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PROJECTS
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Test preferences

DEMO

ST26T-2540

Applicant file reference

applicant

br

30610/44556C1-R2

O~

ORGANISMS  HELP

NEW PROJECT

Applicant name

PETIT, Robert

Berthold R. Rutz

BioMarin
Pharmaceutical Inc

C-

PREFERENCES ENGLISH

-

IMPORT PROJECT  IMPORT SEQUENCE LISTING  VALIDATE SEQUENCE LISTING

Invention title -

invention

fungal sequences

Variants of C-Type
Natriuretic Peptide

A

Status

modified

modified

modified

Creation Date

2021-12-09

2021-08-12

2021-09-28
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VERIFICATION

PROJECT_TITLE REPORT

WIPO | Sequence

GENERAL INFORMATION} {SEQUENCES}

Original free text language code

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

@
GENERAL INFORMATION

SEQUENCES

GENERAL INFORMATION  SEQUENCES

FRIGRITY IDENTIFICATION

v

APPLICANT B INVENTOR

INVENTION TITLE

DISPLAY
THE
SEQUENCE
LISTING

Return
to
project
home

LANGUAGE
DEPENDENT
QUALIFIERS

IMPORT

REPORT HESS

PREFERENCES

v

e —— 7
Non English free text language code
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FRIGRITY IDENTIFICATION
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Name =

BT9EK 18 595

Juan Rodriguez Garcia

John Smith

Juan Rodriguez Garcia es -

John Smith

Name*

Language Code =

he - Hebrew

es - Spanish; Castilian

en - English

Juan Rodriguez Garcia

Language*

es - Spanish; Castilian

Name Latin

Name Latin -

Hila Ben Avraham

Residence Address <

Spain, Valencia, Calle Cardenal ...

England, Leeds, Eden Mount, 26

Residence Address

Spain, Valencia, Calle Cardenal Benlloch, 10

Correspondence Address

Spain, Valencia, Calle Cardenal Benlloch, 10

Search person or organization by name Q
Correspondence Address =
i)
Spain, Valencia, Calle Carddi @
England, Leeds, Eden Mouni [
@0
0l
V]
Cancel
® 0




+~ GENERAL INFORMATION

APPLICATION IDENTIFICATION

Application Identified Before the assignment of the application
number

Applicant file reference 4342

|IP Office Al - Anguilla
Application number 32424 Vzd
Filing date 2022-01-03

@8 0 HO Gancet

GENERAL INFORMATION

APPLICATION IDENTIFICATION

P Office
GB
Application Identification*
® Before the assignment of the application number

After the assignment of the application number

Application number

98968268463829

Filing date

2019-02-22| e

ol Savé

Applicant file reference*

ABC1234

Application File Reference is a mandatory field when ‘Before the assignment of the application
number' is provided.

Filing date
2018-02-21

eCanDel

Year Month
2018 © Feb

01 02

03 04 05 06 07 08 09
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PROJECTS
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'OLYMER INC!
ARGED HY
160K 500 SEQ Iniversity of Tokyo modified
AINS, AND USE
160K 100 SEQS A400: 66076 University of Tokyo aaaaaaaaaa maodified 06
cds feature Novozymes A/S invalid
modified
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PERSONS & ORGANIZATIONS

Namé anguage Code Name Latin Residence Addre Correspondence Address
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Bnan ru - Russian test name

Yan
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LANGUAGE DISPLAY Return
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WIPO | Sequence PROJECT REPORT DEPENDENT REPORT SEQUENCE HELP = PREFERENCES Elw Dnice

2 QUALIFIERS BaTie = home
2 3 & 5 6 8

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

Yac

H JIOH



MYy

&/U réfurn to project homéy

(@}

¢ ahewodhodifiedo derderatedo invalidé val@o watningsoY

CDY

C-

LANGUAGE

ST26T-  VERIFICATION IMPORT
DERENDEN]] REPORT  SEQUENCE LISTING

WIPO | Sequence 2138 REPORT

QUALIFIERS

O}

o-
C-~

0 $pquecedY

DISPLAY THE

C-

HELP - PREFERENCES ENGLI{w

project
home

GENERAL INFORMATION SEQUENCES

ST26T-2136

Export mport Another Project Validate

Generate Sequence Listing

Project Name ST26T-2136

Last modified 2023-04-06 16:39

Description

Original free text language code

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

Creation date 2023-04-06 10:45
Status generated

File Name ST26T-2136_3

Sequences 1

Non English free text language code
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IPO SEQUENCE KNOWLEDGE BASE
CONTACT US

ISTANDARD ST.26
N2 REON 20T 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 -
Yoy
1
ST.26 2
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Maximum number of residue symbols to be displayed * 60
Default location where the sequence listing XML file will be generated
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nces to print [Leave empty for all] 1000
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snguage code [optional] true
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Default language for tool interface * English
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PROJECTS
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PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP PREFERENCES

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-
Glucanase Activity and modified 2021-09-07

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

¥ H

PROJECTS PERSONS & ORGANIZATIONS ORBANISMS HELP PREFERENCES  ENGLISH

NEW 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-
Glucanase Activity and modified 2021-09-07

cds feature 15123-W0-PCT(2] Novozymes A/S Polynucleotides Encoding

Same

M Yo
¢ 3 HMPORT PROJECT da

gwwowswunnce PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP PREFERENCES ENGLISH v
=

NEW PROJECT IMPORT PROJECT IMPORT SEQUENCE LISTING  VALIDATE SEQUENCE LISTING

o Upload file [.zip]

@ Open X
+~ > ThisPC » Documents > WIPO_ST26 v o O Search WIPO_ST26 Cancel mport P
Organise v New folder = m @
o -
P R OJ E C Name Date modiied Tpe 5.
# Quick access

