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WIPO SEQUENCE 2.3.0 ik
F P F

B3
TR
BT T ettt 6
BB <. 6
FRIGEEER oo 6
DI e 8
WWINOOWS ... bbb bbb s 8
LIMUX e 8
L0 15 ) TP 8
TEHRTIZZZE ot E e E R bbb bbbttt 8
BT et 9
WWINOOWS ... bbb s e s e e s b e san e 9
LIMUX e 9
(O 15 ) G TP TP PP TTTPTN 9
ST PSSR 9
= 5 - P 11
I 14
o B P ettt 14
B B ettt e b e be e ebe e ete et e e e teeebe e eheeeheeaheeabe e beebeebeeabeeateeeateenbeereearee e 15
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WIPO Sequence H /- Fiit H3m

4 OSSOSO PO PURTO PO 15
=) 1) = OSSOSO P TP 15
e - OSSPSR ROTPOTR 16
TR AILEE] o bbb 17
ZRBELTHIIR .. cveveeeee sttt 17
R B bbbt 18
P BT 1+t evveteee ettt ettt b8 h bbbt 19
L ST 1ottt 19
THE ETUILI ..o bbb 21
8= OSSO U PSPPSR 22
T B R oAt 24
B AR B R bbb 24
3 1) OO PT TP 25
L= i OO OSSOSO OSSPSR SRR PURUPPRTRPRPON 1
O I - TSSO 2
TIE ZET ettt 2
LT3 = TSR UO T 2
R = ST 3
R N 1TSS 6
Loy | SRRSO 10
1= TSRO 13
N1 7 OO 13
LETE e N T £ OO 13
= = e X OO SRR 14
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WIPO Sequence f /- F/iit £ N

BT T TE SUEMI oo 15
P RE SR oo 15
N TE SR oo 17
BRGEBEIEII ..ot 18
B2 e = NPT 21
FTEITTUEL oottt 21
B HTIUH ettt 22
RIS AN TT N I e 23
BEAETIUH 1ottt bbb 25
EFBST TR ¢t bbb 28
L3 =S ST S T OTSTRROT 30
K TP STTPOPSOTPNS 30
T ot 5 G2 | TSRS 31
BT ATT Z DA oot 32
B AR oo 33
21 TP 34
COUE= 3 2 2] OSSPSR 34
AT T ettt b ettt ettt ettt ettt ettt ae s 37

R AN 5 21 TSRS 41
B 13 ) RS TTTP 43
B ok = ST PTS PP URRT 44

L ] SO RTPRRTTO 49
1SRRI 50
TSRS 58
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WIPO Sequence H /- Fiit 50

B T R R BB R R et ee ettt 64
R - & S PTSPRR 69
B TR 2R et 70
T EIEZR oAbt 71
BB TR E BT oAt 71
5 I B o 76
ST .25 ettt 76
MULTI-SEQUENCE (ZBIFFUD oottt ettt ettt st en s 76
RAW ... veov et 77
FASTA oot 77
A AT HUT FASTA SUIE oot 77
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WIPO Sequence i /7 it

#
o
p=il

L)

WIPO Sequence #& —/ 5 LA, fHH 5.

() QBRGERF AT AL ST.26 B XML A FFHIR

(i) BIEBEL R ST.26, KiF XML BRKFIREBHFEER.
AT LLAE DU A B R B B bRt ST.26:

https://www.wipo.int/export/sites/www/standards/en/pdf/03-26-01.pdf

S GTAE N HE N BRI NAREEN, il WIPO Sequence. 1% TR IKZIREFIER WA SR 2R
275,

RGER

WIPO Sequence .2 kLA N/E R G-

e Windows 10 ik 4 1803 (32 fifil 64 fifiA)
e Linux: Ubuntu hit4 18.04 Fil CentOS 7 Jix 4 1804
e MacOS A 10.13 (64 fi7iliA)

B _LIRRRASL, ISR LT HRAE R 5

e Windows 7 M kA (32 Ar Al 64 i)
o Ubuntu 12.04 & 5 i fi A
e MacOS hiiA4 10.9 (64 frffiA)

WIPO Sequence T H B3R [ S ARAE F RS an R -
e CPU: 1.6 GHz

L] Ij‘]ﬁ 4Gb
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WIPO Sequence H /- Fif

o HIJHMEAL: 1 GB (fH#7FIR A5 2 AT RERT EEA AN A A 23 (8]

o JFEIHER: 1366x768
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WIPO Sequence i/ F-if

H
o
=

oS

Windows

WIPO SEQUENCE & 32 £l 64 fi7 A< 1Y) Windows $&{L B — 2235 otk . FH P N84 22 25 [n) 5 vp R 1)

o

AT, WRAEH] 32 frhicAs, F P @R MERe iR, s THEIGIRIE R TAE.
T AT H A5 B R H 35 s e SO A7 e L A &
C:\Users\<username>\AppData\Roaming\ST26 authoring

SR N R, AN ERX LS. H, AR ER RN AR, I BE R R

Linux

WIPO Sequence P “Applmage” 1 (https://appimage.org/) #ft, wJ#EKZH Linux KATH (45
CentOS Ml Ubuntu) FigfT. 24730, AT ARG SCAF s F A 47 R HUAT

—IFa, RGURSER R IR R R B AR RE T

OSsX

WIPO Sequence #ft “dmg” 0, FIT7 MacOS 64 fiifE 248 F2eds, N1 2de, WP NWEiZ
SCAF IR R ) S TR

T A I A5 BN TR H RS B e SO A7 A e L A B
/Users/<username>/Library/Application Support/ST26 authoring

RGN R, AR, Rk, AR ER N R R, IH BE R R .

WIPO Sequence L n % %%, ELHEREH L NI (exe LTI -

o /S: JFETHR RS
o Jallusers: Z¥EiZ T H, &AM ERATA Windows H PR (A ENSE G H P BN, 74
BETT a3
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https://appimage.org/

WIPO Sequence i/ F-if

#
©
p=il

I

Windows

WIPO Sequence #24t#1# M S, A LAZE Windows HF i “As s B FE 7~ 1230 R 5 3.
BL5E A M BR H SR TAAE I EAS B S, 2 DA R SOk

C:\Users\<user>\AppData\Roaming\ST26 authoring

Linux

MIER Linux “Applmage” SCF, %R FHIREFF REATHSENL s d . thdh,  mTRLIE I M UL A7 B R 55 1 S
PESRAMMBRSHE FL T

SHOME/.local/share/applications/.
FL5E A M ER H B ST TG I EAS BRSO, 20 LA SOk

/Users/<username>/.config/ST26 authoring

OSsX

ZNFHFEF AT LAAE OSX L1 Finder HF, M “ N FHFEP” #5770 #13.

T MR H B SO T AR A5 SIS, e 20U R AR STk
/Users/<username>/Library/Application Support/ST26 authoring
B3 E Rt

A3 WIPO Sequence Jm, 1% RS &R SAT AT I AOSERT, WRIBILWT, CRZSR P TR EBOHT)

AN EBL T, AR DR AR AT & ST.26 IS ilA -
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WIPO Sequence H " F-it % 10 11

'o._'::i'.i":_.*.': 1.2.0-beta.2 o

o Update found, do you want to update now?

es Mo

Processing
Please wait...

1. HIEHHE

iE:
AR AHRH, TENLRERED LR, LT ELAABIHTTP 7P ARAL M a9 k. RiFES, &K P a9z L
FEEERERPHIRER.

P LA SRR A T A, MRS ENGEET.
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WIPO Sequence i/ F-if

2 TEINEE

AR 1% TR BT A S BT T Rg .
| ThRe
1 H GURETIE , 7EH Rt 5 — A7 SURAR R 1 Bl
HiH A RUF AR
T H R T H 1) 1
HiH FHEBSCRIRERF, HT L XLIFF A% 247 8
T H T A BRI H T, DU USRI RUR SN B R S A (A Bl
ANF S CH o BR AN
T H AN 0 Chtml ALixt) BoR/ S H A R0 51 3%
HiH RAPBETUH St Czip) A e S A ZH e @ rymi H $
HiH B AR ST.25 RS04 N BT G iy 0 H
A R s ST.26 13230 N G 2 A 0 H
i H M FASTA F3Hoigdiids 5 N 24 T H
TiH M “multi-sequence’ &SN PSSR
HiH ¥ —NIH RIRETHD MBS ASRTOE CHARBIED
HiH PASRE ARSI EAET
HH AR ST.26 741241 BN S
HiH FEAR T D SR AE NI O 5 S B, v B Ji 4 B0 R B 5
HiH E;;E ST.26 FFHIZRICAE, M il AR g B 2 5 MRS R T JE B SR E A
I
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WIPO Sequence i/ F-if

T H WEAF il £ I H A, IR R AR D A5 T AR R B IR SRR A
P2k
T H TR 75 H
EE | R AR b A N 5 AU AN 25T H

K RigE e CHRTBSERTIHIE) AVINEIH

K I NSO IS B INEIITH

Fr 3] R Ik B EL 5 1) R E RS I 2 Py 47 o

gl RRHEAS B2 Fr 51 h

Fr 3] K IR 2 R 15 2 I AL

gl FETUH TRy

Fr 3] FH 5 G 4 BN IR I 2 — E YU I P A1 3R

gl R — e Va1 7 AR

Fr 3| AEEMIER— € a1 PR

gl FER M 53— AL E A EdE N — AP

P3| By AR AT T

gl B 41

P3| NIEFER] CDS $34E A Zh BB IR E 4T, JFikFErEt el protein_id
YN EPS R T 2

P3| G 4 PR 5 A e

hgl G 4 Fr 5 HHE

Fe 4 O RS AL B A

hgl e S R O A7 LA R
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WIPO Sequence i/ F-if

a2l R 6 IR AL TS

751 BRI F 18 s B A TE SUEZ —

a2l MRAEFE B M BE F IR 500 CBRUCNIEAL 2D 1) WAZIR P 51 34T 11

izl DA XLIFF #% 203N H B SCAR PR 2 FFRE & - BARIE S0, DUMETEIE it
LB

751 R 5 R, AFEIRE R mol_type

izl 7 Rt B g A A e o — e Y R 1 91

gl Xof PP 5 2% 1 1 5 T HE

H & B | BB AR A RIS IS R G P A7 i R AE P PR 2 FR B 3R

LIRUN

H & X E | ¥ E R UEYIR LIRS B A SRS, SRS LR T LS

YIEES AF| WIPO Sequence [#) A &) sz o

H 5 A | A XLIFF SO E e AR AR BIR SR O A TH

LIRUN

NRIHE | TE RGP A SHEANBURAAGEE (Bln: w4, WRMIES A
B R Fee By T A 3 (A& D, Hihk%5) , DUE LU T AE & Fh
I H H

NI | BIEEN N 4 B 2R

RO & | T AR R I, S S AR R BT T E

Tt
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WIPO Sequence i/ F-if

3 T E#hr

TRFEARF

ZLHRMEZITR . RO TR B B R A G s TR A 3Rt i AT

"
R Z LANMENEZEA S AWAEEN T, LS.

o JHEAE
o ARHHALE
o HENEMEIA
o HIEIALE
o THHUTHE Rl AIRH LB DI

o THHAE S
o Kk AL

o IEMIHICHR E FF AL
o SAMREE

o BIRFHIRMAE

= WIPO | PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP v PREFERENCES ENGLISH w

NEW PROJECT  IMPORT PROJECT IMPORT SEQUENCE LISTING  VALIDATE SEQUENCE LISTING

PROJECTS

Project name Applicant file reference Applicant name Invention title - Status Creation Date

Test preferences applicant PETIT, Robert invention modified 2021-12-09

DEMO br Berthold R. Rutz fungal sequences modified 2021-08-12

ST26T-2540 30610/44556C1-R2 BloMarin Varlants of C-Type modified 2021-09-28
Pharmaceutical Inc Natriuretic Peptide

K1 miH AL
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WIPO Sequence i/ F-if

#
o
=]

PLH

A DAFE [A] — T i A B RS B AN SR ARy “HLE” .

AL AT AT 11 o 2 A5 1 — 5 (8 i 7 2Ok 73 B AL I AN [R50

DISPLAY Return

IMPORT  THE o
REPORT' SEQUENCE " L-xd WREREEERENCES S o

LISTING home

LANGUAGE
DEPENDENT
QUALIFIERS

VERIFICATION
REPORT

= WIPO | Sequence PROJECT_TITLE

GENERAL INFORMATION] [SEQUENCES]

Original free text language code Non English free text language code

Automatically add a translation qualifier when a CDS feature is
created Off

@
» GENERAL INFORMATION

» SEQUENCES
©
/T\

2: THEAE S

FEITH PEARE SR R, i 1 s, PRI & WG R FEITH VER{E S AL TR,
AMAEER DR SRR (D s NET AL FAWERIE (AR =M%r) (2) ;
F AT DALt Sk B AR TR 3 2 H PRAR(E BB (3) .

BNz

M EIHE SIS AR, A ST BT Bon— BRI RAK, mERIRIRBIEI AEE.
R AT s

2023 4 H



WIPO Sequence H " F-it %16 11

NERAL INFORMATION  SEQUENCES PRIGRITY IDENTIFICATION

PRIORITY IDENTIFICATION

A 4

APPLICANT & INVENTOR

INVENTION TITLE

K 4. &z

BRI, BINE R R PTE R AR, RA SR ER I E fE .

R

Search person or organization by name Q

Name = Language Code Name Latin = Residence Address Correspondence Address =

ST R Rt he - Hebrew Hila Ben Avraham iy
Juan Rodriguez Garcia ss - Spanish; Castilian Spain, Valencia, Calle Cardsnal ... Spain, Valencia, Calle Cardgr 1
John Smith &n - English England, Leeds, Eden Mount, 26 England, Leeds, Eden Mounl i

= b
K 5. FA&EED

FREFGI R ER 5. NRKEE IR )G, HP DA — SR8, R a5 (D AR
K. EREERNTRIOTEEIIR, HEREREAME Bl RxER (D .

AR PTAT B 2% H AN BERCAE — TR, P R DLOE I B e i R 7 LR A% BOAT DU P T (20 o 2
BRI 2& H R AT RS AT A O R [ e Bl (3D o BT IR 4% H gL Id, I ab
VR AT AT FRIZEIE CRRILRRT R (4)
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WIPO Sequence H " F-it F17 0

Juan Rodriguez Garcia Spain, Valencia, Calle Cardenal Benlloch, 10

es - Spanish; Castilian N Spain, Valencia, Calle Cardenal Benlloch, 10

g
<

K 6: gniEits

WA HE, e bamBl— N8Iz, BTSSR .

THIBRAE

TS AR Pl k7 — 2L K o AR PR PR 300 R RE 3 AR E LA R o BN H AR — MR — A (Rl fH-

GENERAL INFORMATION

APPLICATION IDENTIFICATION °
Application |dentified Before the assignment of the application |P Office Al - Anguilla
number Application number 32424 V24
Applicant file reference 4342 Filing date 2022-01-03

B 7. T AL R R

WMEF7R, LR B RAAEERNR (1) B4EIy, TR 2 Bl g 8 AR i AR

G L TEIAR

T “HiTmR” Jm, R Ros ] MBS 5 B FIP S OSHE G m R RE 8 ORAF I 80P BE 24
sE A R ey R (D) BLCHBGE” (2) HRBGEES (K 3: i) o

2023 4 H



WIPO Sequence H " F-it %18 1

E:

BATETFAERTEEGFEFITARE,

GENERAL INFORMATION

APPLICATION IDENTIFICATION

P Office

6B

Application Identification™ Applicant file reference™
@ Before the assignment of the application number ABC1234

After the assignment of the application number Application File Reference is a mandatory field when 'Before the assignment of the application

number’ is provided.

Application number Filing date

98968268463829 2019-02-21 &

eCanDet

F 3: ST
HE e

FUFEH P MNE R, gt B H YRR A . B B RbE (1), H Sk S AR T
(2) , WE4E 4 Fim.

