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IMPORT PROJECT
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REPORT REPORT SEQUENCE
QUALIFIERS SEatch

Z WIPO | Sequence PROJECT_TITLE

PREFERENCES = R

home

GENERALINFORMAﬂON][SEQUENCES]

e——————————————— e <«

Original free text language code Non English free text language code

Automatically add a translation qualifier when a CDS feature is
created Off
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3 A
2 A4 2A
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o ( o
A
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20

GENERAL INFORMATION ~ SEQUENCES

PRIORITY IDENTIFICATION

PRIGRITY IDENTIFICATIO

APPLICANT & INVENTOR

INVENTION TITLE

Name =

BN ys s

Juan Rodriguez Garcia

John Smith

a )

3)

Language Code

he - Hebrew
es - Spanish; Castilian

en - English

).

A 4

APPLICANT & INVENTOR

INVENTION TITLE

Name Latin =

Hila Ben Avraham

Search pers

on or organization by name

Residence Address =

Spain, Valencia, Calle Cardenal ...

England, Leeds, Eden Mount, 26

h q

Correspondence Address =

Spain, Valencia, Calle Cardd|

England, Leeds, Eden Mouni

0}
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oo
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, ) J Jh )
A
A O A o
( )z r
+ GENERAL INFORMATION
APPLICATION IDENTIFICATION o
Application |dentified Before the assignment of the application |P Office Al - Anguilla
number Application number 32424 24
Applicant file reference 4342 Filing date 2022-01-03
7 A
7 , A 1) o , AD
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10: PDF
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FEATURES

Add feature

Feature Key Location Qualifiers

mol_type = genomic DNA £

source 1..64 f - .
organism = Sialia currucoides

11:

Return
to
project
home

Z WIPO | Sequence NEW PROJECT HELP PREFERENCES ENGLISH

r\lame' Description

12:
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A ‘A 3A A A A :

PROJECTS = PERSONS & ORGANIZATIONS ORGANISMS HELP PREFERENCES ENGLISH v

NEW PROJECT  IMPORT PROJECT  IMPORT SEQUENCE LISTING ~ VALIDATE SEQUENCE LISTING

PROJECTS

Inventio Creation Date

name

Polypeptides Having Beta-
Glucanase Activity and
Polynucleotides Encoding
Same

cds feature 15123-WO0-PCT(2] Novozymes A/S modified 2021-08-07

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
THEREOF

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

Polypeptides Having Beta-
Glucanase Activity and
Polynucleotides Encoding
Same

cds feature 15123-WO0-PCT[2] Novozymes A/S invalid 2021-09-02

Polypeptides Having Beta-
Glucanase Activity and
Polynucleotides Encoding
Same

cdsFeatures 15123-W0-PCT[2] Novozymes A/S modified 2021-08-01

13: A

WIPO | Seq PROJECTS SONS & ORGANIZATIONS | ORGANISMS  HELP v

RENCES ENGBLISH v

CREATE NEW PERSON OR ORGANIZATION

PERSONS & ORGANIZATIONS

Axo, Cmut

[xeiH, 3vp

Bnan ru - Russian test name

14: A A
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f:- WIPO | Sequence PROJECTS PERSONS & ORGANIZATIONS | ORGANISMS | HELP PREFERENCES ENGLISH w

EXPORT CUSTOM ORGANISMS  IMPORT CUSTOM ORGANISMS ~ CREATE NEW ORGANISM

ORGANISMS

; Q
Name Description
test organism
Demo Organism
B bbb
A aaa
1
15: A A
16 ,
6A A A
1. A ( . A ' ' ):
A A,
2. q h A(2): q h L,
3. A (3): 9 h
4 AAL A L,
4. h A@): h 9o A L,
5. A (5): ST.26
L
6. : , WIPO ST.26  WIPO ST.26 (6)
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REPORT SEQUENCE HELP PREFERENCES Elw iaeT
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2 3 & 5 6 8

LANGUAGE
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VERIFICATION
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LANGUAGE Return
ST26T- VERIFICATION IMPORT DISPLAY THE PREFERENGES ENGLItw to

DEPENDENT REPORT SEQUENCE LISTING project

WIPO | Sequence 2138 REPORT
QUALIFIERS home

GENERAL INFORMATION SEQUENCES

ST2 ST_ 21 3 6 Print Export mport Another Project Validate Generate Sequence Listing

Project Name ST26T-2136 Creation date 2023-04-0610:45
Last modified 2023-04-06 16:39 Status generated
Description File Name ST26T-2136_3 V4
Original free text language code Sequences 11
Automatically add a translation qualifier when a CDS feature is created Off Non English free text language code
17:'A
5 A ( 18 )
L
1 L*
1 ST.26 L?
1T  WIPO L
T WIPO ST.26 L3
1T  WIPO A A L
t L pd J 9A PCT L N
2 WIPO ST.26 A Jd o
3 Jd “
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h:
WIPO Sequence WIPO ST.26 . 2 GUI
A -
0o J [ m '

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

[STANDARD ST.26
NEW PRO. (s 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 -
18:
A
A ) L ( 19
o A 4 m ' AA

Return
PREFERENCES HELP PREFERENCES ENGLISH v Lo

project
home

Maximum nurr isplayed * 60
g XML file w
eave empty for all] 1000

empty for all] 1200 V4
I} true

dent qualifiers Off

efault language for tool interface * English

Jefault locatic be generated

Maximum number of sequel
Maximum number of residue

Original free text languag

Enable rule XQV_4
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A z
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PROJECTS PERSONS & ORGANIZATIONS ORBANISMS HELP PREFERENCES ENGLISH v