17:19 WinRAR ZIP archive

a 8 tets_1617812352954.5ip

fi everis
@ OneDrive - everis
[ This PC

b Network

< >

File name: | tets_16178123529542ip v‘ ZIP (*zip) hd
1 O o= | o 2021-05-05

PANCRERTIC CANCE
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@1 Upload file [.ziph 24 (0%
@& HO 24 o2}

g WIPO | Sequence PROJECTS PERSONS & ORGANIZATIONS ORBANISMS  HELP - PREFERENCES ENGLISH w
=2

NEW PROJECT IMPORT PROJECT  IMPORT SEQUENCE LISTING  VALIDATE SEQUENCE LISTING

st26t-2576 (11.xml_1640106895750.zip Upload file [.zip]

ov Enter the sequences to be imported

Sequence Number [ID] Position

1

2

Select Range of Sequenc IDs
12

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 Project

® Hselect Range Sequenkges ol

Select Rangp
@5 O MO Sgquences

Hp 1™ MHIW oT 203MBpY

™Y
(0]

@5 @uHmport Projech (¢5)

PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP PREFERENCES ENGLISH v

SUCCESS: The project has been imported successfully X

®itxt ST.25 *xml  ST.26 ®T.25 ST.26

® 7 HMPORT SEQUENCE LISFING a




HELP PREFERENCES ENGLISH

WIPO ] PROJECTS PERSONS & ORGANIZATIONS ORBANISMS

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

PROJECTS

M MT
37.26 [.xmb UploadHile ST.25 [.tht) 28 @
@40 V)
@0 Pyoject Namg

PREFERENCES ENGLISH w

g WIPO | Sequence PROJECTS PERSONS & ORBANIZATIONS ORBANISMS HELP
=

@ Open
<« v 4 [ » ThisPC » Documents » WIPO_ST26 M) £ Search WIPO_ST26
ISTING VALIDATE SEQUENCE LISTING
Organise v New folder
) [&) Documents A" Name h o ) o
validsts.xml Upload ST.25 [.txt] or 8T.26 [.xml] file
4 Downloads » Ebmcami o
& Pictures » ] ST26T-1796-validxml
P Name * B Music » ] tt1796 txt human 1¢t
e valid test [ Desktop [5) et 1796 et human 2t
Sample Files
Select Range of Sequence IDs WIPO
WIPO_ST26
B everis

Select the general information con
@, OneDrive - everis

[ This pC

& Network v < > Cancel Import Sequence Listing

V| xt i (~.bcxml) ~

File name: | basicxml

PROJECTS

¥y
P9

Select the general informatioy Seléct Range Sequenegs
$eontentsto be imported

NEW PROJECT  IMPORT PROJECT  IMPORT SEQUENCE LISTING  VALIDATE SEQUENCE LISTING

st26t-2624.xml Upload ST.25 [.txt] or $T.26 [.xml] file

Proj

¥l Enter the sequences to be imported

Sequence Number [ID] Position

(11
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

Cancel

¥




Project Name

Insectidal Proteins|

Select Range Sequences

¥ Select the general information contents to be imported

4 Element Origin Element Value
” Application Identification

k4 Applicant File Reference

4 Earliest Priority Application Identification

4 Applicant Name

v Invention Title Bag

The data for the selected attributes will be overwritten

80

]

H 1™© MHZW oT203vgY

8

Target Element Value

IP Office = GB
Application number = 34892756
Filing date = 2019-05-02

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

Cancel

) Hmport Projech
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®|T.26
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Import Report

Changed Data

Origin Element Origin Element Target Element Target Element o Origin Sequence ID
R pree Transformation o
Name Value Sequence ID Number

Origin Tag

All ‘'u’ symbols
in sequence
are not
permitted and
should be
changedto 't
symbols and
Sequence that either a
Residue modified_base
[uracil in DNA]
or
misc_feature
[combined
RNA/DNA
molecule] is
needed

Sequence u

Y6 ™M

O] ST.25
@2 31

QUALIFIERS REPORT SEQUENCE LISTING ENGLIS Y project
home

WIPO | Sequence

PROJECT VERIFICATION LANGUAGE DEPENDENT IMPORT DISPLAY THE
DEMO REPORT PREFERENCES

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 <4005 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 value[s] for the
qualifier 'mol_type' of the following SEQ ID
NO[s]: 1, 2, as prescribed by Annex VII,
ST.26.

Global

Y H
YawWPDF HO

® 0 PDF
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PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP PREFERENCES ENGLISH

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
av 42 xqv 42 AB123 Torn Jons uncharged hydropfilic new 2021-07-07

block
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P M N
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VALIDATE SEQUENCE ST.26
@ 4 H.ISTING

WIPO PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP - PREFERENCES ENGLISH w

NEW PROJECT  IMPORT PROJECT  IMPORT SEQUENCE LISTING
PROJECTS

Search project by name Q

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

Y n
35 avy Upload file ST.26 [.xnhj]

@0 \Rilidate 8quence Listing

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

NEW PROJECT IMPORT PROJECT IMPORT SEQUENCE LISTING VALIDATE SEQUENCE LISTING

Upload file ST.26 [.xml]

. Open X a
Cancel Validate Sequence Listing
« v « Docu.. » sequencesJDD v 9] £ Search sequences JDD
P R Organise ~ New folder m 0
reports A~ Name Date modified ~
2652 ) 2021097599 (2) 9/9/2021 3:00 PM
sequences JDD ) 16515000_1_1 (4) 9/9/2021 3:00 PM
WP w1982 (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 e
{i NTT DATA EMEAL 7] AEPALFD_3_XFD_4 (1) 9/9/2021 2:14 PM
@ OneDrive - NTT D, ] basic 9/9/2021 1:51 PM
o Microsoft Teams &) ST_26_long_amended DTD version 9/9/2021 1:39 PM i
v < >
2404 File name: | basc Y, Wl v modified 2021-11-08
SUCCESS: The ST.26 project has been verified successfully X
% c

|7




H ¢

Verification report

Verification Report Information

Production Date 2022-02-12

C:\Users aterrass\AppData Roaming'ST26_authoring\QT0S xml
C:\Users aterrass\AppData Roaming ' ST26_authoring\QT05 html

