignments
Query

Sequence Key

L1

2 Clarivate”

GENESEQ keywords

Hml SNIZEER(CE DN
JARZFRPIREIRF—T— R

20



PDFs - D— FERDLKR—MNMIOAY NS

& ZTREIREA T, IVAR—KNITBI7IVCAAS NMeFk I TENTEE T,

Generate Report

*Report name:  Project 1

Templates ™

surfaces.

The wvirus that causes COVID-19 is mainly transmitted through droplets generated when an infected person

coughs, sneezes, or exhales. These droplets are too heavy to hang in the air, and quickly fail on floors or

Exportas: PDF

C Clarivate”

L1

Tester
Project 1

The virus that causes COVID-19 is mainly transmitted through droplets generated when an infected person
coughs, sneezes, or exhales. These droplets are too heavy to hang in the air, and quickly fail on floors or

surfaces.
Report Created: March 17, 2021 07:26
Documents: 1
PDF):l:;_t@ I/_I_o I\O) = PaN Sequences: 1
P /I\ iﬁ - | Families: 1

Author: SB User

21
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N1I#)%45 (My Folders) OD#i&s

¢ LIHIOMy patentshMy Folders(CEE -sd#{bain. FEcO#EENEINENE LT

> JAWAVERR. TANAZRZEE, JAISHIBR
> NEkZFESpublication number®I7A)L7vIO—R

» IDZ)N\—=hk

& Derwent SequenceBase

Selected Folder: General

View Folders Compare Folders
Folders o Showing 1 to 25 of 27 entries
DB NUMBER

‘ General Folder l

I GENESEQ CN109943567
FASTAlert

Project Folders

Select Project ~ | e
: S Q W02019136241

FASTAlert

TITLE

An exon CRISPR-Cas9-mediated site-directed mutagenesis technique
applied in the cell line

POLYNUCLEOTIDES ENCODING ANTI-CHIKUNGUNYA VIRUS ANTIBODIES

PROJECTSI MY FOLDERS \MYQUERIES MONITOR SETTINGS

SEQUENCES

i6

147

DOWNLOAD LINKS

XML; ASCII;
FASTA
(nucleotides)

XML; ASCII;
FASTA
(nucleotides,
proteins or both)

EXTERNAL LINKS

DERWENT
INNOVATION;
Espacenet

DERWENT
INNOVATION;
Espacenet;
WIPO

+ DATEADDED

December 15,
2020 10:31

December 15,
2020 10:31

C Clarivate”
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REERBEDHEST (AND OR NOT)

> BN

Select Project ~ Select Project ~

Pl

¢ B;Jn 2z 0>%7u VAIARTFUTARRIER 2 LB TE R LS(CRDE LT,
CNUCED,
v WmAORFFER (TJAIL4) (CHhddocumentsDIFEI S (AND)
HIZ(E, Smith watermanDiEREIMHARZRDFEREMOTIFIRZEDIER TLEAT., MAICSENAFFZIFTE I 35E(CFI A

v HEEUIEWI A D RED—DICIEHDdocumentsDIFET B(OR)

v —ADOIAINACHBdocumentsZiRFRFER NSRS (NOT)
FIZ (L, AEHOFEREFFRIOERZLEAT, EFFFOHAR CENSN B T ZIFE I 215 (CFI A

TRENBIRECIRDFEUIZ,
¢ [EEARR(CHEREIIAR—NAJEETT,

-

24



BRIANICT )T—aAV AN

¢ RFERZIANAREFTDIER, 7)7-23> CEIR) ZEEALTELE. BTRRZREIFOSE(RDFT,

Add results to the folder

Folder annotation:

Folder title: 20210414 Project A

SWIESE Claim|C32H

nceBase
m Cancel

2 Clarivate”

Selected Folder: 20210414 Project A (Project: 20210402a) Annotation: SWA&3E  Claim|C52Ek

View Folders Compare Folders

Folders @ 0

General Folder

Project Folders

202104023 ~

20210414 ProjectA ™

Showing 1 to 25 of 1,160 entries

DB

GEMESEQ
FASTAlert

NUMBER

WO2021024194

TITLE

TREATMENT OF CANCER WITH A COMBINATION
OF AN ANTIBODY THAT BINDS LGRS AND EGFR
AND A TOPOISOMERASE | INHIBITOR.