01 02
03 04 05 06 07 08 09
M0 1 12 13 14 _15 16

7 o1 19 20 21| 2 |23

24 25 27 28

Filing date

2019-02-22| e

K 4. Hikieds

2023 4 H



WIPO Sequence H " F-it %19 11

HENEF N HMA R OE Shsd (22 B , A HBAROTRZR R (26 H) - BRHHMNE A
_A%O

k2, FPHAETDUZIRE LR C “YYYY-MM-DD” ) BEEMAFIERIHL (3) .
PDF [#3Las

SO FPAIER . SR B H AE AT ENIRIESR S, A PDF SCAFIFAE PDF ISR TP T T
FNHOHRAFIZC, ARG ER S (D A EMARTEER, K 510 Frs.

File Edit View Window Help

INTELLECTUAL PROPERTY
ORGANIZATION

K 5. PDF #iG %

BN

WIPO Sequence SZHFEA ML TN “TAB” BH TEANFNIH 2 [aBk4s, “SPACE” 1 Tik#EE
IHE AN B A2 A

B 11 P AT R P AR SR T LY .

2023 4 H



WIPO Sequence F F FHi #2001
FEATURES
Add feature
Feature Key Location Qualifiers
source 1.64 mol_type = genomic DNA £

organism = Sialia currucoides

K 6: gk LhRetic B rl
BEAk, HehrAnEE B E B EA R T B
g, GUEHIH N RGBSR e R e W BRI H LB, 7B 7 for:

Return
/ WIPO | Sequence NEW PROJECT HELP PREFERENCES ENGLISH W i

project
home

Name' Description

Cancel

B 7. Sebr R EARIET R

2023 4 H



WIPO Sequence i /7 it F21m

T H ERALE

Z LRI H ET RS =2

FEME (WK 8 « ARAESIE (KK 94) LIRABKIE (WE 105) . HihEA EIEH (WA
19, frFA LM, EHTHIEmHHD .

PROJECTS | PERSONS & ORGANIZATIONS ORGANISMS  HELP PREFERENCES ENGLISH v

NEW PROJECT  IMPORT PROJECT  IMPORT SEQUENCE LISTING  VALIDATE SEQUENCE LISTING

PROJECTS

Search project by name Q
Project name = Applicant file reference = Applicant name = Invention title = Status = Creation Date
Polypeptides Having Beta-
ods festure 15123-WO-PCT[2 Novozymes A/S Blusanase Activity and modified 2021-08-07

Polynucleotides Encoding
Same

COPOLYMER INCLUDING
UNCHARGED HYDROPHILIC
BLOCK AND CATIONIC
160K 500 SEQ A400: 66076 University of Tokyo POLYAMINO ACID BLOCK HAVING modified 2021-09-07
HYDROPHOBIC GROUP IN PART
OF SIDE CHAINS, AND USE
THEREOF

160K 100 SEQS A400: 66076 University of Tokyo 2233334333 modified 2021-09-06

Polypeptides Having Bata-
Glucanase Activity and

cds feature 15123-W0-PCT[2] Novozymes A/S - Z nvalid 2021-09-02
Polynucleotides Encoding
Same
Polypeptides Having Beta-

cdsFeatures 15123-WO-PCT[2 Novozymes A/S Blusanase Activity and modified 2021-09-01

Polynucleotides Encoding
Same

8: TiH LA

= WIPO | Seq PROJECTS |PERSONS & ORBANIZATIONS | ORGANISMS HELP PREFERENCES ENGLISH

CREATE NEW PERSON OR ORGANIZATION

PERSONS & ORGANIZATIONS

Name anguage Code Name Latin Residence Address Correspondence Address
Nxo, Cuut

Rxein, dip

Bnan ru - Russian test name

E9: NBURIZHZUHLE]

2023 4 H



#
N
=

WIPO Sequence i /7 it

= WIPO | Sequence PROJECTS PERSONS & ORGANIZATIONS | ORGANISMS | HELP PREFERENCES ENGLISH

EXPORT CUSTOM ORGANISMS  IMPORT CUSTOM ORGANISMS ~ CREATE NEW ORGANISM

ORGANISMS

Name Description

test organism

Demo Organism

B bbb
A aaa
1
Pl 10 A=A
I H W

T H U H N ML, XN TR TR AN F AR 7 2 18 A0 an ] 43 Fios
1. BHFEMEESAE (D HIHZRE R, BN “IH” O - S8 Frf I 3 BdlE i 0,
2. WERERE (2) o APEREURHIER
3. EMAHSCRRERTALE (3D« AR T /S ATERAEOS B 1 SCARRE R,
4. FAMEME (4« IR,
5. WoRFHIRME (5) « FIZRENA R ST.26 513 A9 AR T g 5,

6. FEEISEE. BFENTH T PO bR ST.26. WIPO Sequence A1 ST.26 &1 RIS (6)
DA

7. HEIHE (7).
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WIPO Sequence i/ F-if

b

DISPLAY
VERIFICATION LANSRASE — 1MPORT  THE
REPORT DN EN T REPORT SEQUENCE
= LISTING

7 3 4

PROJECT

GENERAL INFORMATION SEQUENCES

Print Export Import Another Project

PROJECT

16: 11 TiH F4ifE S T EA

Return
to
project

home
74

6 8

HELP W PREFERENCES Elw

Validate ‘ Generate Sequence Listing

FOR AT H T AP AL B TR A IR BIH 007 5 L (8) .

2023 4 H



WIPO Sequence i /7 it 24

T R4S S

EAER

FEIRH VRIS S AL R TR T DA B — M S I H A SRR, W 12 For.
AT

I H 44 7%
T H A H YA Ta]
XY H HEAT b RS H AT A o

THIRA (AJREMH: ‘new/modified’/'generated’/invalid’/valid’/warnings’) -7F & 1% AN & A 4w 5 1)
TR

T H 5 B AT 3k

PR NS AR (FESATIHE M5

H H AR 2 7 IR H SO 5 A

A E (R%58:  ‘Sequences’ )

@ CDS RHERS, T F E 20 gl 1R IR e fFi S e (0 H 0 fe
FESEE Bt SCAE F ARG
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WIPO Sequence i/ F-if

LANGUAGE
S§T26T- VERIFICATION DEPENDENT IMPORT DISPLAY THE - PREFERENCES ENGLItw

Z WIPO Sequence
2138 REPORT QUALIFIERS REPORT SEQUENCE LISTING

GENERAL INFORMATION SEQUENCES

ST2 6T_21 3 6 Print Export mport Another Project Validate Generate Sequence Listing

Project Name ST26T-2136 Creation date 2023-04-06 10:45

Last modified 2023-04-06 16:39 Status generated
File Name ST26T-2136_3 V4

Sequences 11
Non English free text language code

Description
Original free text language code
Automatically add a translation qualifier when a CDS feature is created Off

12: FEAFE

# B
2 LR P RES &G v DME I A BRI, X7 B e A A — TR (LA 13)

P IETUE M E LU ME R
o RULH T T MRS

RN A P TSR, BRI A L SR R 9 B PCT 5 F

2023 4 H



#
N
=

WIPO Sequence i /7 it

o PRt ST.26 HIH FE %k #2

o RAtEEZR WIPO Sequence [Z]PABE R #1112
o IRMLFERILHY ST.26 [HERE

e H{L WIPO Sequence 5[ T H [\ A E

2 i i 15 WIPO Sequence ST.26 1R

SRR 8 ) S S L VSO A SRR £ B AR P A v

2023 4 H



E:

5 WIPO Sequence R # R BLE 092 F F FM4= WIPO ST.26, RAXE M. SAFARHAF REOLEBLREEH, §2E8
FEERRR, FRKRIRAMIE S RARGAREA R FM. 192, REEGEEFIES S LB ITEEE S MR,

= WIPO | Sequence PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP PREFERENCES ENGLISH

IPO SEQUENCE KNOWLEDGE BASE
ICONTACT US
ISTANDARD ST.26
AN 2 50U wiPo SEQUENCE TooL SEQUENCE LISTING  VALIDATE SEQUENCE LISTING

PROJECTS

Search project by name Q
Project name ¢ Applicant file reference - Applicant name Invention title = Status ¢ Creation Date = Last modified -
Bl 13: #EhFRisER

fEfJa — M LEH, P U EE A TR A R AR YE (LR 14) o KT IXESHR R
SR EAATERE AT T SCAR S “ TRIbGE” k.

Return
PREFERENCES HELP PREFERENCES ENGLISH v L

project
home

PREFERENCES

Maximum number of residue symbols to be displayed * 60

Default location where the

:quence listing XML file will be generated
jences to print (Leave empty for all] 1000
idues to print [Leave empty for all] 1200 74

Original free text language code [optional] true

Maximum number

Maximum number c

Enable rule XQV_48 for language-dependent qualifiers Off
Default language for tool interface * English

K 14. HEBLE

2022 410 H



WIPO Sequence F J* T/} F20

WEHER

AN T I T Rl R A R DR .

I H A2 12 B R RAE Al A O 5 2 P 7 s (o0 R M . — BLERIAIIUH o A7 Gk O B 1 57 LA
ZIbRitE ST.26, 1% T H gl 2 i X Ce B A1 9 A i Fe 91 38 v O AEL

BT, Bon CEERIUHE FIE, F A DUEREHEr B A R T, 1% H A AR HIEA
AT HIFAREA . RIIAARR. IR B0 H AT ik .

Ee:

ZLARSTET 1000 MR BE, WwREANMBAALAR D ZTAAE LR, WAPF EEREEAR, BLLEHRKRIZAA,
AR A G AR, AREZAEF AT L.

BRI H

BEE-DNHIH, BN E ETLE G (B E 15) .

¢  PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP PREFERENCES ENGLISH v

IMPORT PROJECT  IMPORT SEQUENCE LISTING  VALIDATE SEQUENCE LISTING
PROJECTS

Project name = Applicant file reference + Applicant name Invention title = Status = Creation Date :

15: BUEEHRIUH S 18

1) #iiE 15 FralE TR “NEW PROJECT” #f:. 7E#: NoRIAES, % T HKER
fefit ‘Name’ CIL3H) A1 ‘Description”  (JEIH) .

2023 4 H



WIPO Sequence H /- Fiit H3M

Seguence NEW PROJECT HELP PREFERENCES ENGLISH

project
home

16: QUESHBUESE 28

2) fEARTBUTRAER, KR “Save” 4L, CMER S RAAHIIIH . T H 2 T E
BEIXASHTIH K30 H 51240 17 Bros .

PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP PREFERENCES ENGLISH v

NEW PROJECT IMPORT PROJECT IMPORT SEQUENCE LISTING  VALIDATE SEQUENCE LISTING

PROJECTS

Project name = Applicant file reference = Applicant name = Invention title = Status = Creation Date

Polypeptides Having Beta-
Glucanase Activity and
Polynucleotides Encoding
Same

cds feature 15123-WO-PCT[2] Novozymes A/S modified 2021-09-07

COPOLYMER INCLUDING
UNCHARGED HYDROPHILIC
BLOCK AND CATIONIC
160K 500 SEQ A400: 66076 University of Tokyo POLYAMINO ACID BLOCK HAVING modified 2021-08-07
HYDROPHOBIC GROUP IN PART

OF SIDE CHAINS, AND USE
THEREQF

A 17: LB R R 55
FATH

UEDIRESRVER LLRT 3 I H A RZ T AT, WEHRUIRRBIGI HIR. P, ZSATHE S,
FIP NI H AL BTG, I SRR IR B SI HE. P,
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PREFERENCES ENGLISH v

NEW PROJECT | IMPORT PROJECT | IMPORT SEQUENCE LISTING VALIDATE SEQUENCE LISTING

WIPO PROJECTS PERSONS & ORGANIZATIONS ORBANISMS HELP v

PROJECTS

Search project by name Q
Project name = Applicant file reference = Applicant name = Invention title = Status = Creation Date =
Polypeptides Having Beta-
cds feature 15123-W0-PCT[2] Novozymes A/S Blucanase Activity and modified 2021-08-07
Polynucleotides Encoding
Same

18: SALIHE 14

1) HEHMETEK “IMPORT PROJECT” #i42, Wik 19: Fik.

PREFERENCES ENGLISH

¥

= WIPO | Sequence PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP -
=

NEW PROJECT IMPORT PROJECT IMPORT SEQUENCE LISTING  VALIDATE SEQUENCE LISTING

o Upload file [.zip]

@ open

4 [ > ThisPC > Documents > WIPO_ST26 v o £ Search WIPO_ST26 Cancel mport Project

Organise v New folder

=~ O @

o
P R OJ E C Name Date modified Tne i
# Quick access
o 8 tets_1617812352054.5ip 07/04/2021 17:19 WinRAR ZIP archive

B everis
@ OneDrive - everis
= This PC

& Network

<

| [zpan 3

PANCRERTIC CANCE

File name: |tets_1617812352954 zip

Bl 19: ST H X IEHE
2) TEEHRIRHKBIBI AR, FraiB iz, $idi “Upload file [.zip]” #41 (1) .
3) TEERARWBNSIAME. FrRrIrTFTHFFIXEES, EHRESANNIE O 2/ 3) .
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WIPO | Sequence PROJECTS PERSONS & ORGANIZATIONS ORBANISMS HELP v PREFERENCES ENGLISH w

w

NEW PROJECT IMPORT PROJECT IMPORT SEQUENCE LISTING  VALIDATE SEQUENCE LISTING
St261-2576 [1) xml_1840106895750.2ip Upload file [.zip]

°" Enter the sequences to be imported

Sequence Number [ID] Position

1

2

Select Range of Sequence IDs.
1-2

Use commas ta separate individual sequences [for example: “2,5,8"; use a dash to indicate a range of sequences [for example: “2-8"1.

Cancel Import Project

K 20: SATH, ®EFHITEE

4) R “Select Range Sequences” fiRiEH, WP SAATEFI. W& E 5 A0
H e 750 frik, Mz)ik “Select Range Sequences” EiEHE (1) , FFAEIES T B
(2) TENFRFFFIN ID 5, WK 21 Fim. rTLUEAEA TS, Wn] LU HE S5
B ) 2 8112 B x-y TSP A

w~l: “1, 3, 7, 13-20, 30-50”
EONEOLT, S AIUH K2 7 5 Eek ooy —ANEH, B 1-8 5514
5) fJa—FRBELEON “SATH” %8 (3, wid 21 Pis.
ARIH PN, AR T2 I DA i R i AT, R IR IR EIFI AR, Fis.

PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP PREFERENCES ENGLISH

SUCCESS: The project has been imported successfully X

K21 BHBIISA, OB

@ 4mE A : WIPO Sequence £-F AT B A=A MRS EMER: RARFREIMERGER. IRXRSHNELAGTELOIER
A, wiBEA, FERFRST A4,
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FAFIIR

MIH AL, P AT BLL TIRF& ST.26 & ST.25 KFAIE P R AFFFIER. ST.26 %30
(ISR 2O xml, - ST.25 % 21 S 3™ txt.

1) He, K 22 FrRMETEEK “IMPORT SEQUENCE LISTING” #4411,

PROJECTS PERSONS & ORGANIZATIONS ORGANISMS PREFERENCES ENGLISH w

NEW PROJECT  IMPORT PROJECT VALIDATE SEQUENCE LISTING
PROJECTS

Kl 22: SAFPPIRE 1E

2) 1EFRIRIRBIGIAE. FrosriIrrEnEs, $d “Upload file ST.25 [.txt] or ST.26
[xml]” $&4 (1) , TEFT MRS HE POk B AT & M7 2R S0 (2) o RJETE “Project
Name” FEBH 4 H AR PR N BRI I E 47K (3) .

g WIPO | Sequence PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP PREFERENCES ENBLISH w
=
« v 4 [ ThisPC > Documents » WIPO_ST26 v o O SearchWIPO_ST26
ISTING VALIDATE SEQUENCE LISTING
) A~ Name - Fypel . ) o
validsts.xml Upload ST.25 L.txt] or ST.26 [.xml] file
#* ) basicaml o Ml
» ]| ST26T-1796-valid xml
Project Name * » [£] &t_1796 txt human 1.bct
evatid test 5] 0t_1796 txt human 2.txt
Select Range of Sequence IDs
WIPO_ST26
B everis
Select the general information con|
@ OneDrive - everis
[ This PC
= Network v o< > Cancel Import Sequence Listing
File name: [ basicam | it i €t i) -
PROJECTS —

K 23: SAPIIR, MIHE

K 24 PRI EEE EHE—— “Select Range Sequences” Fl1 “Select the general
information contents to be imported” , ¥ LV H - 45 B FIR L E 4> BT H H
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WIPO Sequence ] /7 FHt E A

st2Bt-2624.xml Upload ST.25 [.txt] or ST.26 [xml] file

¥ Enter the sequences to be imported

Sequence Number [ID] Position

1] 1

|

Select Range of Sequence IDs.
1

Use commas to separate individual sequences [for example: “2,5,8"); use a dash to indicate a range of sequences [for example: “2-8"].