Severity | Data Element Message Text Detected Value Detected
Sequence
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 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-permitted characters: 3.0,%.¢.x.y.2. Only printable characters (including the space character) from the Unicode Basic Latincode | | o 1
table (except the reserved characters) are permitted.
ERROR | Feature Key g:nce‘ ‘t::r:.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 is missing. MOL_TYPE.ORGANISM | 2
ERROR | Feature Syahﬁcrs Mandatory guahﬁ:r 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 D This qualifier contains an id attribute. The qualifier id attribute is stted only for a qualifier with a language-dependent free text value. q5 2
ERROR Qghﬁer Name The qualifier name ORGANISM is not valid for this SOURCE feature. ORGANISM 2
ERROR “:;'1" uf“g“‘h OVABSEC || o Fpliity soalifie free teat in pesiiiited ol fou & qualifier that atlows lasiguige-Seienden Bes et Yeromex 2
bT
HL aAvLXML HTML
Internet ActiveX Y
@ HAllow blocked contertg @xplorer
[}
Y ST.26
XML 1.0 UTF8 T
Y DOCTYPE V4
1.3//EN" Listing Sequence"-//WIPO//DTD PUBLIC  ST26SequencelListing <!IDOCTYPE
"ST26SequencelListing_V1_3.dtd">
PTD dtdVersion V8
4¢DTD) ST26Sequencelisting_V1_3.dtd Vg
) 4

C-
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PROJECTS

Project name <

s1261-2624

cds feature

(@}

Applicant file reference =

es123

C-

NEW PROJECT  IMPORT PROJECT  IMPORT SEQUENCE LISTING  VALIDATE SEQUENCE LISTING

Applicant name = Invention title =
ALVIZ0, 0SCAR Nufiez ST26T- 2624 ES

Polypeptides Having Beta-
Glucanase Activity and
Polynucleotides Encoding
Same

Novozyres A/S

6y

Delete Project

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

[ |

Y
Hoeleteh 39

Search project by name

Status < Creation Date
new 2022-01-12
modified 2021-09-07

H JIOH




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

CREATE NEW PERSON OR ORGANIZATION

PERSONS & ORGANIZATIONS

Search person or organization by name

o

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

M Yin

HCREATE NEW PERSON OR ORGANEATION
@ 0

f,{ WIPO | Sequence CREATE NEW PERSON OR ORGANIZATION  HELP PREFERENCES ENGLISH v

BName Latih
®T.26

P 42 @®@rganisme
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PREFERENCES ENGLISH

EXPORT CUSTOM ORGANISMS  IMPORT CUSTOM ORGANISMS |CREATE NEW ORGANISM

WIPO | Sequence PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP

ORGANISMS

fo

Search organism by name

Name Description

test organism Description example

Demo Organism Description Demo example

B bbb

M ¥YiH

@ 2 HCREATREW ORGANISM

Psave @ 8
@ 3

C-

PREFERENCES ENGLISH

= WIPO | Sequence CREATE NEW ORGANISM  HELP

MName*

H=XPORT CUSTOM ORGANHSMS )
@ 4

PREFERENCES ENGLISH

i{ WIPO | Sequence PROJECTS PERSONS & ORGANIZATIONS ORBANISMS HELP

EXPORT CUSTOM ORGANISMS | IMPORT CUSTOM ORGANISMS ~ CREATE NEW ORGANISM

ORGANISMS

fo)

Search organism by name

Name Description

1est organism Description example

Demo Organism Description Demo example

B bbb
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PROJECTS PERSONS & ORGANIZATIONS ORGANISMS HELP PREFERENCES ENGLISH v

EXPORT CUSTOM ORGANISMS  IMPORT CUSTOM ORGANISMS ~ CREATE NEW ORGANISM

ORGANISMS

Name <

test organism

Demo Organism

Search organism by name Q
@ savens X
4 > ThisPC > Documents » wipo docs v o Search wipe docs
Organise v New folder e @
Name Date modified Tipe Size
* Q
No items match your search.
B e
ao
(=R
=20
(ISR stom_Organisms_1625665412516.0c1 ~
Save as type: | bt (“ixt) i
A Hide Folders Cancel
0 txt

mj Custom_Crganisms_1625665412516.txt - Motepad
File Edit Format View Help

P: aaa

B: bbb

Demo Organism: Description Demo example
test organism: Description example
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PREFERENCES ENGLISH w

PROJECTS PERSONS & ORGANIZATIONS ORBANISMS

EXPORT CUSTOM ORGANISMS |IMPC|RT CUSTOM DRGANISMS| CREATE NEW ORGANISM

ORGANISMS

Search organism by name Q

Name =

M YT
IMPORT CUSTOM ORGANISMS

Q7
@ 3

3 3 =
' WIPO|ST26 Tool PROJECTS PERSON A .
&« L » ThisPC » LocalDisk (C) » temp » st26 » inbox v O earch inbox P

Organize v New folder

Cutlook

san Custom_Organisms_1355 bt
ORGANISMS s

Temp

Trabajo

8 This PC

B 30 Cbjects

B Desktop

4 Decuments

& Downloads
& C1 D Music

&1 Pictures

B videos
Demo Organisn 25 Local Disk(C:) v < »
I v

File name: | Custom_Organisms_1555512500784.bet

organisms2019.bxt Upload file [.txt] o

[ Import Custom Organisms l

Yiy
4 8 dlouflJpload file [.txt]o M

@UuAmport Custom Organismso ®
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(] &TF8U d.txto

Return

PREFERENCES HELP PREFERENCES ENGLISH proRs

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
Original free text language code [optional) true
Enable rule XQV 48 for language-dependent qualifiers Off

Default language for tool interface * English

i

PREFERENCES HELP PREFERENCES  ENGLISH

. WIPO | Sequence

Maximum number of residue symbols to be displayed *

60

Default location where the sequence listing XML fil Select folder

Maximum number of seque

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
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VERIFICATION  pepenpent IMPORT  THE HELP ~  PREFERENCES Elw T

WIPO | Seq PROJECT  prpgRrT REPORT SEQUENCE
QUALIFIERS LISTING home

GENERAL INFORMATION SEQUENCES

Export Import Another Project Validate Generate Sequence Listing

PROJECT

M Y

@& 2 0

LANGUAGE
VERIFICATION IMPORT DISPLAY THE
DEMO REPORT DEPENDENT REPORT SEQUENCE LISTING HELP - PREFERENCES ENGLISw .