IMPORT PROJECT  IMPORT SEQUENCE LISTING ~ VALIDATE SEQUENCE LISTING
PROJECTS

Project name Applicant file reference Applicant name nvention title Status Creation Date

20: 1

ey
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1) 20 A "NEW PROJECT" . ‘A ,

Retumn
o
project
home

HELP PREFERENCES ENGLISH v

NEW PROJECT

21: 2

[ey

A 22

PREFERENCES ENGLISH

PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP

NEW PROJECT  IMPORT PROJECT  IMPORT SEQUENCE LISTING  VALIDATE SEQUENCE LISTING

PROJECTS

Project name ant file reference Applicant name nventi Status Creation Date
Polypeptides Having Beta-

cds feature 15123-W0-PCT[2] Novozymes A/S Slucanassictivityand modified 2021-09-07
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

22:

s A 23 A .
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33

PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP

ENGLISH w

PREFERENCES

PROJECTS

Project name = Applicant file reference = Applicant name =

cds feature 15123-W0-PCT[2] Novozymes A/S

23:

1) 23

WIPO | Sequence

PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP

NEW PROJECT

IMPORT SEQUENCE LISTING ~ VALIDATE SEQUENCE LISTING

Search project by name Q

Invention title Status =

Polypeptides Having Beta-
Glucanase Activity and
Polynucleotides Encoding
Same

0 Al b

modified

Creation Date ¢

2021-08-07

PREFERENCES ENGLISH w

NEW PROJECT  IMPORT PROJECT
@ Open X
4 [l ThisPC > Documents > WIPO_ST26 v o
Organise v New folder v M @
P R OJ E C Narme - Date modified Type sif
# Quick access
a B tets_1617812352954.2ip 07/0472021 17:19 WinRAR ZIP archive
R everis
@ OneDrive - everis
I3 This PC
e Network
< >
File name: | tets_1617812352954.zip V‘ ZIP (*.zip) 3
1 O =1 o
PANCREATIC CANCER
24: o] A
n Ho 1]
2) 24 , [-zip] 1)
3) 24 ,0 @

IMPORT SEQUENCE LISTING  VALIDATE SEQUENCE LISTING

Upload file [.zip]

Cancel

3) .
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PREFERENCES ENGLISH v

g WIPO | Sequence PROJECTS PERSONS & ORGANIZATIONS ORBANISMS HELP

NEW PROJECT IMPORT PROJECT IMPORT SEQUENCE LISTING  VALIDATE SEQUENCE LISTING

St26t-2576 [1].xm|_1640106895750.2ip Upload file [.zip]

°I! Enter the sequences to be imported

Sequence Number [ID] Position

1

2
Select Range of Sequence IDs
1-2
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
25 o] A,
4) " " 2 2 2
y .

25 .
X-y . 25

"1, 3,7, 13-20, 30-50"

5) b (3 25 , " 5 A" g .

Il

o
o
N
(o))
33

PREFERENCES ENGLISH w

PROJECTS PERSONS & ORGANIZATIONS ORBANISMS HELP

SUCCESS: The project has been imported successfully

26: L 2 '
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- WIPO 2 A
A 2 2 A
P
) A
A , ST.26 ST.25 )
.00 ST.26 A  *xml h,hST.25 A *ixt
1) .27 A i ) A0

PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP

PREFERENCES ENGBLISH w

PROJECTS

27:

]

ST.25 [ixt] ST.26 [.xml]"

).
3).
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36

PROJECTS

PERSONS & ORGANIZATIONS ORGANISMS HELP

@ Open

PREFERENCES ENGLISH w

validsts.xml

Project Name *
o valid test

[ Select Range of Sequence IDs

[7) Select the general information con|

PROJECTS

« © 4 [l > ThisPC > Documents > WIPO_ST26 o £ Search WIPO_ST26
STING VALIDATE SEQUENCE LISTING
Organise v New folder m @
Documents A Name Date modified Typd ) ‘
Upload ST.25 [.txt] or ST.26 [.xml] file
¥ Downloads 7 basicxml 02/03/2021 15:37 xmf.
[=] Pictures * ) ST26T-1796-valid.xml 02/03/2021 15:39 XM
D Music » ] &t_1796 txt human T.txt 02/03/202115:37 Text
B Deskiop xt_1796 txt human 2.txt 02/03/2021 15:39 Text
Sample Files =
wiPo
WIPO_ST26
B everis |
@ OneDrive - everis
[ This PC L
¥ Network v S > Eancel
File name: [ basic.xml ] [t axmi (axt ~ F
e

28: o]

st26t-2624.xml

Project Name *

¥ Enter the sequences to be imported

Sequence Number [ID]

1

Select Range of Sequence IDs

1

=

NEW PROJECT

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

29:

IMPORT PROJECT

IMPORT SEQUENCE LISTING  VALIDATE SEQUENCE LISTING

Upload ST.25 [.txt] or ST.26 [.xml] file

Pasition

Cancel Import Sequence Listing
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37

"1, 3,7, 13-20, 30-50"

]

=0

[
M

Insectidal Proteins |

Select Range Sequences

¥ Select the general information contents to be imported

T4 Element Origin Element Value
v Application Identification

v Applicant File Reference

4 Earliest Priority Application Identification

T Applicant Name

v Invention Title Bag

The data for the selected attributes will be overwritten

30: o]

30 ,

"» c

3t
>

Target Element Value

IP Office = GB
Application number = 34892756
Filing date = 2013-05-02

Applicant file reference = ABCD1234567

IP Office = GB
Application number = 128432643875345
Filing date = 2019-05-01

Name = James Wilson

Invention title = Insecticide protein, Language code =
en

hJ

31
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A

WIPO Sequence
&

A ) A ST.25

WIPO ST.26 I

Import Report

Changed Data

Origin Element
Name

Origin Element
Value

Target Element
Name

" Target Element

Origin Tag Valiie
All 'u' symbols
in sequence
are not
permitted and
should be
changedto 't'
symbols and
that either a
modified_base
(uracil in DNA)
or
misc_feature
(combined
RNA/DNA
molecule] is
needed.