Select the general information contents to be imported

K 249: SARFHIR, EFH

BN RIEESRVE T A P FIR P EZ S A NRE P A ATLA A AN RS, ]
LA RDE 5 Ry aIER, sE A xy AP HITE .

%1&”: “1’ 31 7’ 13'201 30'50”
BROATEOLS, SAFIIRI TS SR B — M a

K 24 FiRIEBEMY], —H4E TS ID S, HTRNMENETES, 55 He
fEFrH R B “Position” .
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WIPO Sequence H J* T 8

Project Name

Insectidal Proteins |

Select Range Sequences

¥ Select the general information contents to be imported

4 Element Origin Element Value Target Element Value
IP Office = GB
v Application Identification Application number = 34892756

Filing date = 2019-05-02

4 Applicant File Reference Applicant file reference = ABCD1234567
IP Office = GB
s Earliest Priority Application Identification Application number = 128432643875345

Filing date = 2019-05-01
4 Applicant Name Name = James Wilson

Invention title = Insecticide protein, Language code =

4 Invention Title Bag
en

The data for the selected attributes will be overwritten

Cancel Import Project

K 30: RAFFAIZR, wHFEIER

P AN EHER R AN R AR, IX SN R AR fe VR A R R N
2R, i E& 30: FR.

3) #Ja, PLEGK “SABH” %M, GUEFH.

WRFHIRSFANIER, ¥ERE31E 3131 fioni “Changed Data” &, & A1IH P ES IS
Xf ST.25. Z 75 raw JFHIREHR AT E S, DUEHER ST.26 FIE K.

E: FARIRE, AR AR, KRANE, A SRR ST. 26 44 —HLE 918,
LRIEFMA, FANFE ST 25 695 7| R LA H 4y, TN REARIE WIPO Sequence #9 %Ak o
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WIPO Sequence ] /7 FHt HOm

Import Report [ puoreor |

Changed Data

Origin Ta Origin Element Origin Element Target Element Target Element - it Origin Sequence ID
Origin Tag £ S Transformation i
Name Value Name Value Sequence ID Number

All 'u' symbols
in sequence
are not
permitted and
should be
changed to ‘t'
symbols and

Sequence that either a

Residue modified_base
[uracil in DNA)
or
misc_feature
[combined

Sequence u

RNA/DNA
molecule] is
needed

K31 SARSIE, 2 E A

WM R ST.25, A SAREME R 5SS RMBHEEHIER, TEHRGER S
I 3131 Fros, SRS K 2532 Fis.

PROJECT  VERIFICATION  LANGUAGE DEPENDENT  IMPORT DISPLAY THE HELP ~  PREFERENCES ENGLISw

DEMO REPORT QUALIFIERS REPORT SEQUENCE LISTING

Import Report

Import Report Messages

Type of Note Data Element Message Text Detected Sequence

The symbol 'u'is not permitted and must
be changed to a 't". A 'modified_base'
should be used to identify a uracilin a

Global <400> DNA sequence. A 'misc_feature' along
with a 'note’ qualifier should be used to
identify each fragment of a DNA/RNA
hybrid sequence

Please provide appropriate valug(s] for the
qualifier 'mol_type' of the following SEQ ID
NO[s]: 1, 2, as prescribed by Annex VII,
ST.26.

Global

K 25: SAFPIIR, SAMRSE

Sery, AP AT ORI H ALK (2) BibL PDF A% (3T Bl — 3 6 T X SR s ik iy (1)« WA
25,

AR # PDF SCAFEH], 15 2 5.
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WIPO Sequence H /- Fiit ¥ 101

KLk, WERFPAIRSCAF AR, W AR BRI, ARMIEL T, ZlSAE, H
R 2IFn S AR P BLEHR L R s R, WA 33,

PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP PREFERENCES ENGLISH w

ERROR: An error occurred while importing the ST.25 sequence listing. X

NEW PROJECT  IMPORT PROJECT  IMPORT SEQUENCE LISTING  VALIDATE SEQUENCE LISTING

PROJECTS

Search project by name Q
Project name Applicant file reference Applicant name Invention title Status Creation Date
Copolymer including
qv 42 xqv 42 AB123 Tom Jons uncharged hydropfilic new 2021-07-07

block

Kl 33: FAST.25 75k, L tfiiE

UEAh, 2T AL 100k 740 (B FR f1] ~ R Bl tE. AR FFIRE, 7 ) DR A B A28
Jrid: W IEFE SN RE L, RRRIH X e e, R AL
PR — BRI B, —AN29 100k #7513 7T A7 4 10 x 10K FPal, AT — 3N .
FERIE T H PR 25— 10K,

RAEFF5IR

F AT DLE R B 3 H AL A B “VALIDATE SEQUENCE LISTING” %41 5R464IE ST.26 7
IR, Wi 26 fis.

= WIPO|Sequence  PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP PREFERENCES ENGLISH w

NEW PROJECT  IMPORT PROJECT  IMPORT SEQUENCE LISTING
PROJECTS

Project name = Applicant file reference - Applicant name = Invention title < Status = Creation Date

K 26: BiEfrPAIER

BNk, M P b aings iR AR B S HYE. P, B “Upload file ST.26 [xml]” #24 (1) , 4%
JEESHERE IR (2) o &5, #idi “Validate Sequence Listing” 4l (3)
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WIPO Sequence H )" Tt 11

= WIPO | Sec PROJECTS HLRSONS & ORGANISMS  HELP v  PREFERENCES ENGLISH w

ORGANIZATIONS

NEW PROJECT IMPORT PROJECT IMPORT SEQUENCE LISTING VALIDATE SEQUENCE LISTING

Upload file ST.26 [.xml]

. Open X
Cancel Validate Sequence Listing
< v « Docu.. » sequences DD v D L Search sequences JDD
P R Organise ~ New folder EE > in | e
reports * N Name Date modified ol
2652 ) 2021097599 (2) 9/9/2021 3:00 PM
sequences JDD ) 16515000_1_1 (4) 9/9/2021 3:00 PM
WIP ) 1982 (1) 9/9/2021 3:00 PM
XFQ 11 a txt_st25_artificial unknowntxt 9/9/2021 3:00 PM
) adt 9/9/2021 3:00 PM ect by name Q
fir NTT DATA EMEAL ) AEPALFD 3_XFD 4 (1) 9/9/2021 2:14 PM
@ Onedrive - NTTD, ) basic 9/9/2021 1:51 PM R
i - . L reation
Pro]e Microsoft Teams ) ST_26_long_amended DTD version 9/9/2021 1:39 PM vlitle ¢ Status = TEiE s
v < >
2404 File name: | asic o ] modified 2021-11-08
Open | ‘ Cancel |

K 27: BRUEFAIER, SHEHE

R FIFR S KA, st LK 286 B M

P 286: B B S AIE T 5E ik

BUR P AIRAEILIUE, W AE P LA DTS UER 5, JRER OIS UE R Ue, W 29 7
Zi
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WIPO Sequence ] /7 FHt F12 W
. .

Verification report

Verification Report Information
Production Date 2022-02-12

C:\Users\aterrass\AppData Roaming'ST26_authoring\QT05.xml

Verification report C:\Users aterrass\AppData Roaming ' ST26_authoringQT0S html

Verification Messages
Severity|| Data Fletent Message Text Detected Value Detactsd.
ERROR | Qualifier Value The mandatory qualifier value for qualifier ‘note’ is missing. 1
WARN | Qualifier Value The English language value for qualifier 'note' is missing. Certain IP Offices require English language qualifier values. 1
ERROR | Qualifier Value ‘The mandatory qualifier value for qualifier ‘note’ is missing. 1
WARN | Qualifier Value The English language value for qualifier 'note' is missing. Certain IP Offices require English language qualifier values 1
ERROR | Qualifier Value The element includes u.on-permmzd characters: :,0.1.¢.k.y.2. Only printable characters (including the space character) from the Unicode Basic Latin code soaexyas 1

table (except the reserved characters) are permitted.

ERROR | Feature Key ';'r:“f::u;u key SOURCE is not valid for amino acid sequences. Feature keys for amino acid sequences must be selected from WIPO ST.26 Annex I, SOURCE 2
ERROR | Feature Qualifiers Mandatory qualifier mol_type is missing. MOL_TYPE,ORGANISM | 2
ERROR | Feature Qualifiers Mandatory qualifier organism is missing MOL_TYPE.ORGANISM | 2
ERROR | Qualifier Name The qualifier name MOL_TYPE is not valid for this SOURCE feature MOL_TYPE 2
ERROR | Qualifier ID Ths qualifier contains an id attribute. The qualifier 1d attribute is itted only for a qualifier with a language-dependent free text value. q5 2
ERROR | Qualifier Name The qualifier name ORGANISM is not valid for this SOURCE feature. ORGANISM 2
ERROR | yion English Qualifier | N pinglish qualifer ree text is permitted oy for 2 qualifierthat allows language-dependent fre text Hencues 2

K 29: IIEFFAIFR, WEIRE

HTML SCHE AL BOR B~ XML BGAE RS (1) F1 (2) 5%, DUEF OB ScEE & 2 AL E (I
HRURRBIZI HE. ) -

E: AP LRAFAIMALLIE LiEf, TREMITAEX: IEFILE P ActiveX I, XL MIRA :

content (AHAMILIEAAR) 7, AR XY EHAIE. FHEIHERLSUAFES X I T, R LTiEEEK.

“allow blocked

iFEE, ATIIEFI ., ST.26 IHRFESATEK:
- LUER UTF-8 %45, H BubReua 54 XML 1.0 HL7E 69 A & F 54
- 40 8.4 VAT DOCTYPE 47:

<!DOCTYPE ST26Sequencelisting

PUBLIC "-//WIPO//DTID Sequence

"ST26SequencelListing V1 3.dtd">

- /&t dtdVersion & & DTD fk A :

- XM/ 4 DTD 4+ ST26Sequencelisting_V1_3.dtd’.

Listing 1.3//EN"

s AR HARE 1 DTD 24 BB AR o
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MERIR E

TMIBRITH, HPRBNIH (E50 PEIFEE, Wl 308 fis.

NEW PROJECT  IMPORT PROJECT IMPORT SEQUENCE LISTING  VALIDATE SEQUENCE LISTING

PROJECTS

Project name Applicant file reference = Applicant name = Invention title = Status = Creation Date =

§1261-2624 es123 ALVIZO, 0SCAR Nufiez ST26T- 2624 ES new 2022-01-12 g

Polypeptides Having Beta-

cds feature 15123-W0-PCT(2] Novozymes A/S Blucanase Activity and. modified 2021-08-07
Polynucleotides Encoding

Same

30: MBRTIH, TiH E T E

FEIIH 2 TOANL P A R P A SR B (10475 A [Tty B (R 2

Delete Project

Are you sure that you want to permanently delete this
praject?

Delete

K 3L: BRI, 00 H 3 oL E

TERRIRIRE G AR Prnrsie s, $iidi “Delete (MIERD 7, WHIAZMIERPTEITH .
A RFHR

ATVEL N 3 B L R SR 5 R fE

B A R EAHA

LRI N B, R b N 51 BRI T4
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WIPO Sequence H /- Fiit #1471

= WIPO | 5T26 Tool PROJECTS PERSONS & ORBANIZATIONS ORGANISMS PREFERENCES ENGLISH w

CREATE NEW PERSON OR ORGANIZATION

PERSONS & ORGANIZATIONS

Name Language Code Name Latin ¢ Residence Address Correspondence Address =

K 32: QUESHTII G5 125

B, H P Ut E TS “CREATE NEW PERSON OR ORGANIZATION” #3%, W&
33 fli7R

= WIPO | ST26 Tool CREATE NEW PERSON OR ORGANIZATION PREFERENCES ENGLISH w Close

Cancel

K 33: GUEHTMANRIALE 28

ERFIALE F, H P iz D IA S 5 N AR S B AR B B (B “*” R
N o Xj‘:.F‘EFllﬁj\/jiEﬁ}\ﬁﬁl:ly /\ﬁ'ﬁiﬁ‘:‘!%if\ (ﬁD%U\?JT ’/ﬁv‘j:ﬂf{#\:) *nlnm

N BERAH R L RRA R T 245, WINAE “Name Latin” =B R AHZ L FRIGHL T SChiAS .
WRAPRMMER, IBATERUESA K ST.26 FHFRE, T H ¥ LKA,

B XAk

LA HH. S FHEUER B YR, PN AR E I G . ST A el
BT B E SCERIR PR B N ERRIR B 5 TR, iR ft.
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A & XYk

;: WIPO | Sequence PROJECTS PERSONS & ORBANIZATIONS ORGANISME HELP PREFERENCES ENGLISH w

EXPORT CUSTOM ORGANISMS  IMPORT CUSTOM ORGANISMS
ORGANISMS

Name Description

test organism Description example
Demo Organism Description Demo example
B bbb

34: QUESETRIAEMIRS 10

SOV A UEYR, EREMETREK “CREATE NEW ORGANISM” 5842, 41K 34 fr
Mo EAZFORMFHHE R (B 35) , MBI YR ZRR, RaHd “Save” . WRTENZHE
SCAEYRBEAT U, AT DAHEAT IR B RN, AR SRR BB YR, TN

CREATE NEW ORGANISM  HELP PREFERENCES ENGCLISH w Close

Name*

[ 35: QULLH IS 225
T B e AEME
FEREAEIZ TR AP I B e SRR L U BT DLG O R A BSOS R h, MR TR 2

ANBATIE M E L DL E SN . BESHIZAIR, HhEE ‘EXPORT CUSTOM ORGANISMS’ , I
K] 36 1 HTR:
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16 7

quence

PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP

PREFERENCES ENGLISH w

ORGANISMS

Name

test organism

Demo Organism

B

BNR, CRHTIF N RHEHE,

PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP

EXPORT CUSTOM ORGANISMS | IMPORT CUSTOM ORGANISMS =~ CREATE NEW ORGANISM

jo)

Search organism by name
Description
Description example
Description Demo example

bbb

Bl 36: T AE LMK 10

FCVFH R B SO AARR O SCPEAL B, i 37 B,

PREFERENCES ENGLISH

ORGANISMS

Name

test organism

Demo Organism

B

A

EXPORT CUSTOM ORGANISMS  IMPORT CUSTOM ORGANISMS ~ CREATE NEW ORGANISM

Je!

Search organism by name

@ savens

Organise v New folder

Name
3 Q

fa e
- 0
o T

=N

4 > ThisPC » Documents > wipo docs v 0 Search wipo docs

[ZIEREN SN Custom_Organisms_1625665412516.tx4]

Save astype: |t (“ixt)

~ Hide Folders

Save Cancel

B 37: 3 A SCEWE, Wl

TSR txt SO, AR 2RI, TR SR AT AT (WA 38)
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WIPO Sequence H /- Fiit H17T W

”j Custom_Crganismms_1625665412516.txt - MNotepad
File Edit Format WView Help

ﬁ: aaa

B: bbb

Demo Organism: Description Demo example
test organism: Description example

K 38: HE XM SCASAT RS

RN EE X EME

6 Tool PROJECTS PERSONS & ORGANIZATIONS ORBANISMS PREFERENCES ENGLISH w

EXPORT CUSTOM ORGANISMS [IMPORT CUSTOM ORGANISMS| CREATE NEW ORGANISM

ORGANISMS

Search organism by name Q

Name =

Kl 39: SAAELEMEE 10

H, ATSANBAEXEMEKL R, HP LA R G0 ETHEHEA “IMPORT CUSTOM
ORGANISMS” ##z, WK 39 fin. XEEEMEER T HITH—NEME, WK 40 Fix.
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p
WIPO Sequence fH /" T %18 111
: | & Open x
£ WIPOIST26Tool PROJECTS PERSON
= « . g » ThisPC > Local Disk(C:) » temp » 526 » inbox v &  Searchinbox P
Organize »  New folder - m @
Outlook *  MName Date modified Type M
Scan | | Custom_Organisms_1555 bt 06/03/19 23:19
ORGANISMS s
Temp
Trabajo
B This PC
B 3D Objects
[ Desktop
|5] Documents
4 Downloads
Prototype C12 d Music
= Pictures
B videos
Demo Organism 5 Local Disk (C:) v < >
File name: | Custom_Organisms_1355512500784.bd v () e
organisms2019.txt Upload file [.txt] o
Cance Import Custom Organisms

Kl 40: SAEE LM, HiE

1) ¥ “Upload file [.txt]” #40 (1)

2) MOEHE IR B E SCEMIR SRR (2)

3) #Ja, MEIEEM “Import Custom Organisms” %4l (3)

E:

B FANG AR LA (txt) , AP aSmTAR (UTF-8) B Xa a2 XLk ek, £ 8 £ -7 L.