Z WIPO | Sequence
2 QUALIFIERS

GENERAL INFORMATION SEQUENCES

DEMO

# Print General Information Part
¥ Print Sequences

1-12

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

HPrint Sequencds
® Sequence Dy b

PDF PDF HPrinth

) PDF

.Zip
G 3




oy

LANGUAGE
DEPENDENT
QUALIFIERS

PROJECT VERIFICATION
DEMO REPORT

WIPO | Sequence

R

IMPORT

DISPLAY
THE
SEQUENCE
LISTING

EPORT REP <

PREFERENCES

Return
1o
project
home

Elw

GENERAL INFORMATION SEQUENCES

P ROJ E CT Print Import Another Project Validate Generate Sequence Listing
EEE
.Save As X
T < Docu.. » sequences JDD v 0 £ Search sequences JDD
Project Name project demo Organise ~ New folder = (2]
Status invalid Saved Pictures  ~  Name a
Description Screenpresso ) "
0 | free text language code Viposeduence validator
rgina guag wip il Basic 1634809871994
Automatically add a translation qualifier when a CDS feature is
f& NTT DATA EMEAL
created Off
- < >
File name: v
Save as type: ZIP M
 Hide Folders Cancel
Y o
® H=xporh ™
® 0]

G 4

DISPLAY
THE
SEQUENCE
LISTING

Return
to
project
home

LANGUAGE
DEPENDENT
QUALIFIERS

PROJECT
DEMO

VERIFICATION
REPORT

IMPORT

REPORT HELE

PREFERENCES

Elw

SUCCESS: The project has been exported successfully at 'C:\Users)

- .Documents\sequences JDD\project
demo_1641987266595.zip’

X

GENERAL INFORMATION SEQUENCES

P R 0 J E CT Print Export Import Another Project Validate Generate Sequence Listing
EEE
Project Name project demo Creation date 2022-01-12
Yn

H JIOH



o

Hmport Another Projedy

DISPLAY Return

IMPORT THE to
REPORT SEQUENCE HELP = PREFERENCES Elw Bl

LISTING home

LANGUAGE
DEPENDENT
QUALIFIERS

VERIFICATION
REPORT

WIPO | Sequence PROJECT

GENERAL INFORMATION SEQUENCES

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

M Yp
& 6

ot 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.
r oy
® ®L




WIPO | Seq PROJECT VERIFICATION LANGUAGE DEPENDENT IMPORT DISPLAY THE
D EM O REPORT QUALIFIERS REPORT  SEQUENCE LISTING project
home

- PREFERENCES ENGLISw

PROJECT DEMO senrae Sesuenc Litng

Project*

1941-AMBIGUOUS

w Select the general information contents to be imported
e ¥ Selsct the sequences to be imported. If the box is left unchecked then no sequences will be imported.

Select Range of Sequence IDs.

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").

b Select the general information contents to be impo#ed

G 8

Project*

1941-AMBIGUOUS

@ Select the general information contents to be imported

(0] Element Origin Element Value Target Element Value
IP Office = FR IP Office = ES
4 Application Identification Application number = 123123123 Application number =1
Filing date = 2022-04-18 Filing date = 2021-03-01
] Applicant File Reference Applicant file reference = 123124 Applicant file reference = ABC1234
IP Office = FR IP Office = ES
5 Earliest Priority Application Identification Application number = 123123 Application number =1
Filing date = 2022-04-18 Filing date = 2021-03-01
Name = AP-HM

Name = Steven

5] Applicant Name Language code = fr Language code = es

Name Latin = AP-HM

Name = Steven

53] Inventor Name
Language code = es
] Applicant List Applicant name = AP-HM Applicant name = Steven
5 Invention Title Bag Invention title = TEST, Language code = fr Invention title = AMBIGUOUS, Language code = es

The data for the selected attributes will be overwritten

@ 8 Hmport Projech




SUCCESS: The project has been imported successfully.

Y b

ST.26 XML

Hvalidateh

DISPLAY ot
PROJECT VERIFICATION LANGUAGE —\ypopr  THE to

WIPO | Sequence DEPENDENT HELP

DEMO REPORT REPORT SEQUENCE FREFERED RS Eh project

QUALIFIERS

LISTING home

GENERAL INFORMATION SEQUENCES

p R OJ E c I Print Export Import Another Project M ‘ Generate Sequence Listing
[N} ]

Project Name project demo Creation date 2022-01-12

Status new File Name

Description Seguences 2 &
Original free text language code Non English free text language code ’

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

M X n

A Hverification Repott
® 61 )

DISPLAY Return

IMPORT  THE to

REPORT SEQUENCE HELP™  PREFERENCES " Iw project
LISTING home

LANGUAGE
DEPENDENT
QUALIFIERS

VERIFICATION
REPORT

WIPO | Sequence TESTSTRAIN

SUCCESS: The project has been successfully verified X

Report successfully generated on2022-01-12

This project does not contain any errors or warnings.