Biocircuit system comprising an effector module
comprising a first component and a second

a7

PROJECT

SEQUENCES

MY FOLDERS
DOWNLOAD EXTE
LINKS LINK!
XML; ASCII,

' DER
FASTA
, ) INNI
Inucleotides,

] Esp:
proteins or Wip
both)

25
XML ASCIL
DER

CACTA
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NCBIDGenBankld—RAU>Y

¢ NCBIOAUZFILIIT YA hDGenBanklL d—RAUZIU . BINEHRZHEER T 2 ENRIEET T,

Summary Search Evaluateﬂ Documents Reports

Analyze and select for export

Untitled Search m Show search parameters Select anothe

» Filters

Add selected [ Add all

Showing 1 to 24 of 24 entries

[ Export results ~

DB DOCUMENT AUTHORITY

GenBank® LR606181 Not provided
GenBank?® DN324266 Not provided
GenBank?® AC148068 Not provided
GenBank® MAT05621 Not provided

2 Clarivate”

C | & ncbinlm.nih.gov/nucleotide/LR606181

& NCF.  Resources ¥ How To &)

ucleotide Nucleotide v ‘

Advanced

GenBank «

Aquila chrysaetos chrysaetos genome assembly, chromosome: 1

GenBank: LR606181.1
FASTA  Graphics

Go to: [+

LOCUS LR666181 85456622 bp DNA linear  VRT 3@-JUN-2820
DEFINITION Aquila chrysaetos chrysaetos genome assembly, chromosome: 1.
ACCESSION LR686181
VERSION LR6@6181.1
DBLINK BioProject: PRIEB27699

BioSample: SAMEA994725




SEQ IDDN\A/S—-U>Y

€ SEQ IDII/\A/N=U>IQMFINTHED., BEIBEHNCSv>O T TERLICRDFEUE, cNICLD., BEET BEES %

fEST S AAEENNZRIELET

&' Derwent SequenceBase

®

C
wn
(1]
m
=
m

Sequence number First << 20190240351.24 == Last

Sequence key First << SENNODOVREBO

Sequence description Homo sapiens DNA; sequence 24 of 61666

Sequence location SEQID NO 24

Title MODIFIED POLYNUCLEOTIDES FOR THE PRODUCTION OF PROTEINS

Authority United States

HATALA Paul (Charlestown, MA); ROY Atanu (Stoneham, MA); SCHRUM Jason P.
(Wellesley, MA)

ignee(s) ModernaTX, Inc. (Cambridge, MA)

US20190240351 A1 2018-08-08 (Download

and mmRNA molecules.

BANCEL Stephane (Cambridge, MA); CHAKRABORTY Tirtha (Medford, MA); DE FOUGEROLLES Antonin (Waterloo, BE); ELBASHIR Sayda M. (Cambridge,
MA); ELLSWORTH Jeff Lynn (Lexington, MA); EJEBE Kenechi (Mew York, NY); GUILD Justin {(Framingham, MA); JOHN Matthias (Cambridge, MA);

(Philadelphia, PA); WHORISKEY Susan (Belmont, MA); WOOD Kristy M.

XML, DERWENT INNOVATION, USPTO, Google Patents)

The invention relates to compositions and methods for the preparation, manufacture and therapeutic use of polynucleotides, primary transcripts