Sequence

Sequence Residue

Transformation

‘ Print Report |

Origin
Sequence ID

Sequence ID
Number

10

ST.25 A

32
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39

PROJECT VERIFICATION
EPOR

DEMO R

LANGUAGE DEPENDENT IMPORT
QUALIFIERS REPORT

Retum
DISPLAY THE o
SEQUENCE LISTING v PREFERENCES ENGLISw PRt

Import Report

Import Report Messages

Data Element

Global <400>

Global

(1) .32 .

PDF

PROJECTS PERSONS & ORGANIZATIONS ORBANISMS HELP

home

6 Print Report

Detected Sequence

The symbol 'u’ is not permitted and must
be changed to a 't'. A 'modified_base’
should be used to identify a uracil in a
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 valuels] for the
qualifier 'mol_type' of the following SEQ ID
NO(s): 1, 2, as prescribed by Annex VII,
ST.26.

32: 2 A, h o A

S A h PDF

PREFERENCES ENGLISH w

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

PROJECTS

Project name

qv 42 xqv 42 AB123

NEW PROJECT  IMPORT PROJECT  IMPORT SEQUENCE LISTING ~ VALIDATE SEQUENCE LISTING

Applicant name Invention title Status Creation Date
Copolymer including

Tom Jons uncharged hydropfilic new 2021-07-07
block
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33: ST.25 b A, @

, A 100,000A bz 0 . "H
A 2 A ) ‘A
, ~100,000A 10 x 10,0004

oy

10,0004

34 A A q o

Z WIPO | Sequence

PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP

ST.26

PREFERENCES ENGLISH

NEW PROJECT  IMPORT PROJECT  IMPORT SEQUENCE LISTING | VALIDATE SEQUENCE LISTING

PROJECTS

Search project by name

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

34: q
(1) 35 " ST.26 [.xml] "
2 : " R )

jol
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PROJECTS BERSONSIE ORGANISMS HELP PREFERENCES ENGLISH w

ORGANIZATIONS

NEW PROJECT IMPORT PROJECT IMPORT SEQUENCE LISTING VALIDATE SEQUENCE LISTING

Upload file ST.26 [.xml]

M open x .
Cancel ‘
<« v 4 « Docu.. > sequencesJDD v O £ Search sequences JDD
P R Organise ~ New folder = m @
. reports A "N Name Date modified &N
- 2652 ] 2021097599 (2) 9/9/2021 3:00 PM
| sequences)DD /] 1651500011 (4) 9/9/2021 3:00 PM
L wip &) 1982 (1) 9/9/2021 3:00 PM
©XFQ 11 ) txt_st25 _artificial_unknowntxt 9/9/2021 3:00 PM '
&) adt 9/9/2021 3:00 PM ect by name Q
& NTT DATA EMEAL ) AEPALFD_3_XFD_4 (1) 9/9/20212:14PM [
@ OneDiive-NTT D | @Dibasic 9/9/2021151PM | ——
) . . -h i
Prgle © Microsoft Teams ) ST_26_long_amended DTD version 9/9/2021 1:39 PM vlitle ¢ Status 2 Date s
v < >
2404 File;name: |baSiC b ! "I modified 2021-11-08
Open | ‘ Cancel ‘
35: aq
q m , 36 .o d A
36:q L Jd 1
q , 37 q 2 J q h o
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Verification report

Verification Report Information

Production Date 2022-02-12

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

Verification report

Verification Messages

Severity | Data Element Message Text Detected Value
ERROR | Qualifier Value The mandatory qualifier value for qualifier 'note’ is missing. )}
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 non-p dch < 0,3.63.2. Only printable the space character) from the Unicode Basic Latincode | |\ - i
table (except the reserved characters) are permitted.
ERROR | Feature Key 'é':::‘ ‘f::n;re 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 1s 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 This qualifier contains an id attribute. The qualifier id attribute is permitted only for a qualifier with a language-dependent free text value. g3 2
ERROR | Qualifier Name The qualifier name ORGANISM ts not valid for this SOURCE feature. ORGANISM 2
Non English Qualifier | § i X
ERROR Value Non-English qualifier free text is permitted only for a qualifier that allows language-dependent free text. Yeaosex 2

5 A HTML 5 XML q h (1) (@)

h: c ¢ AA IE ActiveX P A 2
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q , ST.26 k g h
UTF-8 XML 1.0
m P  DOCTYPE

<IDOCTYPE ST26Sequencelisting PUBLIC "-//[WIPO/IDTD Sequence Listing 1.3//EN"
"ST26Sequencelisting_V1 3.dtd">

dtdVersion DTD

DTD ST26SequencelListing_ V1 3.dtd 4,

A , 38 () A

NEW PROJECT  IMPORT PROJECT  IMPORT SEQUENCE LISTING  VALIDATE SEQUENCE LISTING

PROJECTS

Q
Project name = Applicant file reference Applicant name Invention title Status Creation Date ¢
e
st26t-2624 es123 ALVIZO, OSCAR Nufez ST26T- 2624 ES new 2022-01-12 T
Polypeptides Having Beta-
ods feature 15123-W0-PCTI2] Novozymes A/S Glucanasodctintyand modified 2021-08-07
Polynucleotides Encoding
Same
38: , A
h A
R
g DTD
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Delete Project