H JIOH



LANGUAGE UL

WIPO | Sequence T ROJECT VERIFICATION ppppyppyy IMPORT - THE HELP w  PREFERENCES Elw

DEMO REPORT REPORT SEQUENCE project
QUALIFIERS LISTING ey

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

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 L
missing.
A X H

H>senerate Sequence Listing
) ® 3

QUALIFIERS REPORT SEQUENCE project

LISTING home

PROJECT VERIFICATION
DEMO REPORT

WIPO | Sequence

GENERAL INFORMATION SEQUENCES

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

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
X o
? ’
B 4 GRml ST.26)

H JIOH



D E M 0 Print Export Import Another Project Validate _

| O X
« « 4 ||« Extension21 » DEMO v O 2 Search DEMO u
Project Name Demo Organise v New folder = @
Status valid ~
Description I ThisPC *  Name Status Date modified s
Original free text language code de 1 3D Objects No items match your search,
Automatically add a translation qualifier when a Cl I Desktop
& Downloads ]
b Music il
[&=] Pictures
B Videos
ey :
» GENERAL INFORMATION| ==
¥ Network
v o< >
File name: | Demoxmi <]
Save as type: | XML (“acml) v
»SEQUENCES
Q e
X n
Y
@ 1525) Linux
()]

Report generated on 2022-01-21

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

The value of the
qualifier 'mol_type'
is not one of the

()] ERROR TQ—uallfler Molegiie permitted values for rRNA Sequence 1
lype
a DNA sequence or
the value is
missing.

The feature location
includes a residue

- . number greater
()] ERROR Feature Location thanthe length of 1..50 Sequence 1

the sequence,
which is invalid.

A X p




n

PApplication Identificatiohy
® 6

+~ GENERAL INFORMATION

APPLICATION IDENTIFICATION

Application |dentified Before the assignment of the application number

Applicant file reference 123

I® Offic®

P Office AU - Australia P
Filing date 2022-01-07

X c
BApplication Identificatiohy

®|T.3 ®

Hoavédy @

GENERAL INFORMATION

APPLICATION IDENTIFICATION

P Office

BD o

Application Identification* Applicant file reference*
@ Before the assignment of the application number 123456 e
After th i t of th licati b e y 3
erthe assignment of the application number Application File Reference is a mandatory field when ‘Before the assignment of the application

Application number

12345

number® is provided.

Filing date
®

(4] 2019-02-20
et | IR
)

The applicatiorn

Y

®jidentification number is absent. The application number is mandatory if the application number has been assigned




np

Asld Earliest Prioritidentificatiorh

@ 8
GENERAL INFORMATION
APPLICATION IDENTIFICATION
iz:i EZIE; \E::i';;::zjfzoare the assignment of the application number :i;i‘:jiiuz—oiﬁzuzs;.‘a}iua? P
PRIORITY II_JENTIFICATION
M A Xy
Selectedh Yed 5
®Earliest Priority Application
(0]
® 9 HAdd Earliest Priority Applicatidn
X o
Addb Add Invgntoh
® HApplicant
(o)
Existingh 0]
applicant/inventor
70 O]
®John Smith

H JIOH



PRIORITY IDENTIFICATION

N Filing date
P Office Y e
Application number* Selected Earliest Priority Application* -
A X n
HNew applicant/inventoly
@ 1 0
(o} A ) Y
(0] A
@1 HAdd Applicant/Inventaty
®Add Applicanth
Select the option*
Existing applicant
® New applicant
g - s ITE
2 ark as prima
A Y m

® b
@2 HAdd Invention titldy a




INVENTION TITLE

nvention title* Language* -
L Cancel Add Invention title
X H
&y
(0}
®Add Invention titld ap
@ ST.26 Y
@ @
HSequences
(0]
HSequencels
0]
(0]
@ 3 HCreate new sequentg (oY

GENERAL INFORMATION SEQUENCES

+ SEQUENCES

Create new sequence

Sequence ID Number

Import sequence

Sequence Name

DNA_RNA_withut_
ST25_seq_1

Insert Sequence

Length

0

Reorder Sequence Bulk Edit
Molecule Type Organism Skipped Sequence
DNA Homo sapiens No
Y o
Y n




ny

,

™
® HSequence nantg

(Skg_106 Seq. @6 Seq. @0 ) Hed
YY)

ST.26
Y @0 HResiduep @0 A RNAy) DNAp O
(O} DNA RNA DNA

0]

0 Qualifier Molecule Tyge
®

@V Nark as an intentionally sequenige

@n nbn

@U THye sequence contains both DNA & RNA
Pmisc_featurdy RNA DNA
5 5 a0 nhysc_featurdy
H-urther Text Hnisc_featurdy
Addnewh ®misc_featurdy
) RNA DNA H#hisc_featur€feature

Molecule Type*

Sequence Name
Name/Description for sequence ° DNA v

Residues*
LUlglllldllyddluldullldllyddiUlduLltdllyddlUldULllLdllyddlbldUlivdllyddiUlgUlivdllyadiUidullldilyddiuldullldllyddiUldlLlLdLllyddluldUllldllyddiUidULlLdllyadilide |
ttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacticattgaatctacttcattgaatctacttcattgaatctacticattgaatctacticattgaatctacttcattgaatctacttcat
tgaatctacttcatigaatctacticatigaatctacticatigaatctacticatigaatctacticattigaatctacticattgaatctacticatigaatctacticattgaatctacticatigaatctacticatigaatctacticattgaat
ctacttcattgaatctacttcattgaatctacttcattgaatctacttcattgaatctacticattgaatctacticattgaatctacticatigaatctacticatigaatctacticattgaatctacttcatigaatctacttcattgaatctact
tcattgaatctacticattgaatctacticatigaatctacticatigaatctacticatigaatctacticatigaatctacticatigaatctacticattgaatctacticattgaatctacticatigaatctacticatigaatctacticatt
gaatctacttcattgaatctacttcattgaatctacticattgaatctacticattgaatctacticattgaatctacticattgaatctacttcattgaatctacticattgaatctacttcattgaatctacttcatigaatctacttcattgaat
ctacttcattgaatctacticattgaatctacttcattgaatctacticattgaatctacticattgaatctacticattgaatctacticatigaatctacticatigaatctacticatigaatctacticatigaatctacticattgaatctact
tcattgaatctacttcattgaatctacttcattgaatctacttcatigaatctacttcattgaatctacttcattgaatctacttcattgaatctacticattgaatctacticattgaatctacticattgaatctacticattgaatctacttcatt

gaatctacttcattgaatctacttcattgaatctacticattga
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 o