RGE B

ERGEIETALEF, FTLME WIPO Sequence FIJLANELE 4, XESHOKE A T1% T A

G ENAEATH (LA 40
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WIPO Sequence H J* T #1971

Return
to
project
home

PREFERENCES HELP PREFERENCES ENGLISH

PREFERENCES

Maximum number of residue symbols to be displayed * 60

Default location where the sequence listing XML file will be generated

Maximum number of sequences to print [Leave empty for all] 1000

Maxirmurm number of residues to print [Leave empty for all] 1200 Vg
Original free text language code [optional] true

Enable rule XQV_49 for language-dependent qualifiers Off

Default language for tool interface * English

B 41: REG0E IR E

NTBUEARGEED, H g B PR ERRS, BLTITE 42 Fros i 4 i .

%WlPOISEquenne PREFERENCES HELP - PREFERENCES ENGLISH .
=

Maximum number of residue symbols to be displ

B0

Jefault cation where the sequence listing XM e will be generated

Default location where the sequence listing XML file will be generated Celect folder
Maximum number of sequences to print [Leave empty for all]

2500

WARNING: If the project to print contains a large number of sequences, the PDF file may not be generated as the resulting file would be too large to view.

Maximum number of residues to print [Leave empty for all

2500

WARNING: If the project to print contains a large number of residues within a sequence, the PDF file may not be generated as the resulting file would be too large to view.

# Original free text language code [optional]

Enable rule XQV_49 for language-dependent qualifiers

efault language for tool interface *

English

42 FOE AL LT
A OIS E SO B H - (R A7 -

o RERKEEMSHE ER: ZSEX SRR FAT RoR KR ES H T3 E. B
60 ML

o ERE ST.26 FHIRICMH (xml) MBRAALE: AFHERMZIE.
o FHTENHIFFISE ER (BZEDSEFEEI) - BN 1000 741,
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WIPO Sequence H J* T #2071

o FFTEIRIRESE LR (BEZEDUEHEEH) - B8 1200 Mk,

o JFIGHBICAETAN: WRAIEZEENE, F53cA MR A b SCRE S5, WISIE
WA A . BRIAROL T R Ak

o JBM XQV_49: MR AMRIZEIENE, FHEA FBUERHR B BRI ERFIISECE, Nk
HES. BB AR,

o BUAARMIET: J5H WIPO Sequence B FTHK BRIIES . BRUHTEL.

E:

#3545 AN EW MBI A PDFA %, AP iz, @ TEFRGFI R, 40 PDFTRALSTRA, LEILT.
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WIPO Sequence H J* T #2170

BB VE4RfE B

AN AT H VER(E B AL SEOE AR D RE -

TENE

SHTENTUH , H b ZRE NPT s 50 H 3T H P45 SR, IR LB T R “ Print” 24,
HHRIRIRBISIHE. Frm.

LANGUAGE DISPLAY Return

VERIFICATION IMPORT THE to
REPORT DEPENDENT REPORT SEQUENCE HELP = PREFERENCES Elw project

QUALIFIERS LISTING home

PROJECT

GENERAL INFORMATION SEQUENCES

p ROJ E c I Export Import Another Project Validate ‘ Generate Sequence Listing |

43: JTEIHE 13

R, KR BRI RAE,  DAETE S A I H 4T EDIRAS 5 R H U AT 5
FE (ZUKE 44

5 LANGUAGE
VERIFICATION IMPORT DISPLAY THE
g WIPO | Sequence  DEMO  peoppr :E:EINFI:E:'SI' REPORT SEQUENCE LIsTING  HELP w*  PREFERENCES ENGLISw .

GENERAL INFORMATION SEQUENCES

DEMO

¥ Print General Information Part
¥ Print Sequences

Sequence Ids
1-12

Use *," to separate your ID selection: to select a range use - between the ids or leave
empty to select "ALL".

Print

44: JTENESE 2 2

WIRER T “Print Sequences” , FF Al LLETTE “Sequence IDs” FE g ID 5 uH K45
EEATEIRT A, B3, MR Es, WEBTHIE .
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WIPO Sequence H /- Fiit ¥ 22

ERATEOLR, TUH #7518 BoRs Bos o — e

PRI “Print” 45, WR PDF SCAFARIEH, % T HRMK/E PDF [ th T r 30, 4t
MPEE.

AR~ PDF SRR, 162 K 9.
FHIH

WEH AT LA O zip SO, (A &0 T H s, B8 5 — 6 %3 7 WIPO Sequence (1 6 20Tt
FHLFEN, WRIEE 45 Frik i) AT .

DISPLAY
THE
SEQUENCE
LISTING

Return
to
project
home

LANGUAGE
DEPENDENT
QUALIFIERS

PROJECT VERIFICATION
DEMO REPORT

IMPORT

REPORT RELP <7

PREFERENCES Elw

/ WIPO | Sequence

GENERAL INFORMATION SEQUENCES

P R OJ E C I Print Import Another Project Validate Generate Sequence Listing
EEE
. Save As X
™ « Docu.. » sequencesJDD v D £ Search sequences IDD
Project Name project demo Organise ~ New folder (7]
Status invalid Saved Pictures A Name Date modified
Description
0 L | g Screenpresso wipo-sequence-validator 10/6/2021 9:28 AM
riginal free text language code wip i Basic 1634809871994 1072172021 11:58 AM
Automatically add a translation qualifier when a CDS feature is
[& NTT DATA EMEAL
created Off
_ i X >
File name: ~
Save as type: ZIP >
A Hide Folders Cancel

Kl 45. SHTH, XiE
1) IO H EAE BALE T “Export” %4,
2) FEMBLRSTERES, SRS FIPTF ROIUH RAF AL E
IARIUH Y3, R LT S Il ECRRE, A R A ARNALE, Tl 46 PR .
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DISPLAY Return

IMPORT THE to
REPORT SEQUENCE HELP PREFERENCES Elw

LANGUAGE
DEPENDENT
QUALIFIERS

PROJECT VERIFICATION
DEMO REPORT

project
LISTING home

SUCCESS: The project has been exported successfully at 'C:\Users’ =~ .Documents\sequences JDD\project %
demo_1641987266595.zip’

GENERAL INFORMATION SEQUENCES

p R 0 J E CT Print Export Import Another Project Validate Generate Sequence Listing
Emm

Project Name project demo Creation date 2022-01-12

K 46: SHIH, &Ih
MA—ATEHFAGEE

F BT DR A7 i E T B i At ol B s B HI RS T I E . S ANE BT BUE
“General Information” 5, AL “Sequences” i, EEFEHH .

E: $ B “General Informaiton” WEAAXME L AT A5 L4 “General Informaiton” , m-F A& “sequences” ¥ Ftm 2] 17
B LAty 5o &+,

B, F P AURd I H FEE B E TR “Import Another Project” #2411, U4l R E5]
. FiR.

DISPLAY Return

IMPORT THE to
REPORT SEQUENCE HELP PREFERENCES Elw e

LISTING home

LANGUAGE
DEPENDENT
QUALIFIERS

VERIFICATION
REPORT

= WIPO | Sequence  PROJECT

GENERAL INFORMATION SEQUENCES

p R 0 J E c T Print Export ’ Import Another Project l Validate Generate Sequence Listing

K 47: SAR—ATHE 12

ZLABITT A8z, MERIRIREFIHE. 6 s, I BAE kR ENTIAGEE
I H

2023 4 H
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BASIC

Project”

Select the general information contents to bs imported
Selact the sequences to ba importad. If the box is left uncheckad then no sequences will ba imported.

Cancel Import Project

48: FAHAUIHE 28

R, WERIRIRBISIHE. Pror, A DOER R B4 2B H K “General Information”
(L RS Em e, UAIMRAGE IR (2) , fEdMAFS] ID 5 (3) JiHl,
LATR MR IR L 3 51 S N 2T H A

ERNEOL T, TUH 179 R S BUE7m o — AN

Retum
PROJECT VE§|F4$ATION LANGUAGE DEPENDENT  IMPORT DISPLAY THE = PREFERENCES ENGLISw 0
project
home

. WIPO|Sequence  peuo REPO QUALIFIERS REPORT  SEQUENCE LISTING

PROJECT DEMO

Project™
v

1841-AMBIGUOUS

°J Select the general information contents to be imported

e ¥l Select the sequences to be imported. If the box is left unchecked then no sequences will be imported.

Total Sequences

6

Select Range of Sequence IDs.
1-6

Use commas to separate individual sequences [for example: “2,5,8"]; use a dash to indicate a range of sequences [for example: “2-8").

Cancel

K 49: RAR—ABIHE 3P

R RS S RIEHE, S MB— AR, DR WA IH —— Ak g Rgn) TiHEAH bx
WIH CHED —— B RUE B

e

4o R PR A)it “Select the general information contents to be imported” &, M A& FF & FALZLEFATE P,

20234 4 1
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525

WRIE, H L uEFERLE “General Information” 763 ZE45AH R H AR I H K5 HUE ST EUR,

IR I RIREN S TR .

1941-AMBIGUOUS

¥l Select the general information contents to be imported

Element
4 Application Identification
4 Applicant File Reference
td Earliest Priority Application Identification
el Applicant Name
tJ Inventor Name

£l Applicant List

Origin Element Value

IP Office = FR
Application number = 123123123
Filing date = 2022-04-18

Applicant file reference = 123124

IP Office = FR
Application number = 123123
Filing date = 2022-04-18

Name = AP-HM
Language code = fr
Name Latin = AP-HM

Applicant name = AP-HM

Target Element Value

IP Office = ES
Application number =1
Filing date = 2021-03-01

Applicant file reference = ABC1234

IP Office = ES
Application number =1
Filing date = 2021-03-01

Name = Steven
Language code = es

Name = Steven
Language code = es

Applicant name = Steven

v Invention Title Bag Invention title = TEST, Language code = fr Invention title = AMBIGUOUS, Language code = es

The data for the selected attributes will be overwritten

K50 S ANH—AIHEE 4 38

BJE, AP CYoE ZR I E UG B G Rm AT A RARIIE G, LA G RIRIRES) AR .
JRER AT (B “Import Project” %41 .

SUCCESS: The project has been imported successfully.

Kl 51: SASB—ATIH, B

IARIZ LT RMIER RN, B MG G RIRE, MERURIREISIHIE. Fis.
BHEmH

FERG PP AR A ONFT & ST.26 [ XML SRR, R 5ext U H #EAT R & . 1200 B AR AR i
FPoR 2 BTdEAT, (H R DL AT .

BIGUETUH, Pt I H vEgiE S M E TR “Validate” #2451, W RIARIREE| A .
FioR.
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526 7

%:_ WIP O | Sequence gga.:]sm

VERIFICATION
REPORT

GENERAL INFORMATION SEQUENCES

PROJECT ... = o

Project Name project demo
Status new

Description

LANGUAGE
DEPENDENT
QUALIFIERS

DISPLAY
IMPORT THE
REPORT

HELP

SEQUENCE
LISTING

Return
to
project
home

PREFERENCES Elw

Import Another Project [ Validate } | Generate Sequence Listing

Creation date 2022-01-12
File Name

Sequences 2

Original free text language code Non English free text language code &
Automatically add a translation qualifier when a CDS feature is
created Off
Kl 52: WAL 10
AESERUE, F PN “Verification Report” ALE, oA R Al BE P2 Az AT AT 0 IE 4 157 2 4

BRURIRBIGI AR, IR SR KBS

DISPLAY
IMPORT THE
REPORT

LANGUAGE
DEPENDENT
QUALIFIERS

VERIFICATION
SEQUENCE HELPw PREFERENCES v Eject

LISTING home

WIPO | Sequence TESTSTRAIN

REPORT

SUCCESS: The project has been successfully verified X

Report successfully generated on2022-01-12

This project does not contain any errors or warnings.

Fl 53: TH 6L %)

AR ISUE I R R DR IR BUE 5, AL IRiEdi . Hepfy — A%, PRI 1A 2
45 35 B ) S E AU A S B0 o 45 s B AR IR IR B 51 IR P, B ATAR I 1 2 4k
BR IR, R A AR R
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WIPO Sequence H /- Fiit 27T
LANGUAGE | ooc-  DISPLAY e
DoRCIERS  REPORT seauence HELP v PREFERENCES - Elv s
LISTING home

PROJECT VERIFICATION
REPORT

WIPO | Sequence DEMO

ERROR: After project verification, some errors or warnings have been detected.

Detected Value

Message Text

Report generated on 2022-01-12

Severity ¢ Data Element ¢
o The mandatory IP
Application Office Code is -
missing.

Identification

ERROR
K 54: BiHKRAE, HRES

Print Report

Detected Sequence

2023 4 H




WIPO Sequence H /- Fiit %281

A RRFFIR

XPIUH AT AT B B e 0 (VR AR , RAEMFIIR. ZAERFIIR, Hnia
BT H VEGNE BT 5 €1 “ Generate Sequence Listing” %41, #iF 55 Fiar. XK H 3
il Sexs IH BEAT RS IR R

DISPLAY Return

IMPORT THE to
REPORT SEQUENCE HELP PREFERENCES Elw e

LISTING home

LANGUAGE
DEPENDENT
QUALIFIERS

PROJECT VERIFICATION

WIPO | Sequence DEMO REPORT

GENERAL INFORMATION SEQUENCES

p R OJ E c I Print Export Import Another Project Validate Generate Sequence Listing
mmm

Project Name project demo Creation date 2022-01-12

Status invalid File Name

Description Sequences 2 P
Original free text language code Non English free text language code

Automatically add a translation qualifier when a CDS feature is
created Off

K 55: ERFAIR

W H B IR, BT ASKEAE, R P B BRI R R & ST.26 [
12 Cxmlb) , Wil 56 &R,

2023 4 H



WIPO Sequence H J* T #2971

D E M 0 Print Export Import Another Project Validate _

| B *
« v 4[| « Extension21 » DEMO v o O Search DEMO I
Project N D
fojeet ame beme Organise ¥ New folder - @
Status valid n S X
Description I This PC Mame Status Date modified »
Original fres text language code de 8 3D Objects No items match your search,
Automatically add a translation qualifier when a Cl I Desktop
Documents
4 Downloads
D Music
[&=] Pictures
[ Videos
5 0SDisk (C:)
» GENERAL INFORMATION| =
¥ Network
v < >
File name: | Demo.xml -]
Save astype: |XML (*xml) v|
»SEQUENCES

K 56: LHUTIIZR, Xk

E:
£/ Linux AT GE—ANTaRA: ZIANFLT, ERIHELAHA—ANS R “\7 . ABIIZPAR, FEKRGITTHM
R % & “\7

USRI H R REIE L A0, A4 S8 e ML R O AL g s, W&l 57 Pl

Report generated on 2022-01-21 sectesleciedseauences [ APHRRRSROR

(] Severity ¢ Data Element ¢ Message Text Detected Value Detected Sequence

The value of the
qualifier 'mol_type’
@ Qualifier Molecule s not. one of the
ERROR Type permitted values for rRNA Sequence 1
- a DNA sequence or
the value is
missing.