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

‘ Delete

39: ,

PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP PREFERENCES ENGLISH

CREATE NEW PERSON OR ORGANIZATION

PERSONS & ORGANIZATIONS

Name Language Code Name Latin Correspondence Address
o, Cmut
[xenH, Sip

40: 1 b
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CREATE NEW PERSON OR ORGANIZATION  HELP

PREFERENCES

ENGLISH

-

45

Name*

T

PROJECTS

]

PERSONS & ORGANIZATIONS

A4 AA
4 A )

ORGANISMS  HELP

]
>
E}

ST.26 a

PREFERENCES

o
o

(*

ol

ENGLISH

v

ORGANISMS

Name

EXPORT CUSTOM ORGANISMS  IMPORT CUSTOM ORGANISMS | CREATE NEW ORGANISM

Description

test organism

Demo Organism

oo

Description example

Description Demo example

bbb
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(o

42: A 1

=1}

( 38 A h

PREFERENCES ENGLISH

f: WIPO | Sequence CREATE NEW ORGANISM  HELP

Descriptior

Name*

43: A 2 b

A 1 1A

hd J ) . A4 44 2 '
A 4 AA

PREFERENCES ENGLISH w

PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP

EXPORT CUSTOM ORGANISMS | IMPORT CUSTOM ORGANISMS ~ CREATE NEW ORGANISM

ORGANISMS

Name Description

test organism Description example

Demo Organism Description Demo example

bbb

[s5)

44; A 4 4AA1l b
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WIPO

a7

txt

= WIPO | Sequence

PROJECTS PERSONS & ORGANIZATIONS ORBANISMS HELP

ORGANISMS

Name

test organism

Demo Organism

1>

EXPORT CUSTOM ORGANISMS
@ sovers X
4 [ > ThisPC > Documents > wipo docs v o Search wipo docs
Organise v New folder v @
Name % Date modified Type Size
* Q
No items match your search.
fa ev
@ O
(=R 4
&N
A [ Custom Organisms_1625665412516.6¢] v
Save astype: | txt (“ibxt) v
o st | [
45: A 4 4°A,

46 ).

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

h: aaa
B: bbb
Demo Organism: Description Demo example

test organism: Description example

46: A

PREFERENCES

ENGLISH

v

IMPORT CUSTOM ORGANISMS ~ CREATE NEW ORGANISM

jo)

2023 4



WIPO

48

PROJECTS PERSONS & ORGANIZATIONS ORGANISMS

PREFERENCES ENGLISH =

EXPORT CUSTOM ORGANISMS |IMPURT CUSTOM CIRGANISMS| CREATE NEW ORGANISM

ORGANISMS

Search organism by name Q

Name :

47: A9 Al

43 ‘A

Open

i WIPO ST26 Tool  PROJECTS PERSONS

€« . 4 » ThisPC » Local Disk (C:) » temp > 5t26 » inbox
Organize v New folder

Outlook "
Scan

ORGANISMS I

Temp
Trabajo
B This PC
P 30 Objects
I Desktop
i| Documents
& Downioads
Prototvoe C12 d Music
3 = Pictures

B Videos

! s Local Disk (C) Vi i<

File name: | Custom_Organisms_1555512500784.b¢

organisms2019.txt

48: A 09 A,

1) 48 i [ . t(®t ] 0o

2) 4 r (2)

v| Lot (o) v

Upload file [.txt] 0

Import Custom Organisms 1

3
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WIPO 49

) (UTF-8) r (* .txt) , O

A A WIPO A A . A
A N ( 44 ).

WIPO | Sequence PREFERENCES HELP PREFERENCES ENGLISH w

project
home

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

Maximum number of residues to print [Leave empty for all] 1200 V4

true

Original free text language code [optior

Enable rule XQV_49 for language-dependent qualifiers Off
Default language for tool interface * English

49:

>

2023 4



WIPO 50

PREFERENCES HELP PREFERENCES ENGLISH w

Maximum number of residue symbols to be displayed *

60

Default location where the sequence listing XML file will be generated Select 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

Default language for tool interface *

English

50: A A

>
b
3
)

 ST.26 (.xml) A : L :
1 ( A ):’A z  1,000A .

T A ( A Az  1,2000 A .

|}
>
jo)
>
=5
o
>
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WIPO 52

DISPLAY Return

LANGUAUE S MPORT, " THE to

VERIFICATION

PROJECT DEPENDENT PREFERENCES Elw

REPORT REPORT SEQUENCE project

QUALIFIERS LISTING home

GENERAL INFORMATION SEQUENCES

Export Import Another Project Validate Generate Sequence Listing

PROJECT

51: 1 b

LANGUAGE
DEMO :::‘0‘#‘“0" DEPENDENT IMPORT DISPLAY THE

HELP v  PREFERENCES ENGLISY
QUALIFIERS REPORT  SEQUENCE LISTING

g WIPO | Sequence

GENERAL INFORMATION SEQUENCES

DEMO

@ Print General Information Part
¥ Print Sequences

Juence Ids
1-12

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

ancel Print

52: 2

[on
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53

WIPO
fi o A fi | Dso 4 ID
hdJ, o L A o
" |
o , PDF c A A 2 q

PDF

b WIPO

LANGUAGE
DEPENDENT
QUALIFIERS

VERIFICATION
REPORT

PROJECT
DEMO

WIPO | Sequence

.zip A

DISPLAY
THE
SEQUENCE
LISTING

IMPORT

REPORT e

PREFERENCES

Return

Elw

to

project

home

GENERAL INFORMATION SEQUENCES

PROJECT ...