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

°‘-1:>Le:u e Type Location

RNA T

Further Text

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

C-

¢ ST.26
¢ ST.26

o w
[0




nd

Create & Displaky

SEQUENCE 2

FEATURES

SEQUENCE

Create sequehds ®
$sequence

HCreate & Display sequenge

multi-sequence raw
d

@5
) 75
85
¥ p
[0)

®T.25 ST.26 FASTA

@6 Hmport sequencg o
® 0 7

H JIOH



pn

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_ .
1 ST25._seq_] 10 DNA Homo sapiens No
2 DNA_RNA_withut_ 30 RNA Abrophyllum No
ST25_seq_2 ornans
¥ c
@ 7 fpload file [.txt, .xml]o o]
Upload file [.txt, .xml]
@ Abrir be
1, « Documentos » Import Seq Listing ~ & | BuscarenlmportSeqlisting 0
Organizar v Nueva carpeta -~ @ @
B everis D Nombre - Fecha de modifica.. Tipo @
& ST26authoringt ST26T-1087 Carpeta de archiv

0 Este equipo

SEQUENCE 1

[ 9_5T25_9238084_DTD_Based xml

changedatami

Documento XML
Documento XML
Documento XML
Documento XML
Documento XML

Documento XML

¥ Descargas ) Insecticidal Proteins (1)xmi
%] Documentos [ Insecticids! Proteins xm
I Escritorio [ Invalid_projectaml
58A1-201905 = Imégenes =] NoseqsDml
. B .  Misico | Opt_S0y_Lociml
245 = QN 1ol
J Objetos 30
N 2] Results OV 29.xml
[ video: =] ST_25 import_complextxt
= 08Disk (C) 5] 5T_25_long bt
FEATURES an S

Documento XML
Documento XML
Documento XML

Documento dete

Nombre: [ST_25 import_complecti

424 Documento detew
>
v‘ it xml (%t el -

Cancelar

®T.25 ST.26 FASTA multi-sequence raw Y

Select Rangp

o 8

ST.260ST.25
&1 Sgquences

$p © MHZW oT20MvpY




CAl \Downloads\valid1.xml

o ¥ Enter the sequences to be imported

Sequence Number [ID]
1]
[2]

[3]

Position

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"].

ST.25/ ST.26

Select Rangp & 9

0]

¥y
multi-sequence

Y0 Detaib

Cancel Import sequence

o) Sgquences

C:\Users" \Downloads\multisequence_u_t.txt

¥ Enter the sequences to be imported

d Sequence Number [ID]

[1]

[2]

Position

< First Sequence;DNA;Abies alba>

< Second Sequence;RNA; >

< Second Sequence;AA; >

< Third Sequence;DNA;Abies alba>

Select Range of Sequence IDs.

1-4

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

multi-sequence

® FASTAraw
raw

¥ b

FASTA

80




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.

w
@

Organism name *

RAW Y n

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 bacteriurn hypothetical protein gene, partial cds;
1 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.

Organism name*

e Type*

Check to save description as a note.

FASTA Y M
®mport sequenck (

@27 b b

Hnsert Sequends




po

+ 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 File_seq_2 20 AR Saccharomyces Yes
cerevisiae

2 QV_31K_Test_File_seq_3 90 DNA Saccharomyces Yes
cerevisiae

3 QV 31K Test Fils seq 4 20 AA Saccharomyces Yas
cerevisiae

4 QV_31K Test File_seq & 90 DNA Saccharomyces Yes
cerevisiae

5 QV_31K Test File_seq 6 20 AA Saccharomyces Yes
cerevisiae

Sequence Number [ID]*

3

Sequence Name Molecule Type*

inserted sequence DNA v
Residues™

gtaggaatgtaggaatgtaggaatctacatgtaggaatgtaggaatgtaggaatctacatgtaggaatgtaggaatgtaggaatctacatgtaggaatgtaggaatgtaggaatctacatgtaggaatgtaggaatgtaggaatctaca
tgtaggaatgtaggaatgtaggaatctacatgtaggaatgtaggaatgtaggaatctacat

Organism name * Qualifier Molecule Type

Wohlfahrtiopsis bishoppi genomic DNA

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

C-

Cancel H Insert sequence | Insert & Display Sequence

Y o

Hnsert & Display Sequenige  Insert sequénch
@ 3




v ODQEWUENLED

Create new sequence

Innport 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 Yos
cerevisiae
2 QV_31K Test_File_seq_3 90 DNA Saccharomyces Yos
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

+ SEQUENCES

Create new sequence

Sequence ID Number

=

Import sequence Ins

Q4

08 7

@

rt

©
@

Sequence Name

QV_31K _Test_File_seq_2

QV_31K Test_File_seq_3

inserted sequence

QV_31K Test_File_seq_4

QV_31K Test_File_seq_5

QV_31K Test_File_seq_6

quence

&5
@5

Reorder Sequence

Length

20

80

256

20

80

20

¥ n
Hnsert & Display sequenbe

0

HReorder Sequentg

Bulk Edit

Molecule Type

AL

DNA

DNA

AA

DNA

AA

Organism Skipped Sequence
Sacchlalromyces Yes
cerevisiae
Sacch_a_romyces Yes
cerevisias
Wohlfahrtiopsis bishoppi No
Saccharomyces