The feature location

includes a residue

number greater 1.50
than the length of a
the sequence,

which is invalid.

(] ERROR Feature Location Sequence 1

K 57: RUTIIR, HRIES

202344 H



WIPO Sequence H /- Fiit 30 1

HAUE B
ANV NS TR R AR O IE R, TR B e R 5 1% HE SRR K
P iR A

WE BT “Application Identification” F15 5 FTiE I H i &R HIEBRESMEE AKX, S IE
58.

GENERAL INFORMATION

APPLICATION IDENTIFICATION

Application Identified Before the assignment of the application number P Office AU - Australia )
Applicant file reference 123 Filing date 2022-01-07

K1 68: i 1 R

EmtE “Application Identification” 7T I{E S, #di Lrz AN E R ERR. R)5,
P bz i LA R AP IR E B, & 59 Frios:

1) WRAECLESE T HiE S, H/SauES s BiE I FR =AU FE . X2 WIPO
ST.3 5.

2) M ZUE I SRR R, REFF RS ORI S, BCE NIE g S e
i,

3) FEBCAH WIS HIHLT, M BAE 7 B e HiE AR %5 .
4) mRCLE T HIES, HP AN TR HIE S,

5) WRCLE 1 HIEH, 15 H LRSS FE R H .
6) it “Save” .

2023 4 H
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GENERAL INFORMATION

APPLICATION IDENTIFICATION

P Office

BD o v

Application |dentification* Applicant file reference*

® Before the assignment of the application number 1234586 o
After the assignment of the application number Application File Reference is a mandatory field when 'Before the assignment of the application
number' is provided.
Application number Filing date

12345 [ 4] 2019-02-20 (5]

s | (R
6

59: HIF IR B4 itk

E: RN A, BIERELEAEA—FEE, BT “RATVFHFRANT. wRCHBRPFS, WEFHETLR”

R AR F

BAETH R IR e B g, AT I H FE4EE B ALK HLE BT “Add Earliest
Priority Identification” #%4H, 41l 60 fizx.

+~ GENERAL INFORMATION

APPLICATION IDENTIFICATION

Application Identified Before the assignment of the application number P Office AU - Australia P
Applicant file reference 123 Filing date 2022-01-07

PRIORITY IDENTIFICATION

Add Priarity Application

60: HmiE/ARINILSERURIESE 18

T MR IE E e B RS W B N R, T A AIE “Selected Earliest Priority Application” '~
P ikt “Yes” o KIEARF AR, K H % B SUS MO AR IR S B i

B U ERE, W RE S E R G “Add Earliest Priority Application” #4H, & 61 .
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PRIORITY IDENTIFICATION

Filing date

P Office* o
v Date

Application number* Selected Earliest Priority Application® =

B 61 L 4R AR
P i AR AA

BUREHT HE NBOH R BN EAR A MBI E o, S AR I H VRS S AL RIS S
“Add Inventor” B¢ “Add Applicant” #%4 . AT AR RIP IR F R, Bk R4 5 5
LB, (E SR A NFUR I NS IR E . WX AN SRR s R R vk, RIS i [E] R A

RN,

ERHITHF AN AR RERANEME, WE 62 frax. WRIEHE T “Existing

applicant/inventor” , F /A LA —ANFRAE T #EAT LS, % FHAESH 1 5 i T E Ak S )
MHTRAE N RFIHE. ] 62 BoRn—ANFIFk, HobH =RIAHIEAN, wH “John Smith” .

Select the option™
= Existing applicant
New applicant

Select applicant*® —

DAMAN 2 070
Juan Rodriguez Barcia
John Smith

62: AINBLA HIE AR

WHRIEFE T “New applicant/inventor” , F 7 a2z G @8 i N /A 2R — 160 77 IR S mis TR
(LK 63) .

e RE—LPIFEAFINEDPTHAAA K. Bit, LMFE—LPiFAFR/ RKAAIRA primary (£2489) . IRFHALELE
A PR P 8 PR A/ KA
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e, HEEFIMEEE, HANFSEE 63 Fnit “Add Applicant/Inventor” #%4H. H+ N
BRI LR BORIES, PR IEIEN, AR “Add Applicant” 241 2 K 4

Select the option*

Existing applicant

® New applicant
Name* Residence Address
Correspondence Address

Language*

Name Latin
Mark as primary

Cancel

63: WNINETHIE AR
YL P S
“Invention Title” &% M5 B WHIHRE — T 1.

1) BRI REAFR, g “Add Invention title” %4, & 64 Fix.

INVENTION TITLE

nvention title*
Language*

Pl 64: VIR 4 FR A T
2) ERXABMZEF, RPN AR, RIS ZE 0 A 4 P2 A0 5 R AL

3) FdiiE ) “Add Invention title” 4.

E: ARIE WIPO ST.26, FI|RLMARRFiFMiESTREKP LA 2R, TA LT ALHF R LALIES R0 SN RAL4K, 12
HAPIET R AR AR AR AT LB Bk iR,
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FF5

I H 4 B “Sequences” i 7E A PR 5 F A B AH R IR BT .

LA FNAENEHE—ATH], 2 SRS 0 H S BB R “Sequences”
o FHPTFIIRME THITXEEET R PR E ZE R

lE=9: 32

1) Hii “Create new sequence” %4, W& 65 fizr.

GENERAL INFORMATION SEQUENCES

Create new sequence Import sequence Insert Sequence Reorder Sequence Bulk Edit
Sequence |ID Number Sequence Name Length Molecule Type Organism Skipped Sequence

DNA_RNA _withut_
ST25_seq_]

I—

10 DNA Homo sapiens No

E 65: QI FHIE 1P
H A BB 66 fTw:

2) Pl LlEFEIdE ‘Sequence name’ FEFRIRAHE SRR — A LHK, DUMEEE S HIX
T H . WREA, S LR ARAE TSR — AN BME, BB ‘Seq” 4T3k,
JEREEAE B ( ‘Seq 1’ ‘Seq 2’ ‘Seq .3 ) (1) .
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F P aiik$ ST.26 AUVFMIIFH FRAESRRMER =Fh >R M2 —  ‘DNA”  ‘RNA’ #I
AN (2) . FFFIAGLIE “Residue” SCATZEFHIN (3) . X, WERHFAE
BE N E RS DNA AT RNA B BUFIF A, b2k £ DNA BN £ 800128,

M b O E R PP AR VIR A TR, IR R 37 B XA BLAIZ ST TR
¥ P FiUE LI EIR SR ik 3%, AT UMW AR B I DR A7 10 B SCE R rhise
. AP AR ANEDERI AR, e MBS TR, S X s ki ik
(4 .

R ERT BB T RAE (5) AR RER 0 7 RBORS A RAT 738, 1% T HAER
B EARTE e AT e B 10 0 7R M AR 1k

W)k “Mark as an intentionally skipped sequence” (6) , 5 %1 [ BRI MM g %) £ 4 04
BUCREMRE], FEAEWRAUETH FA 7 FIRES, 2 AT A CORAE T 5 R AR
wWEAN ‘000" ) .

W A% “The sequence contains both DNA & RNA segments” (6) , K &2
FERVFH A “misc_feature” FHIEHIATEA DNA FI RNA F B 7B . A CE LB
AT B A B S — D AN “misc_feature” $RE (7) 1,  “misc_feature” ¥
B BFERTE /> TR B 51 “Further Text” SCAFZEBAEH M “note” FRERF. AL
WHEFHE, $di “Add new ‘misc_feature’ feature” 4K OI% 2 N ILRERE, T Ha4 40
TR AT A B CEL4E DNA T RNA FBD  #X A

S ST ST.26-MAF— 5 1 4% 37 AU HRT S RMAERT TR,

® S F AR AR ST.26-MAF— % 6 Tide $ 8 1. MUTMBRMEIELIREL L T RA% HINREFFE.
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Sequence Name Molecule Type*
Name/Description for sequence o DNA b
Residues*

LUailivauyddividuiivdilyddivigillidllyddivldiviivdliilyadividulildlilyadividulivdLiyddiv ldilitallyddividulivdilyddivigiliidliiyadivlaviivdliilyddivigiliidilyadivias |
ticattgaatctacticattgaatctacticattgaatctacttcattgaatctacticattgaatetacttcattgaatetacttcattgaatctacticattgaatctacticattgaatctacttcatigaatctactteattigaatctactteat
tgaatctacttcattgaatctacticattgaatctacticatigaatctacticattgaatctacttcattgaatctacttcatigaatctacticattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaat
ctacttcattgaatctacticattgaatctacttcattgaatetactteattigaatctacttcattgaatctactteattgaatctacttcatigaatetacticatigaatctacttcattgaatctacttcattgaatctacttcattgaatctact
tcattgaatctacttcatigaatctacttcattgaatctacticattgaatctacticattgaatctacttcattgaatetacticattgaatetacticattgaatetacticatigaatctacticatigaatetacticatigaatctactteatt
gaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacticattgaatetacttcattgaatctacttcatigaatetacttcattgaatctactteattgaat
ctacttcattgaatctacticattgaatctacttcattgaatctacttcattgaatctactteattgaatctactteattgaatctacttcatigaatctacticatigaatctacttcattgaatctacttcattgaatctacttcattgaatctact
tcattgaatctacttcattgaatctacttcattgaatctacticattgaatctacticattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcatigaatctacttcattgaatctactteatt
gaatctacttcattgaatctacttcatigaatctacticattga

Organism name * Qualifier Molecule Type

Saaristoa firma o genomic DNA e b
Mark as an intentionally skipped sequence

¥ The sequence contains both DNA & RNA fragments o

A feature with the key 'misc_feature' is recommended for each of the DNA and RNA fragments

o"ble:,u e Type Location

RNA 7.13

Further Text

Cancel Add new ‘misc_feature’ feature Create sequence Create & Display Sequence

Kl 66: G519 R AR

3) HESERRME, AL K “Create sequence” #%4EL 5 (A1) “Create & Display
Sequence” %4l .

WA Y “Create & Display Sequence” %41, fEGIEFHIE, BT H—AH
P EFFIIER, AT H EE S B FEIITT T 7, I  BE S AE.

BRER P A AR PSR e — M BB, IFa P HEFPS ID . Hidl
T IR AR RIR B T TR . s

TEERTWMEAFIIRATFEAER, S WHERIRIREISI IR, MERIREBE R, -
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37 7

SEQUENCE 2

Sequence Number (D] 2
Sequence Name Name/Description for sequence

Length 1792

FEATURES
Add feature
Feature Key

misc_feature

source

SEQUENCE

atctacttca
ttgaatctac
ttcattgaat
ctacttcatt

gaatctactt

FNFF

Location

713

1.1792

gaatctactt

cattgaatet

acttcattga  atctacttca

atctacttca  ttgaatctac  ttcattgaat

Molecule Type DNA
Organism Saaristoa firma

Contains DNA and RNA fragments

Qualifiers

note = RNA

mol_type = genomic DNA
organism = Saaristoa firma

67: HFFSIRIFAENIH

JPHE ] DLE S NS RN E B Af 2 (S0 U7 raw. multi-sequence. FASTA.

ST.26 f1 ST.25. Ai%)5, WIPO Sequence 4= [ i il 244 b fd B (A% =K

1) #i;i “Import sequence” #4l, & 68 i,

T Z WA > (B .
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GENERAL INFORMATION SEQUENCES

+ SEQUENCES

Create new sequence Import sequence Insert Sequence Reorder Sequence Bulk Edit

Sequence |ID Number Sequence Name Length Molecule Type Organism Skipped Sequence

DNA_RNA_withut_

1 ST25_seq.l 10 DNA Homo sapiens No
DNA_RNA_withut_ Abrophyllum
2 ST25_seq_2 30 RNA ornans No

Kl 68: FAFHIH 1L
2) H.ii “Upload file [.txt, .xml]” , W& 69 fizs.

B UAHEFT T, R EAT TN S 10 S0 o 1255 T R AR Ak Y 4% K,
IR FAPAT IR A

Upload file [txt, .xmll

@ Abrir X Cancel
4 || « Documentos > Import SeqListing v|® | BuscarenimportSeqlisting
Organizar +  Nusva carpeta
S -
& evers Nombre
& ST26 suthoringt ST28T-1087
|:#] 9.5T25_3233084_DTD Based.xml
] Noseqsdaxml
] Opt_Soy_Locixml
=] QN_1ml
B Objetos 30
] Results QV 29xmI
H videos [5] ST_25_import_complextit
= 0SDisk () 5] ST_25_longitxt
FEATURES P v <
Nombre: [ST_25_import_complextxt v | [t i ot omi v

Kl 69: FAFFA, i

ZLEAEZ IS ARV M raw. multi-sequence. FASTA. ST.26 fil ST.25. A& fF |
—IRER T AR F 1K e S A

W AT S Rs U2 ST.25 86 ST.26 (WK 700 , AP K %EE “Select Range Sequences”
FiEtE (1) o k), ¥BII—4N% (2, Kbt 8rFoeF5 ID 5, eIk
B BRI BN I H BB L1 7 51 2% T .

AR AN SR P B A R N BT E R n] DR BEET R 81 1D Sl (3) .
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ALV ARSI, WRTBUA A E 5 0 BRI AI3R, BB A x-y P SV

~: “1, 3,7, 13-20, 30-507

C:\ \Downloads\valid1.xml

o ¢ Enter the sequences to be imported

e Sequence Number [ID] Position
1] 1
[2] 2

[3] 3

o Select Range of Sequence IDs.
1-3

Use commas to separate individual sequences [for example: “2,5,8"]; use a dash to
indicate a range of sequences [for example: “2-8").

Cancel Import sequence

& 70: § A%, ST.25/ST.26 kgt

EFAZFHREASAFMEL T (WE 70 , AP RBES—1 “Select Range Sequences” &k
E (1), AR EEEES, BErR—MER, SoRXHHENFHIRTS] ID 5, FHTE
“Details” % (2) ERSMNPHIREAELS: BT, o FRBEREMIRLIR.

F P A B S N BT H F AR P51 1D SEH (3) o BRAERLN, FrikfemmiE 74
RS P PV ECR 7 o — N L
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C:\Users\ \Downloads\multisequence_u_t.txt

¥ Enter the sequences to be imported

d Sequence Number [ID] Position

[1] < First Sequence;DNA;Abies alba>
[2] < Second Sequence;RNA; >

[3] < Second Sequence;AA; >

[4] < Third Sequence;DNA;Abies alba>

Select Range of Sequence IDs.
1-4

Use commas to separate individual sequences [for example: “2,5,8"]; use a dash to
indicate a range of sequences [for example: “2-8"].

K71 ARSI, 275K

S B TR M 55 PR K S raw SRR SR FASTA SCIFIE S, (2 ILSCAHAE R —9)
BB R SRR AN SRR X —ANA. S 5N raw ORI, % T EVE R ) 72 BRI
BE, 4R FASTA SCHH BRI 73 FR MR F1/ BB B0 37 Bt TR 1.

C:\Users\aterrass\everis\ST26 authoring tool - 2020-21 Implementation internal - 2020-21 Maintenance\Extension 2N\Testing files\3AAraw.txt
The file selected is in raw format. Please select the sequence molecule type in order to import the sequence.

Sequence Name Molecule Type* v

QOrganism name * - ‘
Qualifier Molecule Type

Cancel mport sequence

K 72: SAFA, raw ik
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C:\Users\aterrass\everis\ST26 authoring tool - 2020-21 Implementation internal - 2020-21 Maintenance\Extension 21\Testing files\FASTA\IDNAsequence.fasta
Sequence Number [ID] Description

>HM118516.1 Uncultured bacterium hypothetical protein gene, partial cds;
1 hypothetical protein and Est1 [est1] genes, complete cds; and putative
DNA polymerase | [polA] gene, partial cds

Sequence Name
folecule Type Y
Please select the sequence molecule type for the sequence that you would like to import.
Organism name*
Qu M e Type*

Check to save description as a note.

Cancel

K 73: S AP, FASTA R
3) ESERERME, H PN EEHEEMAE “Import Sequence” F44l .