Project Name project demo
Status invalid

Description

Original free text language code

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

+ GENERAL INFORMATION

1) A

Print Import Another Project

Validate

Generate Sequence Listing

. Save As
™ « Docu.. » sequencesJDD
Organise New folder
Saved Pictures " Name
Screenpresso : .
wipo-sequence-validator
WIP

i Basic 1634809871994

[ NTT DATA EMEAL

9] Search sequences JDD

Date modified

_ Vi S
N ET llproject demo_1641987266595)

Save as type: | ZIP

A Hide Folders

Cancel

1A,

&

47A0
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WIPO 54

]
S
S
-

o

(€]
N

DISPLAY Return

IMPORT THE to
REPORT SEQUENCE HELP = PREFERENCES Elw e

LISTING home

LANGUAGE
DEPENDENT
QUALIFIERS

PROJECT VERIFICATION

HUONCE DEMO REPORT

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

demo_1641987266595.zip’ X

GENERAL INFORMATION SEQUENCES

P R OJ E c I Print Export Import Another Project Validate Generate Sequence Listing
amm

Project Name project demo Creation date 2022-01-12
54: 4 4A, L
5 A
A
0 11} mn , n mn , a
h:o A h,o A
, 0 'A n O 'A n
( 55 )

DISPLAY

IMPORT  THE

REPORTISEQUENCEHIELE SRR EREEERENCES project
LISTING home

LANGUAGE
DEPENDENT
QUALIFIERS

VERIFICATION
REPORT

WIPO | Sequence PROJECT

GENERAL INFORMATION SEQUENCES

P R 0 J E c I Print Export Import Another Project Validate Generate Sequence Listing

55: 2 A1l

(o

2023 4



WIPO 55

b~

56

. ) o]
BASIC SS———
Project” .
Select the general information contents to be imported
Select the sequences to be imported. If the box is left unchecked then no sequences will be imported.
Cancel Import Project
56: 2 A2 b

3 A ID 3)

Il
~~
N
~
(&S]

PROJECT  VERIFICATION  LANGUAGE DEPENDENT

Retum
IMPORT DISPLAY THE
DEMO REPORT QUALIFIERS

0
REPORT  SEQUENCE LISTING EREEERENCESIREHGLIS ¥ project
home

PROJECT DEMO

Project*

1941-AMBIGUOUS

Generate Sequence

‘J Select the general information contents to be imported

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

Select Range of Sequence IDs. Total Sequences
1-6

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"].

Caoce! _

57: 2 A3 b

2023



Project*

1941-AMBIGUOUS

@i Select the general information contents to be imported

5] Element

v Application Identification

%] Applicant File Reference

vl Earliest Priority Application Identification

%] Applicant Name

] Inventor Name

£ Applicant List

v Invention Title Bag

The data for the selected attributes will be overwritten

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

Invention title = TEST, Language code = fr

(o

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

Invention title = AMBIGUOUS, Language code = es

59 P LA

2d AN .
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WIPO 57

ST.26- XML A, a mo

o)
>

DISPLAY Return

THE to
SEQUENCE HELP W PREFERENCES Elw project

LISTING home

LANGUAGE
DEPENDENT
QUALIFIERS

PROJECT VERIFICATION

WIPO | Sequence DEMO REPORT

GENERAL INFORMATION SEQUENCES

P R 0 J E c I Print Export Import Another Project [ Validate ] ‘ Generate Sequence Listing
LR N

Project Name project demo Creation date 2022-01-12

Status new 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 Off

60: a 1 b

a , a IA R "q h " A

DISPLAY Return

IMPORT  THE o
REPORT SEQUENCE HELPY  PREFERENCES  iw project

LISTING home

LANGUAGE

VERIFICATION DEPENDENT

WIPO | Sequence TESTSTRAIN

EEECR] QUALIFIERS

SUCCESS: The project has been successfully verified X

Report successfully generated on2022-01-12

This project does not contain any errors or warnings.

61: L a

o

a Aho = , %4 q 'H

2023



WIPO

LANGUAGE DISRERY

PROJECT VERIFICATION DEPENDENT IMPORT THE HELP PREFERENCES Elv

REPORT SEQUENCE project

WIPO | Sequence DEMO REPORT
QUALIFIERS LISTING home

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

Report generated on 2022-01-12 Print Report

Severity ¢ Data Element ¢ Message Text Detected Value Detected Sequence

The mandatory IP

ERROR Application Office Code is -
Identification ..
missing.

62: a /A h

2023 4



WIPO 59

LANGUAGE DISPLAY Return

WIPO | PROJECT VERIFICATION IMPORT THE

equence

to
DEMO REPORT DEPENDENT REPORT SEQUENCE HELP = PREFERENCES Elw

QUALIFIERS project

LISTING home

GENERAL INFORMATION SEQUENCES

P R 0 J E C I Print Export Import Another Project Validate Generate Sequence Listing
LR N

Project Name project demo Creation date 2022-01-12

Status invalid 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 Off

63:

2 q m , 64 2 , ) ST.26
(.-xml) )

D E M 0 Print Export mport Another Project Validate Generate Sequence Listing
|

< v. <« Extension21 > DEMO v O

Search DEMO

Organise v New folder =y @

[ This PC tat Name Status Date modified

J 3D Objects
I Desktop

%] Documents
& Downloads
D Music

&] Pictures

B videos
» GENERAL INFORMATION| =@

¥ Network

No items match your search

v o<

File name: | Demo.xml

Save as type: | XML (*xml)

» SEQUENCES

A Hide Folders Save Cancel

2023



WIPO 60

A :Linux ) LA 2 \o J A
" A a2\ b

Report generated on 2022-01-21

(T
3]
@

) Severity ¢ Data Element ¢ Message Text Detected Value Detected Sequence

The value of the
qualifier 'mol_type'
Qualifier Molecule IBTIOFONE Bf iR
(] ERROR Tvoe permitted values for rRNA Sequence 1
lype
a DNA sequence or
the value is
missing.