TR " i

US20190240351 Al: 1. An isolated polynucleotide comprising; (a) a first wamie=di 'St region encoding a polypeptide of
interest, said polypeptide of interest selected from the group comsis‘[inglof SEQ ID NOs 8922-17687; (b} affirst flanking region located at the 5'
terminus of said first region cosapEisiagali-dtaauanet-abliokadnuclacsidacselected from the group consisting of the native 5" UTR of any of the

nucleic acids that encode anyjof SEQ ID NOs 8922-17687, SEQ ID NOs: 1-4 a

H functional variants thereof; and (i) at least one 5' terminal cap; (c) a

second flanking region located at the 3" terminus of said first region compri

sing; (i') a sequence of linked nucleosides selected from the group

consisting of the native 3° UTR of any of the nucleic acids that encode any FfSEQ ID NOs 8922-17687, SEQ ID NOs 5-21 arld functional variants

thereof; and (ii') a 3' tailing sequence of linked nucleosides.
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¢ Derwent Innovation®EEIART—45 (1FEFDAlive/Dead) MIEMENEUZ. Derwent Innovation|(C
PO AURKTE, by NUTSFEFNBE IR R ONMETE TEALS(CRDFEUE.

Assignee(s) CELLTRION INC

O THEWGH I I ELNG LR L DTG WO 2019045452 Al 2019-03-07 (Download XML, DERWENT INNOVATION, PatentScope)

Patent Status Alive

DWPI Legal Status Alive

INPADOC Legal Status Alive

Cross references WPI 2019-229546/21
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Patent Status [More] Alive

Ao G US20190293764 Al 201%-10-03

(Download XML, DERWENT INNOVATION, USPTO,
Google Patents)

Citing Patents US10765T2TEB2

Us10946080B2

Cited Patenis Us651166TB1
US1035755A
Us2007006546TAL

Us200T70082400A1

Us20070087015A1

N e A e

.

Citations [Less] Citing Patents (2), Cited Patents (30}

2020-09-08

2021-03-16

2003-01-28
1912-08-13
2007-03-22

2007-04-12

2007-04-19

L A

Compositions and methods for producing dendritic
cells

Compositions and methods for combination therapy
with dengue virus and dendritic cells

Attenuated dengue-2 virus vaccine

DRAFTSMANS APPARATUS

Immunostimulatory nucleic acid molecules for
activating dendritic cells

Mature dendritic cell compositions and methods for
culturing same

MULTIVALENT DENGUE VIRUS VACCIMNE

L T e T o L e
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€ GENESEQ FASTAlert OLJ—RMNBAVZFIVSEE

PIGERUEERIBMNEREN U,

& Derwent SequenceBase

GENESEQ FASTALERT

W02017180587.137362

Title Biocircuit system comprising an effector module comprising a first component and a second component, useful for treating immune disorder,
_ hyperproliferative condition, infectious disease, non-infectious disease and graft versus host disease
OBSIDIAN THERAPEUTICS INC

LTSV GO G ELC O LT I W02017180587 A2 2017-10-19 (Download XML, DERWENT INNOVATION, PatentScope)

Claims CLAIMS

1. A biocircuit system comprising an effector module, said effector module comprising (a) a first component and a second component wherein each
of said first said second component is independently selected from the group consisting of a peptide, peptide complex, peptide-protein complex,
protein, fusion protein, protein complex, protein-protein complex, and wherein said first component is a stimulus response element (SRE)
comprising (i) one or more regions derived from a payload, said payload having a sequence selected from the group consisting of SEQ ID NO: 1-
102450, and 212852-213270 ; (ii) one or more regions derived from a Target of a ligand binding partner pair listed in Table 2 or Table 3; (iii) one or
more regions derived from an antibody listed in Table 5; or (iv) an SRE listed in Table 4, and wherein said second component is a payload construct
comprising (i) a payload, said payload having a sequence selected from the group consisting of SEQ ID NO: 1- 102450, and 212852-213270 or
functional fragment thereof; (") a Target of a ligand binding partner pair listed in Table 2, Table 3 or functional fragment thereof; or (iii') an antibody
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News and updates ' 8

W] Documentation € Derwent homepage

. Derwent SequenceBase

Release Update - November 28, 2020

- Claims and patent sequence locations added to all
FASTAlert records

- Search for specific amino acid modifications enabled

- Reverse sequence column added to record view

- Multiselect option for patent sequence locations filter added
- Hyperlinks for SEQ IDs added to record view

- BestSeq now supports "U" symbol

- File uploads into MSS search enabled

- UX improvement for MSS search launch

- Minor bug fixes and improvements

e Release Update - October 21, 2020
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