SNJE, ZLE¥SHF “Import Report” MK, £ AR RIBRI5I HIEFE. .
HwNF7

T — NN BT YRR C A E, AR A T TRE ) “Insert Sequence” 4
(FEE 74 FER)
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+~ SEQUENCES

Create new sequence Import sequence Insert Sequence Reorder Sequence Bulk Edit

seauence b umber Sequence Name LT Molecule Type Organism Skipped Sequence

1 QV 31K Test_File seq 2 20 AA Saccharomyces Yes
cerevisiae

2 QV 31K Test_File_seq_3 a0 DNA Saccharomyces Yes
cerevisiae

3 QV_31K Test_File_seq_4 20 AA Saccharomyces Yes
cerevisiae

4 QV_31K Test_File_seq_5 a0 DNA Saccharomyces Yes
cerevisiae

2 QV_31K Test_File_seq_6 20 AA Saccharomyces Yes
cerevisiae

74: HANFHG 1

—AE IR EINER LB LS 75) o AP BRIUREEIEFFIITGRIIARERE (S 8RIEK
WESIAW. ) o WA, FEERKE BT, RSB AT IR R B AL E (R 75

WIR) .

Sequence Number [ID]*

3

Sequence Name Molecule Type*

inserted sequence DNA v
Residues™

gtaggaatgtaggaatgtaggaatctacatgtaggaatgtaggaatgtaggastctacatgtaggaatgtaggaatgtaggaatctacatgtaggaatgtaggaatgtaggaatctacatgtaggaatgtaggaatgtaggaatctaca
tgtaggaatgtaggaatgtaggaatctacatgtaggaatgtaggaatgtaggaatetacat

Organism name * Qualifier Molecule Type

Wohlfahrtiopsis bishoppi genomic DNA

Mark as an intentionally skipped sequence
The sequence contains both DNA & RNA fragments

Cancel I Insert sequence | Insert & Display Sequence

75: ARNF IR TR

B RGERE, AL AR N “Insert sequence” B “Insert & Display Sequence” , H7E ]
75 IR,
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v DQEWUENUVED

Create new sequence Import sequence Insert Sequence Reorder Sequence Bulk Edit

Sequence ID Number Sequence Name Length Molecule Type Organism Skipped Sequence

1 QV_31K Test File_seq 2 20 AA Saccharomyces Yes
cerevisiae

2 QV_31K Test_File_saq_3 a0 DNA Saccharomyses Yes
cerevisiae

3 inserted sequence 210 DNA Wohlfahrtiopsis bishoppi No

4 QV_31K Test File_seq_4 20 AA Saccharomycss Yes
cerevisiae

5 QV_31K Test File_seq 5 a0 DNA Saccharomyces Yes
cerevisiae

76: FHI ORI E AL B

W P Y “Insert & Display sequence” 44, A& TFH G ST IF— Nl
Bk, AT 76 FasTi H iE4{5 S (Project Detail) #EE R F3IER R ).

EHF 5

FLP AT CLIE R DL 25 SR EUE AL P A AR T H SR AL P SR o DA A0 R L. B 77 OFda) 2118
79 (R BRI T BN R

1) iy “Reorder Sequence” %41, Wk 77 flizs.

v SEQUENCES

Create new sequence Import sequence Insert Sequence Reorder Sequence Bulk Edit
Seauance [0 Nurmber Sequence Nams Lemgin Molecule Type Organism Skipped Sequence
1 QV_31K _Test_File_seq_2 20 AA Sacchalrnmyces Yes
cerevisiae
2 QV_31K Test_File_seq_3 90 DNA Saccharomyces Yes
cerevisiae
3 inserted sequence 256 DNA Wohlfahrtiopsis bishoppi No
4 QV_31K Test_File_seq_4 20 AA Saccharomyces Yes
cerevisiae
2 QV_31K Test_File_seq_5 a0 DNA Saecharomyces Yes
cerevisiae
g QV_31K Test_File_seq_6 20 AA Saccharomyces Yes
cerevisiae

K 77: FHEEA
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2) EPFEMAFH, FER AT IR IR EN A, Wk 78 PR,

3 ]
Sequence Number [ID]* New Sequence Position
3 2
To select a range use "-" between the ids
Cancel Reorder Sequence
78: ELHFT I A TR
v - AN
3) IAE, ZFPHIHIAER 79 M58 — M E.
+ SEQUENCES
Create new sequence Import sequence Insert Sequence Reorder Sequence Bulk Edit
Sequence ID Number Sequence Name Length Molecule Type Organism Skipped Sequence
1 QV 31K Test Fils_saq 2 20 AA Saccharomyces Yes
. cerevisiae
2 inserted sequence 256 DNA Wohlfahrtiopsis bishoppi No
3 QV 31K Test Fils_saq_3 a0 DNA Saccharomyces Yes
cerevisias
4 QV.31K Test Fils seq 4 20 A4 Saccharomycss Ves
cerevisiae
5 QU_31K Test File_seq 5 80 DNA Saccharomyces Ves
cerevisiae

K 79: EHEKTF
HE R

A EX AP AIRHT B, H T LRI E S . AR T DX R A AN AT g, (EX T
KEFPIIRIIH IS 2 AT
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1) i “Bulk edit” , W4ERIRBBIBI HE. Fis:

GENERAL INFORMATION SEQUENCES

+ SEQUENCES

Create new sequence Import sequence Insert Sequence Reorder Sequence Bulk Edit

Sequence ID Number Sequence Name Length Molecule Type Organism Skipped Sequence
DNA_RNA_withut_ Abrophyllum

1 ST25_seq_2 80 RNA ornans No

2 DNA_RNA_withut_ 10 DNA Homo sapiens No

ST25_seq_]

80: HtEAHN 10
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2) %EFE “Type of bulk edit” 24 ‘Qualifier molecule type’ . ‘Organism’ & ‘Feature’

Type of bulk edit* Select Range of Sequence IDs*
v
Qualifier molecule type
Select the type of bulk edit to continue E‘Jse cczmmas to separa_te i_hdividual sequences [for example:
2,5,8”]); use a dash to indicate a range of sequences [for example:
“2-8").
Molecule Type*
VP — Qualifier Molecule Type* —

DNA

Only DNA/RNA sequences allow editing of the qualifier ‘mol_type'
because for amino acid sequences this qualifier value is
automatically set to 'protein’.

The qualifier ‘mol_type" of hybrid DNA/RNA sequences, where the ‘combinedIndicator' = ‘Yes', cannot be bulk edited.

Enter one or more of the following DNA sequences to edit the qualifier 'mol_type'.

81: LB 2

LKA 81 s, RGUEKMMS, AR FAI A AR €T ‘mol_type” MIME (KN &R
gt R RIS A RME B E DY “protein” D

3) P TRAJE, KRGS LR R PTG %R 7 51 R

Type of bulk edit* Select Range of Sequence IDs*

v
Qualifier molecule type 3.7|

Use commas to separate individual sequences [for example:

Select the t f bulk edit t ti A
eiect the type of bulk ecit to continue “2,5,8"]; use a dash to indicate a range of sequences [for example:

“2-8"].
Molecule Type* Qualifier Molecule Type*
v v
DNA unassighed DNA

Only DNA/RNA sequences allow editing of the qualifier ‘mol_type'
because for amino acid sequences this qualifier value is
automatically set to 'protein’'.

The qualifier 'mol_type' of hybrid DNA/RNA sequences, where the ‘combinedindicator’ = 'Yes', cannot be bulk edited.

Enter one or more of the following DNA sequences to edit the qualifier 'mol_type'.

Sequence ID Molecule . Qualifier molecule
Sequence Name Length Organism

Number Type type

3 500 15 DNA Vaccaria genomic DNA
sequences_seq_3 hispanica

82: ftEMH, RHIH mol type FRAEFF
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WK 82 flivn, RAIGEER P, EWk= “synthetic sequence” 11411 FR & 7
“mol_type” ZJi/E “other DNA” 5§ “other RNA” , #1 B g A8ix ¥eff, I H WERT
B r= e AR

4) ARG LRSI PR DLt

Sequence ID Molecule . Qualifier molecule
Sequence Name Length Organism

Number Type type

3 500 15 DNA Vaccaria unassigned DNA
sequences_seq_3 hispanica

7 500 16 DNA Wabasso unassigned DNA
sequences_seq_7/ hilairoides

K 83: fitEgwtE, mol_type BRERF 53 5

FIE R XA R & DK

1) ERIRIRBITI Y. P, % “Type of bulk edit” 4 Organism (1) . FH /7 20\
B SEQID SyulE (2) o #iln, iR P ERRAEMARTRMESCA “synthetic construct” ,

Rag@mA T, “mol_type” BREFFEARYE 7T KA HEISCN “other DNA” 8( “other RNA”
(3 .

Type of bulk edit* Select Range of Sequence [Ds*

Organism -3

Use commas to separate individual sequences [for example: “2,5,8"); use a dash to

Select the t f bulk edit t t
lect the type T bulk edit to continue indicate a range of sequences [for example: “2-8"].

Organism name*
synthetic construct

The qualifier 'mol_type’ value will be automatically changed to ‘other DNA® or 'other RNA'.

Sequence ID Number Sequence Name Length Molecule Type Organism Qualifier molecule type
1 Seq 1 192 DNA Mus musculus genomic DNA

2 Seq_2 20 DNA Homo sapiens other DNA

3 Seq_3 20 DNA Gabaza connectens other DNA

Kl 84: HLEmIHAEMIMKY 10

FIE G i 09 KA R AFAE

1) #%#% “Type of bulk edit” Jy Feature (WAHRIKRIRBIGIHIE. ) (1 . FFEELIUR
A 2 B Y B AT R A IR 2 EER TR AE (2) « P 4% “Molecule Type” (3) KB4y
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48 i

HFES DL (4) . A% “Editfeature”

(2) MfEOLT, WA E TR R AL E

FMEECA “complement(join(1..30,61..90))” , Z L HKEH SEQ ID 5 % 8 T HIA CDS FHE
(5) RN EH.

Type of bulk edit a

Feature

Select the type of bulk edit to continue

Molecule

DNA

Feature Key*

CDs
For a detail

Sequen

1

2)

FREAIE N “1...137

(3) -

Type*

iled explanation of the format of the feature location please click here

ce ID Number Sequence Name Length
QV_31K Test_File_seq_2 20
inserted sequence 256
QV_31K Test_File_seq_3 90
QV_31K Test_File_seq_4 20
QV_31K Test_File_seq_b 90
Seq_9 26

Select Range of Sequence IDs*

Use commas to separate individual sequences [for example: “2,5,8"]; use a dash to indicate @ range of sequences

[for example: “2-8").

Feature Location*

Molecule Type

AA

DNA

DNA

AA

complement(joini(..30,61..90] [©)

Organism Qualifier molecule type
Saccharomyces cerevisiae protein

Wohlfahrtiopsis bishoppi genomic DNA
Saccharomyces cerevisiae genomic DNA
Saccharomyces cerevisiae protein
Saccharomyces cerevisiae genomic DNA

Eacles sp. other DNA

Cancel Edit sequences

85: HtEMIHFHIEEE 15

WS PR R g 2T R “Add feature”  (ILAERIFRIISIHE. ) . —H

Features

Select the type of bulk edit to continue

Add feature o

CHAIN . o

For a detailed explanation of the format of the feature location please click here
Sequence ID Number Sequence Name Length

40000

15
sequences_seq_]

40000
sequences_seq_2

40000
sequences_seq_7

(5) WIHT4FE “CHAIN”

127

(4) , BghaimalgNiEken SEQ ID 1,2,7

Use commas to separate individual sequences [for example: “2,5,87]; use a dash to
indicate a range of sequences [for example: “2-8"].

AA

Molecule Type

AA

AA

AA

o N

Organism Qualifier molecule type
Gabara gigantea protein
Daboia russelii protein
Wabasso hilaircides protein
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K 86: ftEMIERIL: ANFIL

3) WA PIEFERRERENZAN “Bulk Skip”  (WERURIRBISIAWE. O, EBLL
¥ HF e 29— &5 SEQ ID (1)

Type of bulk edit* Select Range of Sequence IDs* 0
v
Bulk skip

Use commas to separate individual sequences [for example: “2,5,8”]; use a dash to

Select the I f bulk edit t ti o
electthe type of bulk edit fo continue indicate a range of sequences [for example: “2-8”].

Cancel

B 87: R AT AR
w7

AP, AU EAE SRR AU PP A 1D S, nlEl 88 HhiEos (FA IDMY .

E:

TR G54 F AL L ARE ST. 26 69 B 5 R L AR 3] ID 5 1 748, HELERSERINKE.

+ SEQUENCES

Create new sequence Import sequence Insert Sequence Reorder Sequence Bulk Edit

Sequence ID Number Sequence Name Length Molecule Type Organism Skipped Sequence
DARASTL s ooy

2 DNA_RNA_withut_ 10 DNA Homo sapiens No

ST25_seq_]

K 88: iftFr7l
ROR AR H VA SALE TR T AN, LA N T, Gk 89 k.

A RS — R SR E “Basic Information” ZwiE R (1)  HEE =1 “Features” %
Tz (2) FHHRIEH “Sequence” FRILHETIH (3) k.
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SEQUENCE 1

FEATURES

SEQUENCE

[ 89: Gl iR
#ix

RHE WIPO ST.26, #ANFHIMAR S E D —ANE5ZMKHFHE:  ‘source’ , Bk T7r 1A,
> source FEEES LA PN EHI IR ESRF:  ‘organism’ A1 ‘mol_type’ .

FAERARAH =51 RS KA AEE A% P 31 i A L UL K S A P SRR AEAH R IR FRAE AT -

RFHEAL B 38 B RFEAECE T 50 A B BE . WIPO ST.26 B 1 8 WAFAEAT B AT o i 1 s =X
ARG

o FEFINEH IS x.y

o FITFE O MREERIE T ZRTE TR MREREE T LRI <X >X, <x.y, XY,
<X..>Y

o WM HFIRZIAIMN N x Ny

o I HEAN A BRI ISR AL T Xy
fir BIBBAF AT DL SR B A O B B -

e “join (location, location, ... location)” : ZAM B ERRK (Ll 2w 7 TCED
TE R — AN BT
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e “order (location, location, ... location)” : LA$SEHIRFHR B &R c s, (EXHERIX T
B AHEAMUETRE R

e “complement (location)” : FK/xX41% 5'F ' MEHEET 53 307 AU, 14
TEAL T 5 07 B F IR FF 48 I PP 51 B AN R BE

LA P I INHTRAE, 3 ST T P A I RFE S ) “Add feature” 4, 41Nl 90 Fra

Sequence Number [ID] 2 Molecule Type DNA
Sequence Name Inserted sequence Organism Wohlfahrtiopsis bishoppi 74
Length 41

FEATURES

Feature Key Location Qualifiers

141 mol_type = genomic DNA

source organism = Wohlfahrtiopsis bishoppi

SEQUENCE
gatagtatgt  atatatagta  gtatgatgat  gatatgatga € 41
P 90: 9 FIRANRAAL

IR, EFTTREMET (nE 91 o) , MWRHERE N hslRehik e — AN H, JHEIZNT
LAE PTG F 7 9 P R B

8 S W= ML LR ST.26-MAF— 5 6 T 7 1. MHRMEAERFFILEYER .
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52 7

FEATURES
Feature 1
Feature Key* Feature Location*
D_segment 4.5
For a detailed explanation of the format of the feature location please click here

v QUALIFIERS

Add qualifier

Cancel

K 91: #INFFHE, )z

AR B, T LK R INEIRFE D, A E T 4.

Feature 1

Feature Key*

Feature Location*
cos N 1.13

Automatic addition of a translation gualifier is currently on. This means a separate sequence will be

generated and a protein_id qualifier created if the translation qualifier value meets the minimum length
requirement

For a detailed explanation of the format of the feature location please

92: XPRFLAL B HEAT AN ARE 560 1 B

Create Feature

BN T AR, DO AL B RORS AT PEARARRE . X BERRAL T “click here” XAJTLIAKRRE .