The feature location

includes a residue

number greater 1.50
than the length of .
the sequence,

which is invalid.

O

ERROR Eeature Location Sequence 1

65: . AR
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( 66 )

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 g

66:
A , 2
67 b L
1) r A (IP )
& WIPOST.3
2)
y L
3) 0] A L
4) ) A, L
5 /1 9 A /N ‘A
6) " "
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62

WIPO

GENERAL INFORMATION

APPLICATION IDENTIFICATION

Applicant file reference*
123456 o

Application File Reference is a mandatory field when ‘Before the assignment of the application

® Before the assignment of the application number

After the assignment of the application number
number' is provided.

‘2‘01‘9-02-20 (5 )

o
Cancel m

67:
h A mb " 2 2 , O
" Ak A
@] ) , ) 68 A
n O 0 mn
v+ GENERAL INFORMATION
APPLICATION IDENTIFICATION
Application |dentified Before the assignment of the application number IP Office AU - Australia
Applicant file reference 123 Filing date 2022-01-07 z
PRIORITY IDENTIFICATION
[ Add Prio Application
68: / 21 b
O 2 , 2 i 2 (@]
0 A o . O 2 O

hJ

O

, 69
2023

D




WIPO

63
69:
o]
A A 20 20
b o L
A A :
70 2A A ) A
0 A A A
70  "John Smith" 3 ‘A
Select the option™
& Bxisting applicant
New applicant
DNOAK [ n7?n
Juan Rodriguez Garcia
John Smith
70:°A
1] / IIO A , 9 9
(71 )
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WIPO 64

AN
o
<
AN

Select the option*

Existing applicant
® New applicant

Name* Residence Address
Language Correspondence Address
guage ~
Name Latin
Mark as primary
Cancel
71 / 2 9

" " 4

7) ) , 12 ! 2"

INVENTION TITLE

nvention title*
Language*

ancel

2023 4



WIPO 65

8) , L
9) " 2"
A WIPO ST.26 , A .0 J
J m ) , J
oo b )
'A n n 3 m ,A |:
L
ks Al A : A
[ [l _/{ 'A
b ) L
1) 73 " "

GENERAL INFORMATION SEQUENCES

+ SEQUENCES

Create new sequence Import sequence Insert Sequence Reorder Sequence Bulk Edit

Sequence [D Number Sequence Name Length Molecule Type Organism Skipped Sequence

DNA_RNA_withut_

. ST25_seq_1 10 DNA Homo sapiens No

2023

D



WIPO 66

2) Q) c A ' ' z L
L L , Ao 'Seq oo
A 2 r Az (6Seq_16,
6Seq_26, (1)6Seq_30)

ST.26 h L 3A J
('DNA', 'RNA" & 'AA) (2). "UAM (3)
2 DNA&RNA O , DNA
&
A , & A
g A A 2
h A J
A A A
J AN (4.
z L
A (5).°
: " (6) , z L
B h " m a h
( Az 000 L)
" DNA&RNA O " (6) : )
"misc_feature" T DNA RNA O )
o O o "misc_feature" " o " z
r o "misc_feature" A " h" 6,
Aimi sc_featZfure" . fi 6mi sc_featooebd
h, O
DNA RNA O
5 A& A WIPO  ST.267 , 1&3
bo0 mol z WIPO  ST.261 I, 6&8

2023 4



WIPO 67

Sequence Name Molecule Type*
Name/Description for sequence o DNA v
Residues*

LllavLivatlyaaliiaviiiallyadiviaviivatlyaatilavilvallyaalilalilvallyaalviaviivatllyaalitaviivallyaatilaviliiallyaatlilavilivallyaatlvlaviivallyaatilavilvatlyaatliiau o~
ttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatetacttcattgaatctacttcattgaatctacttcattgaatctactteat
tgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaat
ctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatetacttcattgaatctacttcattgaatctacttcattgaatctact
tcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatcetactteatt
gaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacticattgaatctactteattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaat
ctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctact
tcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacticattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatetactteatt
gaatctacttcattgaatctacttcattgaatctacttcattga o -

Organism name * Qualifier Molecule Type

. . v
Saaristoa firma o genomic DNA e

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

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

eMolecuXe Type Location
S 4

RNA 743

Further Text

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

74:

3) , 0 n n n & n
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68

ST.26

SEQUENCE 2

Sequence Number (ID] 2
Sequence Name Name/Description for sequence
Length 1782

FEATURES

Feature Key

misc_feature

source

SEQUENCE

atctacttca  ttgaatctac
ttgaatctac  ttcattgaat
ttcattgaat  ctacttcatt
ctacttcatt  gaatctactt

gaatctactt  cattgaatct

Q
SE

ST.25

1) 76

Sequence ID Number

[

N

2) 77

ttcattgaat

teatt
gaatctact:
cattgaatet

acttcattga

2

»ate new sequence

Location

7.13

1.1792

GENERAL INFORMATION SEQUENCES

+ SEQUENCES

Sequence Name

DNA_RNA_withut_
ST25_seq_1

DNA_RNA_withut_
ST25_seq_2

ttgaatctac

tteattgaat

75:

A ,WIPO

Insert Sequence
Length
10
30
76:

[.txt, .xml]

Molecule Type DNA
Organism Saaristoa firma
Contains DNA and RNA fragments

Qualifiers

note = RNA

mol_type = genomic DNA
organism = Saaristoa firma

o

Molecule Type

DNA

RNA

Reorder Sequence

Organism

Homo sapiens

Abrophyllum
ornans

Bulk Edit

S0

, FASTA,

Skipped Sequence

2023
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69

SEQUENCE1

FEATURES

>
o
(&

ST.25

I

I

3

@ Abrir
PN

Organizar +

B everis

[ Este equipo
& Descargas

& ST26authoring t

<« Documentos > Import Seq Listing

Nueva carpeta

A Nombre

ST26T-1087
= 9_5T25_9238084_DTD_Based.xml
) changedataxml

[ Insecticidal Proteins (1)xm!

&l

I Escritorio
& Imagenes
D Masica
B Objetos 3D
B Videos

& 0SDisk (C:)

P

nvalid_projectxml

Nosegs0axml
) Opt_Soy_Locixm!
QN_1xml
=] Results QV 29.xml
ST_25_import_complextxt
] ST_25_long.txt
v <

&n ImportS

Fecha de modifica.

Nombre: |ST_25_import_complextxt

mento XML
Documento XML
Documento de te
Documento dete v

>

w \ et xml (*.bxt:*xml) v

Cancelar

]

7.

BA

"1, 3,7,13-20, 30-50".

A,

b~

Upload file [.txt, .xml]

, FASTA, ST.26

ST.25.

o

2023



WIPO 70

C:\ \Downloads\validl.xml

o ¥ Enter the sequences to be imported

e Sequence Number [ID] Position
[1] 1
[2] 2
[3] 3
N

e 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

78: o} A, ST.25/ST.26
- 5 A (79 ), " " 1)

A (29 : , A

y 2 ID 3).

2023 4
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71

C:\Users\ \Downloads\multisequence_u_t.txt

¥ Enter the sequences to be imported

Sequence Number [ID] Position

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

131 < Second Sequence;AA; >

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

Select Range of Sequence [Ds.
1-4

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

79: 2 A, -

) ‘A FASTA

Ao 80 h FASTA

C:\Users\ \3AAraw.txt

The file selected is in raw format. Please select the sequence molecule type in order to import the sequence.

Molecule Type*

Organism name * R o
Qualifier Molecule Type

80: fo] A,

0]

2023



WIPO 72

C:\Users\e FASTA\IDNAsequence.fasta

Sequence Number [ID] Description

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

Please select the sequence molecule type for the sequence that you would like to import.

anism name™ 0 T

Check to save description as a note.

81: 2 ‘A, FASTA

( 82 2 ) .

2023 4



WIPO

73

+~ SEQUENCES

Create new sequence

Import sequence

Insert Sequence

Bulk Edit

e p e sequence Name Langt) Molecule Type Organism Skipped Sequence

1 QV_31K Test_File_seq_2 20 AA Saccha_romyces Yes
cerevisiae

2 QV_31K Test_File_seq_3 90 DNA SaCChaermyces Yes
cerevisiae

3 QV_31K Test_File_seq_4 20 AA SaCChaermyces Yes
cerevisiae

4 QV_31K Test_File_seq_b 90 DNA Saccharomyces Yei
cerevisiae

5 QV_31K Test_File_seq_6 20 AA SaCCha'romyces Yes
cerevisiae

82: 1 b
2 ( 83 ). o)

Sequence Number (ID]*
3

Sequence Name

inserted sequence

Residues™

gtaggaatgtaggaatgtaggaatctacatgtaggaatgtaggaatgtaggaatctacatgtaggaatgtaggaatgtaggaatctacatgtaggaatgtaggaatgtaggaatctacatgtaggaatgtaggaatgtaggaatctaca
tgtaggaatgtaggaatgtaggaatctacatgtaggaatgtaggaatgtaggaatctacat

Organism name *

Wohlfahrtiopsis bishoppi

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

Qualifier Molecule Type

genomic DNA
Cancel “ Insert sequence ‘ ] Insert & Display Sequence
83:
83 2 , i 0 A & 0
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WIPO 74

SEWUENUVED

Create new sequence mport sequence nsert Sequence Reorder Sequence Bulk Edit

Sequence |D 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_seq_3 90 DNA Saccharomyces Yes
cerevisiae

3 inserted sequence 210 DNA Wohlfahrtiopsis bishoppi No

4 QV_31K Test File seq 4 20 AA Saccharomyces Yes
cerevisiae

5 QV_31K Test File seq 5 90 DNA Saccharomyces Yes
cerevisiae

84:

b
S

85 ( ) 87 ( m)
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75

+ SEQUENCES

Sequence ID Number Sequence Name Length
1 QV_31K Test_File_seq_2 20

2 QV_31K Test_File_seq_3 90

3 inserted sequence 256

4 QV_31K Test_File_seq_4 20

5 QV_31K Test_File_seq_5 90

[ QV_31K Test_File_seq_b 20

2) 86 ,

Seguence Number [ID]*

3

To select a range use "-" between the ids

3) 87 2

Molecule Type Organism Skipped Sequence

AA Saccharomyces Yes
cerevisiae

DNA Saccharomyces Yes
cerevisiae

DNA Wohlfahrtiopsis bishoppi No

AX Saccharomyces Y
cerevisiae

DNA Saccharomyces Yes
cerevisiae

AA Saccha‘romyces Yo
cerevisiae

85:

New Sequence Position

2

86:

Reorder Sequence

2023 4



WIPO

76

+~ SEQUENCES

Create new sequence

Import sequence

Insert Sequence

Reorder Sequenc:

] Bulk Edit

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

1 QV_31K Test File_seq 2 20 AA Saccharamyoes Yes
cerevisiae

2 inserted sequence 256 ONA Wohlfahrtiopsis bishoppi No

3 QU_31K Test_File_seq_3 90 ONA Saccharomyces Yes
cerevisiae

4 QV_31K Test File seq 4 20 AA Saccharomyces Yes
cerevisiae

5 QV 31K Test Fils_seq_5 90 DNA Saccharamyces Yes
cerevisiae

87:
n
A A A
o °
o] , o]
1) 88 "Bulk edit"
GENERAL INFORMATION SEQUENCES

+ SEQUENCES

2)

Create new sequence

Sequence [D Number

[

Import sequence

Sequence Name

DNA_RNA_withut_
ST25_seq_2

DNA_RNA_withut_
ST25_seq_1

Insert Sequence

Length
30
10

88:

Reorder Sequence Bulk Edit

Molecule Type

RNA

DNA

Organism

Abrophyllum
ornans

Homo sapiens

Skipped Sequence

No

No

2023
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77

Type of bulk edit*

v
Qualifier molecule type
Select the type of bulk edit to continue
Molecule Type*

s 4

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’.

Select Range of Sequence IDs*

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

o).

Qualifier Molecule Type*

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'.

89:

Type of bulk edit*

v
Qualifier molecule type
Select the type of bulk edit to continue
Molecule Type*

v

DNA

'mol_type'

Select Range of Sequence IDs*

37

z

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

“2-8").

Qualifier Molecule Type*

unassigned 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
frber Sequence Name Length
3 500 15

sequences_seq_3

90: ,

Qualifier molecule
type

genomic DNA

Molecule Oranism
Type g
DNA Vlaccarl|a
hispanica
mol_type

2023
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WIPO
90 : c A ="synthetic sequence"
Ilmol_typell 11} DNAII n RNAII A h ,
z A o} )
4) A
Sequence ID Molecule . Qualifier molecule
Nintiber Sequence Name Length Type Organism type
3 il 15 DNA Vaggatin unassigned DNA
sequences_seq_3 hispanica
7 500 16 DNA Wabasso unassigned DNA
sequences_seq_/ hilairoides
91: mol_type
A A
1) (1) 92 p ' 'Organism' SEQID (2
o) 5 A z " A A
A, 'mol_type' 3 " DNA"
c

" RNA" A g

Type of bulk edit*

Organism

Select the type of bulk edit to continue

Organism name*
synthetic construct

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”).

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

Sequence ID Number Sequence Name Length
1 Seq_1 192
2 Seq_2 20
3 Seq_3 20

92:

Molecule Type Organism
DNA Mus musculus
DNA Homo sapiens
DNA Gabaza connectens
1
A1 Db

Qualifier molecule type

genomic DNA

other DNA

other DNA
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1"

(4)

n 1]

o) 1]

"complement(join(1..30,61..90))"

2)

(5) Lz

Type of bulk edit*

Features

Select the type of bulk edit to continue

Type of bulk feature edit*

Edit feature

Feature Key*

CDs

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

Sequence ID Number

o n A
9 "1..13"(5)

Sequence Name Length
40000
18
seguences_seqg_b5
40000
8
sequences_seq_8
40000
canmiannae can 1N 15
93:
A 20
o SEQID 1,2,7 (3)

93
).

"(2)

) (1). O A
'Molecule Type' (3)
A 2
SEQID5 8

IDS
6) z

o, A A CDS

Select Range of Swnce Ds*
T 58

Use commas to separate individual sequences [for example: “2.5,8”]; use a dash to
indicate a range of sequences [for example: “2-8"].

Molecule Type*

" Rna (3 ] v

Feature Location*

T (6 ]

Molecule Type Organism Qualifier molecule type

RNA Vaccaria hispanica genomic RNA
RNA Gabara gigantea genomic RNA
RNA Wabasso hilairoides genomic RNA
, 1 b
A (9 ) A ACHAUNA
o]

2023 4
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Type of bulk edit* Select Range of Sequence [Ds*
Features 121

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

Sl T Epeaibyl el Demmiins indicate a range of sequences [for example: “2-8").

Type of bulk feature edit* Molecule Type*

v v
Add feature o AA
Feature Key* Feature Location*

CHAIN ° Yoo 0

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

Sequence ID Number Sequence Name Length Molecule Type Organism Qualifier molecule type

1 40000 15 AA Gabara gigantea protein
sequences_seq_]

2 40000 8 AA Daboia russelii protein
sequences_seq_2

7 40000 15 AA Wabasso hilairoides protein
sequences_seq_7

94: : fo]

3) 2 n " k. A" A (95 k. SEQ ID
(1) .

Type of bulk edit* Select Range of Sequence IDs* °
Bulk skip

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

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

Cancel Ed

2023 4
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WIPO
T ———————————————————————————————————————————————————————————————————————————————————————————————————————————
SEQ ID #1 ’ " |

=}
o/

97 ’
, o

2

>
O/
=

2023 4





















































