1aromy! Yes
cerevisiae
Sacch_a_romyces Yes
cerevisias
Saccharomyces

1aromy! Yes
cerevisiae

@6




pp

Sequence Number [ID]*

3

To select arange use "-" between the ids

New Sequence Position

vl

Cancel Reorder Sequence
Y c
87 ®
+ SEQUENCES
Create new sequence Import sequence Insert Sequence Reorder Sequence Bulk Edit
Sequence ID Number Sequence Name Length Molecule Type Organism Skipped Sequence
1 QV37K Test File seq 2 20 AR Saccharomyces Yes
. cerevisiae
2 inserted sequence 256 DNA Wohlfahrtiopsis bishoppi No
3 QV_31K Test_File_seq 3 90 DNA Saccharomyces Yes
cerevisias
4 QV_31K Test_File_seq 4 20 AA Saccharomyces Yes
cerevisiae
5 OV 31K Test_File_seq 5 90 DNA Saccharomyces Yes
cerevisiae




pc

B 8 Hulk edith M
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 30 RNA ornans No
DNA_RNA_withut_ .
2 ST25_ seq 1 10 DNA Homo sapiens No
M Yy
'Organism’  'Qualifier molecule type' Hrype of bulk edith (e
dreature’
Type of bulk edit* Select Range of Sequence IDs*

Qualifier molecule type

Use commas to separate individual sequences [for example:
“2,5,8"]; use a dash to indicate a range of sequences [for example:
408",

Select the type of bulk edit to continue

Molecule Type*
DNA

Qualifier Molecule Type* v

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'.

B 9
mol_typeh 0 b
@proteinb

0]




pPT

Type of bulk edit*

Qualifier molecule type

Select the type of bulk edit to continue

Molecule Type*
DNA

Select Range of Sequence IDs*

37

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'.

ﬁi?ﬁsg:e 0 Sequence Name Length _r\rflyc:)lscule Organism toupa;Hfiermolecute
3 500 15 DNA Vaccaria genormic DNA
sequences_seq_3 hispanica
bmol_typeh b n
mol_typeh b 90
tother RNAh  other BNAh sgnthetic sequenceh T
(o))
d a
Sequence ID Sequence Name Length Molecule Organism Qualifier molecule
Number Type type
3 500 15 DNA Vaccaria unassigned DNA
sequences_seq_3 hispanica
7 500 16 DNA Wabasso unassigned DNA
sequences_seq_/ hilairoides
brol_typeb hm
Y
@109 2 HOrganismh Thype of bulk edith da
®0
DNAbH bnol_typeh synthetic constructh
BLP dther RNAhH  other

b



py

Type of bulk edit* Select Range of Sequence IDs*

Organism 1-3

Select the type of bulk edit to continue _USF: commas to separate individual sequencﬁs [f?r example: “2,5,8"]; use a dash to
indicate a range of sequences [for example: “2-8").
Organism name* e

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 Seql 182 DNA Mus musculus genomic DNA

2 Seq_ 2 20 DNA Homo sapiens other DNA

3 Seq_3 20 DNA Gabaza connectens other DNA

L

M YpH
Y Beatwresh
@0 903 Featutgsh a
30 Myplecule Typeh @0
@0 Hyglit featureb @0
komplement(join(1..30,61..90))b  (6)
@ 8 5 (5)

Feature

Select the type of bulk edit to continue L,zva;oan’\nn;r t02 S;Fa'am individual sequences {for example: “2,5,8"]; use a dash to indicate a range of sequences

© ~
v g
oS 0 complement(join(1..30,61..90 5}

For a detailed explanat

the format of the feature location please click here

Sequence ID Number Sequence Name ngtt Molecule Type Organisrr Qualifier m

1K Test_File_seq_2 20 AA Saccharomyces cerevisiae protein

2 nserted sequence 256 DNA Wohlifahrtiopsis bishopp genomic DNA
3 QV_31K Test_File_seq_3 a0 DNA Saccharomyces cerevisiae genomic DNA
4 QV_31K Test_File_seq_4 20 AA Saccharomyces cerevisiae protein
5 QV_31K Test_File_seq_5 90 DNA Saccharomyces cerevisiae genomic DNA
6 Seq_9 26 DNA Eacles sp. other DNA

1

Edit sequences ‘

M Yo
® 4 0 0 Add featureh 0 b (0%
@7 2 1 (5) H...13b &0 GHAIND




p o

Type of bulk edit*

Features

Select the type of bulk edit to continue

Add feature

eature Key*

CHAIN

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

Sequence |D Number

9D

Bulk skip

Select the type of bulk edit to continue

96

Sequence Name

40000
sequences_seq_]

40000
sequences_seq_2

40000
sequences_seq_?

C-

o124

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

Mole

AA

Length

15 AA

16 AA

15 AA
I
(0]

Select Range

Molecule Type

Organism Qualifier molecule type
Gabara gigantea protein
Daboia russelii protein
Wabasso hilairoides protein

Ypn
OHBulk skiph

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

Cance

Ypp

/BEQ ID #m

+~ SEQUENCES

Create new sequence

Sequence ID Number

0

[}

Import sequence

Sequence Name

DNA_RNA_withut_
ST25_seq_?