FERERIRIRENSI . 1, ZHERE T ERIk, R EE SR

ESERREAE, P IE AN “Create Feature” %41, WK 91 fix.
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CDS #/x

CDS FHIEMH TR E A7)’ . CDS $rfiE T LRI EL & BT 7 50 i BE R = IR R B0 7
W T BARK R, B AE N — AL 5 HBETH . 7EJR MG F 5 1) CDS RHiEH, &
PR ERR FFI) 1D 2% 5 KA “protein_id” BRERFHHRAL.

EANFH G E “CDS” K{ER, ‘translation’ [ E#F (ZRiN “Genetic Code” fi AN 1-
“Standard Code” ) v HZIHNE] CDS RHIEH, R & & IE ARHIEAL B AR 1 RT3 17 51 5%
Fe, MR ‘protein_id” ATERM K EIE R P A1 ] DLIE L A5 0 H VRIS S 0T TR A A i A
A5 E (Basic Information) HFJZEENERA R (WK 96) o SR, XANBRERFA LI, Af
PALEEAE RGP ] L0608 ‘translation” A1 “protein_id” PRER, BRERSIHCH
FH P G2 (A B0 36 7 41 1D

E:

A 2.1.0 R A FF45, “Automatically add a translation qualifier..” £ £ 42 2Kk 4 it .

H3)EI& CDS #HiE
H 2308 CDS FHIERR 2 FF P IR T
1) TEfFEFFIR AT, i “Add feature” %4, E+#F “CDS” fENFHIERE. WAk 7k
A5 ) “automatically add a translation qualifier” , 4 CDS BHE# R INEIZH R F
HIwS, EREBhEI ‘translation’ PRESRF. MR ERFHEF ‘protein_id” B #F & HAH
TS BERR T Y (WREE

2) MW LUEHEFIEIE ‘translation” FRERT.

9 https://www.ddbj.nig.ac.jp/ddbj/cds-e.html
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WIPO Sequence H /- Fiit 54 1

QUALIFIERS

ect Genetic Code

translation 1- Standard Code
Sequence Name Qualifier Value

Automatic Translation is ON. Leave this field blank to automatically generate the translation

qualifier value, protein_id qualifier, and associated amino acid sequence.
Create Qualifier

93: BIHEHREIRE R

3) MH ST RE e A R IR B A dme fe, WA “Create Feature” $%4HBET IRAF
H b= 2E i CDS HFIE U 94 Bk .

FEATURES
Feature Key Location Qualifiers
1 protein_id = 3
cos -3 translation = MYIN 2
1.237 mol_type

organism = test bla

1

Bl 94: FFiEFRAH CDS FHiE
R, T RN A — AR B, %A A LR B
e %] IDS=/74|ID S~ —An HE
o KE=FIRIFFIIMKE

o FFFIAFR= “translation” [REFFH “Sequence Name” FEH FTZaME (ILERIARIRE]
M. O o WREGREAIR, BIRUEBRIANNTSIAFE ( ‘Seq # ) .

o AFFRA= “AAV

o AWM BFR=5FIHT IR AL E A )

o [RERFZFHKE= “protein”

Fe B0 SR = 5 46 7 41 (1 8 (.

R R e R B AR I 25 SRR o B 95 TR
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+~ SEQUENCE 3

Sequence Number (ID] 3 Molecule Type AA
Sequence Name Seq_3 Organism Caballerocotyla klawei £
Length 4

v FEATURES
Add feature
Feature Key Location Qualifiers
COILED 1.4 note = qual val V4

mol_type = protein P

source 1.4 organism = Caballerocotyla klawei

Kl 95: CDSHHE, A RutIE I F 5

&, XT8MERIIGAE:
PH LR EIEFINE VA ANBARE LKA (Blde AXTG 3 NFHF) B A sEAL 613,

AL “translation” ME B, Jm RIEZ TR Y 2 4 NEKZ LR EAUAT, I8 248 K69 5 7] 3% K wk,
‘protein_id’ FRT & A ML,
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PROJECT VERIFICATION LANGUAGE . oop,  DiPLAY
> WIPO | Sequence DEMO REPORT gEiErF?E:ST REPORT SEQUENCE HELP w PREFERENCES Elw i
LISTING home
Project Name* Creation date
project demo 2022-01-We
Status .
v File Name
modified
Description Sequences
2

Original free text language ... Non English free text langu...

Automatically add a translation qualifier when a CDS feature is
created

Automatically add a translation qualifier, its value, and a protein_id qualifier

and associated separate amino acid sequence [if appropriate] when a CDS
feature is added to a nucleotide sequence.

Kl 96: : BHIPRPRERF A 304 U IEME: B IERELA G
CDS #E&& pseudo Bk pseudogene R ERFIT BN :
TARAE 7] CDS $FAEH N pseudo 5% pseudogene R 5E 7 < 1 E 380 3%

U SRAE /] CDS LRI pseudo 5% pseudogene FREFFI A SC M B SR (R 211k THHR IR
PRBBI AW, FramEIENE) , WFETH CDS ¥FIERT, $ SR INEI I E /. B E %4
W, ERMTH M EIEE, SRJEFTIT CDS F#E, MHEREIIEA protein_id FRERF, FHUHTHRHE
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DISPLAY
IMPORT THE
REPORT SEQUENCE

LANGUAGE
DEPENDENT
QUALIFIERS

PROJECT VERIFICATION

DEMO REPORT HELP PREFERENCES Elw

project
LISTING home

GENERAL INFORMATION SEQUENCES

P R OJ E CT Print Export Import Another Project Validate Generate Sequence Listing
Emn

Project Name project demo Creation date 2022-01-12

Status modified File Name

Description Sequences 2 £
Original free text language code Non English free text language code

Automatically add a translation qualifier when a CDS feature is
created On

K 97. BIEFMERTBEhAme: CITA

U SR A B 2R R R BR GE AT, AT LU BIR S 455 G B T AR e BB R A AN R A A PR
ERFERS, 12 TRRSAT R, SRR NRHIEA I “protein_id” FRERT A1 A B FEE A B4 .

WA YA B B R 245 “trans|_table” “transl_except” = “codon_start” 2 — 48 HA K,
AR FIRPATEIRE, EXFMEOLT, BEREM T 50 S50

E:

Je REFAAE, BEOFIFAH LM 2R, wREZORFBRF IS, NHEFREFHOERLAE. X
“protein_id" & & i & 6132 5 A4S 2, W skaE 69 5 704 K B R 46 7] 69 X 3K,

RTERLEFHE TN

W, ZIEEET AN HIE CDS FrIEM K, RAaMBAIEBRTFIMNEN. BRIEF
‘transl_except’ BREFRF, RUPZZLHEFHERE R e 23R, SW4L AR HILE CDS Ff
fER (]

HISLYE CDS BHEM P IARIL T 21805 F CFOTU @RI G , B ‘wansl_except’ [
AR 2 BT TRV R R, 1P 08 T, Wb 2 T LNV 0 1L B,
I RRA R, TR 2 .
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ERROR: No translated sequence will be generated as the CDS feature contains an improper internal stop codon. Please ensure that the correct genetic code table has been selected or whether x
qualifiers 'transl_except’ or ‘'codon_start" are required.

Feature Key Location Qualifiers
CDs 1.13 translation V724
source 1.237 mol type V4

organism = test bla

SEQUENCE

atgtaaatca  acccagtagt actacaatca  tgatcaaccc  agtagtacta  caatcatgat  caacccagta  gtactacaat  catgatcaac  ccagtagtac  tacaatcatg  atcaacccag  tagt

K 98: FIERESRT H B A RERIE DR, AP SR M4 L E D T

BRI S h P AR, DASREs F 7 iy 2 R A e R, &l 99 .

TEST VERIFICATION LANBUAGE DEPENDENT IMPORT DISPLAY THE PREFERENCES ENGLISw

PROJECT REPORT QUALIFIERS REPORT SEQUENCE LISTING h project
home

ERROR: After project verification, some errors or warnings have been detected. X

Report generated on 2022-02-12

Severity = Data Elernent = Message Text Detected Value Detected Sequence

The CDS feature contains an
mproper internal stop codon.
Please ensure that the correct
ERROR Feature Key genetic code table has besn CDS Sequence 1
selected or whether qualifiers
‘transl_except’ or ‘codon_start’
are required.

P 99: HEISRAY P 4 L E TS T CDS HHAIE 4 5%
R HF

ERE—MFERIBRERF, F P 20 e MAH 7 S P4 e R TR e B — AMFE . 7E 100 7R
i, “source” RREMEERIPREER T EoR.
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GENERAL INFORMATION  SEQUENCES

3 Seq_3 4 AA Caballerocotyla klawei No

Sequence Number [ID] 2 Molecule Type DNA
Sequence Name ST25_221 BINDING_edited_seq_2 Organism Caballerocotyla biparasitica Vd
Length 237
FEATURES
Add feature
Feature Key Location Qualifiers
protein_id =3
cos 113 translation = MYIN z
source 1.237 moltype Va

organism = Caballerocotyla biparasitica

& 100: WIN/gRiERIRERT S 125

A 101 R I BRI ESL AL, B FTIT LN MRHEBINZ, W RRIRBIFI AR Pn.

Feature 2

Feature Key Featur

source 1.237

For a detailed explanation of the format of the feature location please click here

v QUALIFIERS
s custte @)
Qualifier Name mol_type Qualifier Value Va c
Qualifier Name organism Qualifier Value Caballerocotyla biparasitica 2

Cancel Update feature

K 101: BN/ ERRGERT SR 2 35

i I AR AT A O B A AR, AT AR LA IR E ST (1D, T Bl oy “Add
qualifier” #2541 (2) Jy4HTIEH AIFFAEANINE FIRRE T o
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TE S BN IR 2 770, PO E 2 102 B A~ FB: - ‘Qualifier name” © (53
hik$E) 1 ‘Qualifier value’ .

QUALIFIERS

Qualifier Name = Qualifier Value

cell_line

cell_type

chromosome

clone )
clone_lib

P 102: EFFARAETITR
MRIEPRAEFF IR, BROERHE 7 BLa A AR BT A

BAWE ERRER . HTBR D TRTE, M DU E R FE— A HUE UE,
TERRUIRIRBIGI IR RIS

Qualifier Name

Qualifier Value *

organelle

chromatophore

hydrogenosome

mitochondrion

nucleomorph
103 A TlE XA MR € 75

WHEBHXARRER. E7B0EHICATE. BRIRERAFRMIGERHE (EN AT yTeiE)
ZAbs B ETIN T B e SR ARRE S A (Bl “ru” D DLRAEARSEE R E
FEE A SR OEAR RS 5 HIME, WERIRIRBGI HIR. 8T s

O A LATE ST.26-M th— % 6 T A% 8 . MHRMAIERRITH T RERIBREFT -
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Qualifier Name *

v Qualifier Value
note

NOTE: this value may require translation for National/Regional procedures.

Language*
Non English Qualifier Value
ru - Russian

Bl 104: A H B SO B RIFRE 1

B S AR B ST H FEE{E S “Non English Free text language code”  (JESEiE H HHCARE
FAUD) 7 BE A [ AR .

FP AT LA Fam A B XLIFF SO @ NE S RIE S, R IEE 178 5 e dt— R AR
JELIER

- BATUE SO RIBRERF . H7BUE A HCATE, EMARENES R, R &
PERLAZA ST.26 BHF—28 6 T T HUE O BARKUN . 7SR IRIRBISIARE. N Bld, HIb
BA LUERR R G At

Qualifier Name Qualifier Value
collection_date - 2002-08-
!_/\

Invalid qualifier value format. The value for the qualifier 'collection_date’ must have the
format "YYYY-MM-DD", "YYYY-MM' or 'YYYY".

105: AA e S AR IR E 1

- AREHHERIRER . REFETBRAT i, WERIRREGIHE. TR

Qualifier Name
Qualifier Value,

germline \

106: A UHHERIRESRT

E:

E:

1A AR ST.26 — HAF— 5 6 . X T IXEEIRERF R o
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G35, source 4FIEMY4FIELE B ki, mol_type #= organism [RZ & R e i R Re Mk o

SERCE, R i ) “Create Qualifier” %41, DAY I#r G (0 BR 2 7F, 83 i
“Save” LAGRAEXTELA FRERTE I L

a2, —HRIMMES TRER, H PRt RIE S N2 K “Update feature” %4 LA
Ak, Wik 107 Fior.

Featura 2
1339
£ lad axplanation of tha format of tha faatus pi lick
v QUALIFIERS
alifie
Qualifier Name mol_type Qualifier Value other DNA i
Qualifier Name organism Qualifier Value synthetic construct 4
Update feature
> f St 4/
107: &R R E 1 i BB AL
y
gl 4=

BT IUH AR AER S, E0H VEE B E A, P ar BLs T A TR S A
“VERIFICATION REPORT” %##%.

R A B E AR & B — B T, 2 AR IR ERFIS AR. .
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DISPLAY Return

IMPORT  THE to
REPORT SEQUENCE HELP ¥ PREFERENCES Elv s

LISTING home

LANGUAGE
DEPENDENT
QUALIFIERS

PROJECT | VERIFICATION

WIPO | Sequence DEMO REPORT

GENERAL INFORMATION SEQUENCES

P ROJ E CT Print Export Import Another Project Validate Generate Sequence Listing
EEE

Project Name project demo Creation date 2022-01-12

Status modified File Name

Description Sequences 2 p
Original free text language code Non English free text language code

Automatically add a translation qualifier when a CDS feature is
created On

K 108: BEKIFMEE 15

R H FPIRESARG KB B, P4 7RSS, 18110, 20 7 RRIhSIE.

DISPLAY Return

IMPORT THE to
REPORT SEQUENCE HELP PREFERENCES Elw s

LISTING home

LANGUAGE
DEPENDENT
QUALIFIERS

PROJECT VERIFICATION

DEMO REPORT

Report generated on 2022-01-12 Print Report

Severity ¢ Data Element ¢ Message Text Detected Value Detected Sequence

The mandatory IP
Office Code is -
missing.

Application

ERROR Identification

Priority application
information has
been entered, but
no prior application
has been
designated as the
earliest. The Earliest
priority application
must be designated
when a priority
claim is made to an
earlier application.

Earliest Priority
WARNING Application
Identifications

K] 109: BRIEHR ARG, HiRrgd

2023 4 H



WIPO Sequence H /- Fiit 364 T

i 109 A7 EAFR “Print Report” #4241, W] PURHIGIEIR & & th oy PDF #3. Bk
e onfER 9 sty PDF BE & .

DISPLAY
IMPORT  THE
REPORT SEQUENGE HELPY  PREFERENCES  Ev ETEE

LISTING home

LANGUAGE
DEPENDENT
QUALIFIERS

VERIFICATION
REPORT

WIPO | Sequence TESTSTRAIN

Report successfully generated on2021-10-1

This project does not contain any errors or warnings.

110 iR, TR
MR RERT

AT VEAN AEM AR SR e FF AL B R SR (i & FhTh e . 7EITH o RV “free text” fERIBRE T
£ET0 H i (1 “LANGUAGE DEPENDENT QUALIFIERS” #LEHifk—53] .

B AE S ATIH I —MEFAROC R B FF I, B e fF e EIR LB o, Wl 111 fos.

DISPLAY BT
IMPORT  THE fim
REPORT SEQUENCE HELP ¥  PREFERENCES Ev project

LISTING home

VERIFICATION LANGUAGE

= WIPO | Sequence TRANSL REPORT DEPENDENT

QUALIFIERS

IMPORT FREE TEXT QUALIFIERS EXPORT FREE TEXT QUALIFIERS

LANGUAGE DEPENDENT QUALIFIERS

Source language code for free text qualifiers en Target language code for free text qualifiers V74
Non
Sequence SeEnErEe N Feature Feature Qualifier Qualifier Qualifier English
ID Number €q Key Location 1D Name Value Qualifier
Value-[e
1 transl_except_se source 1.84 q1 arganism Sialia

gl currucoides

111: EFHE SR E R ALK

FPar Lo #dy “Qualifier Name” SRAZ PR & R AR SC OB IR 10 B HOCAE, W 111w,
TORRAEZAR T I TIT N A7 G A T AR P B =

P RERNE B CARBRER XLIFF SO R 3 3R AEEE 5 RS AT B briE 54005, A f (e 7 2
LEFH SN XLIFF SCHERT e s 4t

S B BHXFRER
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WIPO Sequence H /- Fiit 3 65 11

WRA T Ed “IMPORT FREE TEXT QUALIFIERS” ##4H, % L E AT I O I 388, [
FH PR AT, HRABIFEEFAE R AL (XLIFF) XfF. 3247 2 /N0 5 1 DU R 75 JEE
=R H bRE S 2 (A AT IE A A L

Frade XA 25 DA Bl I E
o IHAR
o HimBEFAY
o JRIEFH D
o % XLIFF A7 G
o MREFMMME—ID (ZHFA: Fhk q 5
o I F AR PRI ERHE

o HAREFIRZEH IR ERE

" sequenceIDNumber="1" sequenceName="basic_seq 1" featureKey="source ..26" qualifierName="organism”

sequenceIDNumber="2" sequenceName="bas 2" fe r " featurelocation="1..26" qualifierName="o0| nism”

organism fr

B 112: H % XLIFF SCHRE

—H AP NER TERANR SO, % LR ESR Pl A — RSP BRI R R B
BN LA (WK 113 2K 117 .

o RGBTSR H A AR I H K44 55
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LANGUAGE DIEIALANY

IMPORT THE
DEPENDENT HELP = PREFERENCES Ew 8
QUALIFIERS REPORT SEQUENCE project

LISTING home

VERIFICATION
REPORT

= WIPO|Sequence  TRANSL

IMPORT FREE TEXT QUALIFIERS EXPORT FREE TEXT QUALIFIERS

LANGUAGE DEPENDENT QUALIFIERS

Source language code for free text No matching project names fiers V4

The current project name trans| doe
name specified in the XLIFF file

Non
Sequence e e NG Qualifier English
ID Number q Value Qualifier
‘ Cancel ‘ Value-[e
1 transl_except_s Sialia

gl : — currucoides

Bl 113: T H A FREAE

o WURAARMIMRERF IR WG, ARG ERM

ce

Some qualifier IDs could not be mapped

The following qualifier 1Ds in the XLIFF file could not be mapped to those in the current project.

Qualifier ID Source Target

q2 Una virus organism fr

Pl 114 PR E R ISR 50 IE D B

o RGURRERAI T R TR E MR EAHE KA -
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WIPO Sequence H /- Fiit %67 1

Detected target language code

The detected target language code is "en”. The free text
translations provided will be imported and update the
existing qualifier values with the qualifier values indicated in
the input file.

2
o
1]

ncel ‘ Proceed ‘

115: JEiF & RiED ¥

o RGBT KT HARTE S AR E R R R AL

Detected target language code

The detected target language code is "fr". The free text
translations provided will be imported and update the
existing Non English qualifier values with the qualifier values
indicated in the input file.

Cancel ‘ Proceed ‘

116: Hixih 5 RIS IR

M e, S E by O RIE “ SUCCESS: THE FREE TEXT QUALIFIER HAS BEEN
IMPORTED SUCCESSFULLY” , ALK — 3R, Ho BARERIERAE I H AR ERF 2
AT AN ELAE SN {H
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DISPLAY

LANGUAGE  \ypopt  THE

VERIFICATION

; WIPO | Sequence TRANSL REPORT DEPENDENT REPORT SEQUENCE HELP w PREFERENCES Ew R

QUALIFIERS ieTies =

SUCCESS: The free text qualifiers have been imported correctly X

|< RETURN TO FREE TEXT QUALIFIERS

IMPORT FREE TEXT QUALIFIERS REPORT

Original
Sequence Feature Feature Qualifier Qualifier ODSC;?JF Egnlish lrzgﬁ;ifrd
ID Number Key Location ID Name q gis d

value qualifier value

value

2 source 1.19 3 organism Sialla Construction
- q g currucoides synthétique

1 source 1..64 ql organism Sialia

currucoides

117: SAHBSCARERF S

ALl “"RETURN TO FREE TEXT QUALIFIERS” B3] [ S C AR E MK, K 117
H T ZE S

T B XA RERF

W R P A EME TR “EXPORT FREE TEXT QUALIFIERS” #%#4H, AR5 AEX EAE ik #4057
A7 R 8 A5 SCA S SR AL, T E T B B SRR E FF R4 T IR RAF N XLIFF SO
(S

PELRERORCE
o THMHEIES
o THMHIRES
o HHIRRERE
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o LRIERIBRERT H HSCAME
o B 117 AR SR AL AR SR E AT AL (S B

FEAZIREER IRIRBFI AR, - 125 P DRI MIE #a, WTUME LA T HIRER . fMENS
NZICAF

SARE

AT AN A AR LB 3R B & A I RE .

WR—ATHZMMFHR (ST.25 8t ST.26) HFAM, #HYHP M EACh ST.26.
ST.25. raw. FASTA &{ multi-sequence) HFEAZAFHINS, HE2 MM T ARG B AR —A
x, RPOEXNFABIRFS A ZE, DESFARTIRMSE IEFER, WNmAADE +.

WR—ATH AW SNSRI, WA PH S AR TE S, SRS E R
K] 118 Pros g .

LANGUAGE DISPLAY Retum

IMPORT  THE
DEPENDENT HELP PREFERENCES EMNw
QUALIFIERS REPORT SEQUENCE

LISTING

VERIFICATION
REPORT

/ WIPO | Sequence DEMO

The import report has not been generated yet.

A sequence listing can be imported using the "Import Sequence Listing" button in the project list home page.

B 118: G PE, RHATEN
IR ANCHEII R, HIWH OO, LR SR DUR IS 2RAE
o FAMER (S WHRAKIGHE. D

o RHHHEKR (S WHRAKITIHE. D

12 S i I H SR OER P AR L B i SOARTE F AU .
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WIPO Sequence H /- Fiit 701

FARER

DISPLAY Return

IMPORT  THE @
REPORT SEQUENCE HELP ¥ PREFERENCES Ev e

LISTING home

LANGUAGE
DEPENDENT
QUALIFIERS

2469- VERIFICATION

/ WIPO | Sequence RNA_ST26 REPORT

Import Report

Import Report Messages

Type of Note Data Element Message Text Detected Sequence

During import, the 'Applicant
File Reference' has been
automatically assigned the
following value: USPTO; this
value can be edited within the
project.

Global <130>

One organization or person
must be selected as the first
applicant or one person must
be selected as the inventor,
together with the appropriate
language code.

Global <110>

K 119: AR FED]

HRALGN A AR, A2 B8R FARER, R T IAE:

- FERERAL. “INDIVIDUAL” RoxERrE oA XMNEE, B “GLOBAL” Zf— 1%
ik

- B ERE: kREFESXH, FT ST.25 FAil%;

- JERICE: BARMHE, HA s CE IR 5% R R A AN A I R R S (A
) s

- RWBEFES: S5HEEARMNSANTFINFYS (2255 “INDIVIDUAL” i; 7 %5

Bz
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R EHIER

Three-letter amino acid symbols have
Global <400> been replaced with their corresponding
one-letter codes.

1 2 » oM
Changed Data
S Origin Element Origin Element Target Element Target Element : Origin Sequence ID

dioini=g Name Value Name Value IEREHIGIEL Sequence ID Number
The custom
feature key
has been

<221> Name/Key Feature Key misc_feature replaced with a 1 1
recommended
key [see Annex
VII, ST.26).
A'note’

<223> cher . Qualifier Name note Qualifier has 1 1

information

been created.

P 120 A HIR LA
RF IR TAEG NIRRT 2 7 3o 3 el o8 AT A B8 . DA R B LR AE R EoR (ILE 120) -
Origin Tag (JRIAFRES) : JTCREAMEIE TR, T ST.25 591,
Origin Element Name (JRIGTCERBIR) : JuFR KBNS LA FR,
- Origin Element Value (JREG7GRAE) : IO R GG TC R XS RAAE ;

- Target Element Name (BAm®REM) : YT ST.26 THEAIR, 2E BWA A THE +
(A B s

- Target Element Value (H#fraRME) : NI HK HARmER LR ENE;

- Transformation (E#) : X oz PT/EAR B/ i i B 5
- Sequence ID Number (FF51 ID 5) : TiHFgHoc ZAHKFSI) ID 5.

BIRFHIR

AT VEA A 41 SR e SR AL B PR B (0 2R D e
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WIPO Sequence f¥FH /A LALL XML 525 5 45 N Bl i A% XA 7 813 . $TFF “DISPLAY THE
SEQUENCE LISTING” MK 5, EhSHI—NEGARMIE, RKRTFHR S ORI ERK,
[ i 2 B A html B txt £ 205 R BRI R X AR (LA 121) &

A RAMATAERPFIR K — DTN, 2 WARRIRIREISI AR, -

DISPLAY Return

IMPORT  THE @
REPORT SEQUENCE HELPY ~ PREFERENCES v B

LISTING home

LANGUAGE
DEPENDENT
QUALIFIERS

VERIFICATION
REPORT

Z WIPO/Sequence  TESTSTRAIN

ST.26 sequence listing file successfully generated on 12 Jan 2022, 13:156

The sequence listing has been successfully generated in 2 human readable format.

Export Sequence Listing as .txt file Display Sequence Listing

K121 BoRFAIER, WIIA R

WA I 2 BE W TR, B BRFs R EGEEA] “Display Sequence Listing”
Al “Export Sequence Listing as .txt file” %41, )/ ¥E2IE 122 H TR R

DISPLAY Return

IMPORT  THE W
REPORT SEQUENCE HELP ~  PREFERENCES Elv i

LISTING home

LANGUAGE
DEPENDENT
QUALIFIERS

PROJECT VERIFICATION

/ WIPO | Sequence ) REPORT

File not found.

Sequences cannot be displayed in human readable format until a sequence listing has been generated in XML format. Please return to the
project page and select '‘Generate Sequence Listing'.

K 122: BorFalE, SCHFRADR

F il “Display Sequence Listing” %418, —A~ HTML SCEREBAE BRI N W28 R T P, X it
T—MFE ST.26 foifEr) XML SCHRRS AR, DS A - B8 5 (5 BHE 7w B e, Wl
123 &5 7 o

E:

ZRH—HETRTAINE, CHABRERFINK. BAZAFARLETHHEFGEREOGLAETRG, REETL LAY
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ChUsers \AppData\Roaming\ST26._authoring\Project 6\generated html + @& search o~

& Sequence Listing

Sequence Listing

1 Sequence Listing Information
1-1 File Name aR_Sprint 7_test 3.xml
1-2 DTD Version Vi3
1-3 Software Name WIPO Sequence
1-4 Software Version 1.1.0-beta.7
1-5 Production Date 2021-12-08
1-6 Original free text language code
1-7 Non English free text language code
2 General Information
2:1 Current application: IP Office AL
22 Current application: Application number 123
23 Current application: Filing date 2021-10-27
24 Current application: Applicant file reference br
2-5 Earliest priority application: [P Office EC
2.6 Earliest priority application: Application number 001
2.7 Earliest priority application: Filing date 2021-10-29
2.8de Applicant name Berthold R. Rutz
2.8 Applicant name: Name Latin
2-9ae Inventor name dd
29 Inventor name: Name Latin
2-10en Invention title fungal sequences
2-10fr Invention title c
2-10es Invention title f

B 123: WoRFHIFR, HTML FEG]

E: HTML X942 B2 B P 2 S 69 FAE T 7, wUR A P TR 240 2 ez 8 .

M H ST “Export Sequence Listing as .txt file” 3Z4H0F, H4TIF txt S0k, XIREE T —ANES
ST.26 FRiEMT XML SCHEIRS AL, (P 25 5 B B E e F B E . B 124 BoR 7 —1f1.

2023 4 H



WIPO Sequence H /- Fiit 7470

Sequence Listing Information:
DTD VWersion: V1_3
File Name: validSTS.xml
Software Name: WIPO Sequence
Software Version: 1.1.8-beta.?
Production Date: 2821-87-86
General Information:
Current application / IP Office: US
Current application / Application number: 1231123343
Current application / Filing date: 2019-85-82
Current application / Applicant file reference: app_file_ref
Earliest priority application / IP Office: US
Earliest priority application / Application number: 1231123343
Earliest priority application / Filing date: 2019-84-30
Applicant name: Vault Tec
Applicant name / Language: en
Inventor name: Vault Tec
Inventor name / Language: en
Invention title: FEV ( en )
Invention title: fdf' ( ru )
Sequence Total Quantity: 3

Sequences:
Seguence Number (ID): 1
Length: 368

Molecule Type: DMNA
Features Location/Qualifiers:
- source, 1..368
» mol_type, other DNA
» organism, synthetic construct
- 575, 1
- STs, 2..4
Residues:
atcatgctaa tcatgctagec tagtagctga tgatcatget agcatcatge taatcatget 60
agctagtage tgatgatcat gectagetagt agctgatgat catgetaget agtagectgat 128
gatcatgcta gctagtagct gatgatcatg ctagctagta getgatgatc atgctagcta 1388
gtagctgatg atcatgctag ctagtagctg atggctagta gctgatgtag tagctgatga 240
tcatgctagc tagtagctga tgatcatget agctagtage tgatgatcat gctagectagt 3080
agctgatgat catgctagct agtagctgat gestcatgcta getagtaget gatggetagt 360
agctgatg 368

Sequence Number (ID): 2
Length: 368
Molecule Type: RMNA
Features Location/Qualifiers:
- source, 1..368
» mol_type, genomic RNA
» organism, Asaccus elisae
- gene, 1
- gene, 2..4

K 124: BoRFHIER, TXT #£41

WA XML PP AR R /NEE 100Mb, A8 B r B 125 R 4ER HTML TUTH, AN 2 &
7~ HTML #& 30 7 91 3R
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cC 0
ST26 SEQUENCE LISTIN

The xml generated is bigger than 100 MB therefore it is not possible to display the sequence listing in a human readable form.

‘AppData/Roaming/ST2 Project_1065/generated.html 2t »

K 125: ERFHE, HTML T K TEiE SR
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5 I\

PLR SO AT LS E] WIPO Sequence.

ST.25

AR L bR ST.25 A A HEAE R, 1§55

https://www.wipo.int/export/sites/www/standards/en/pdf/03-25-01.pdf

MULTI-SEQUENCE (£ %))

Z P AR B LR — A2 AT R AR TR AR 2R . B R A
Patentin T A& X2 —.

T B AR E AT AL, B ELT AT R
<SequenceName; SequenceType; OrganismName>

Fe 5\l W bs Sk 2 Ja AR —AT IV a6 . BT PP AL AT — NP S I AR SRS A R 2 S, H SR B AT
RIFE . T2 BLZ Ak 28 SR — 44> 51 (7 Bl o

ZN/B
<First Sequence; RNA; Albies alba>

uuuucuuauuguuucuccuacugcuuaucauaaugauugucguaguggcuuccucaucgucucccccace
gccuaccacaacgacugccgcagcggauuacuaauaguaucaccaacagcauaacaaaaagaaugacgaa
gaggguugcugauggugucgccgacggcguagcagaaggaguggcggagggg

<Second Sequence; DNA; Albies alba>

13 https://www.uspto.gov/sites/default/files/patents/resources/tools/checker/patentin351 20110214 6 _.pdf
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WIPO Sequence H /- Fiit HEITH

attgaugtuagtgauguggtautgaugtuagutguagtautgaugtauuaauuaugtggtgagututuga
uatguaautgautugtugutattgaugtuagtgauguggtautgaugtuagutguagtautgaugtauua
auuaugtggtgagututugauatguaautgautugtugutuagt

RAW

KA R BEHiE — AN a. BAEEIHUHEREXEGN, EWIERE. AN, ©BauEE %
THERE 5 2RAL . RPAEAI A R TS N2 e 3 v

ZN R

aggatatagatagtatatgatagtatgatatgatgatgtatgtatagtgtagttatga

FASTA

RS A A REMULY], AN A DUE R U PR A7 note FREST

F—ANFFIR FASTA 304

>AJ011880.1 Artificial oligonucleotide sequence SSR primer (CAC13R)

CTCAACAATCTGAAGCATCG

Z: I, https://www.ncbi.nlm.nih.gov/nuccore/3724029?report=fasta (2017 %5 A 22 H51H)) -

[Hz]
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