DNA_RNA_withut_
ST25_seq_1

Insert Sequence

Length

30

ST.26
Reorder Sequence Bulk Edit
Molecule Type Organism

RNA

DNA

Abrophyllum
ornans

Homo sapiens

Skipped Sequence

No




Ypc
Q7
H3asic Informatiobh
® HResiduelp Aeature$)
SEQUENCE 1
Y1
FsourcehY ST.26
®mol_typeh borganismhY P
Y
[0)
ST.26 O
Y
xY
Xy Y
<X, > X, <X..Y, X..>Y, Y
<X..>y
Xty Y
Xy Y
Y
® 0 dhJoin(location locationXlocationb

Yorder (location, locationXlocationh

b

w

w

H JIOH



Ygomplement(locationb
® P 0 p

HAdd featurdy
® 8

SEQUENCE 2

Molecule Type DNA

quence Number [ID] 2
Organism Wohlfahrtiopsis bishoppi

Se
Sequence Name Inserted sequence
Length 41

FEATURES

Feature Key Location Qualifiers
mol_type = genomic DNA
source 141 organism = Wohlfahrtiopsis bishoppi
1

SEQUENCE

gatagtatgt atatatagta gtatgatgat gatatgatga  t 41

8 ® 9 0
FEATURES
Feature 1

D_segment

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

v QUALIFIERS

Add qualifier

Cancel

b

75 ¢ ST.26

H JIOH



Feature 1
Feature Key* Feature Locatiol
cDs N 1.3
Automatic addition of a translation qualifier is currently on. This means a separate sequence will be
generated and a protein_id qualifier created if the translation gualifier value meets the minimum length
requirement.
For a detailed explanation of the format of the feature location please
Yann

&DF

Hprotein_idh
()
b b HCD$

0
Standard Code ™ HSenetic Codg
pnotein idb (o)
0
tianslatiorh P @ 02
) Hprotein_idbh
Y
B DOMm D HAutomatically add a translation qualifigry
Y
® HCD$ HAdd featurdy o
Futomatically add a translation qualifigr
protein_id Hranslatiorh
0 0

()
® Hranslatiorh

https://www.ddbj.nig.ac.jp/ddbij/cds-e.html °
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QUALIFIERS

Automatic Translation is ON. Leave this field blank to automatically generate the translation
qualifier value, protein_id qualifier, and associated amino acid sequence.

Gyeate Featurg ®
) 102 )

FEATURES

Feature Key Location Qualifiers

protein_id = 3

€S -13 translation = MYIN

mol_type

source 1.237
organism = test bla

YnH

ey translatiorh HSequence Nantg r W
@DYSedV O

A T W

tproteinh T w
r w

O] 103

H JIOH



+~ SEQUENCE 3

Sequence Number [ID] 3 Molecule Type AA
Sequence Name Seq_3 Organism Caballerocotyla klawsi Vi
Length 4
v FEATURES
Add feature
Feature Key Location Qualifiers
COILED 1.4 note = qual val V4
|_type = proti
source 1.4 rnnrgamispren :%r;b:lremcntyla klawei 2
X1 n o
Y
@ o AXTG U n
n HAranslationh
Frotein_idh
DISPLAY
LANGUAGE
PROJECT VERIFICATION IMPORT THE
WIPO |Sequence  pemp  REPORT DN REPORT SEQUENCE "ELP ¥ PREFERENCES Elv | prjeq
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.

0 105 0

® Hprotein_idh




PROJECT VERIFICATION
DEMO REPORT

WIPO | Sequence

GENERAL INFORMATION SEQUENCES

Export

PROJECT ...

Project Name project demo
Status modified

Description

LANGUAGE
DEPENDENT
QUALIFIERS

DISPLAY
IMPORT  THE
REPORT SEQUENCE

LISTING

HELP

Import Another Project Validate

Creation date 2022-01-12
File Name

Sequences 2

PREFERENCES Elw

project
home

Generate Sequence Listing

Original free text language code Non English free text language code 4
Automatically add a translation qualifier when a CDS feature is
created On
Yo np
protein_idch P
(0}
translhexcepty transl_tigbldy
® keodon_starh
Y
D D
(4 Hprotein_idh
Y
Hransl_except (0]
(0]
0 0

Hransl_except




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
qgualifiers 'transl_except’ or ‘codon_start’ are required.

113 translation

source 1.237

SEQUENCE

Ync

@07

TEST VERIFICATION LANGUAGE DEPENDENT IMPORT DISPLAY THE PREFERENGES ENGLIS'w

PROJECT REPORT QUALIFIERS REPORT SEQUENCE LISTING

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

Report generated on 2022-02-12

Severity = Data Element ¢ 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 been CDs Sequence 1
selected or whether qualifiers
‘transl_except' or ‘codon_start’'
are required.

YnT
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® ksourceh

GENERAL INFORMATION  SEQUENCES

3 Seq_3

SEQUENCE 2

Sequence Number [ID] 2
Sequence Name ST25_221_ BINDING_edited_seq_2
Length 237

FEATURES

Feature Key Location
CDS 113
source 1.237

M
Feature 2

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

QUALIFIERS

Qualifier Name mol_type

Add qui

Qualifier Name organism

BHJualifier namégY 110

AA Caballerocotyla klawei

Molecule Type DNA
Organism Caballerocotyla biparasitica

Qualifiers

protein_id = 3
translation = MYIN

mol_type
organism = Caballerocotyla biparasitica

Yony
108

Qualifier Value

Qualifier Value Caballerocotyla biparasitica

Yo n o

®10 Asld qualifieb

®Qualifier valugy

®009

Q@

cenee

(@}

¢ ST.26

10

H JIOH



cy

QUALIFIERS

organism Tinamus

Qualifier Name:

— Qualifier Value
cell_line
cell_type Cancel
chromosome ance
clone L
clone_lib
MMn

Y11

Qualifier Name Qualifier Value *

organelle

Create Qualifier

chromatophore

hydrogenosome

mitochondrion

nucleomorph

MMM

(e

dyub
Y12

Qualifier Name *

v | Qualifier Value
note
NOTE: this value may require translation for National/Regional pracedures.
Language*
v Non English Qualifier Value
ru - Russian

Cancel

Y1 M H
Nwn English Free text language cbde

KLIFF




BT.26 He

Qualifier Value

2002-08-

Qualifier Name

collection_date

113

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

Yamo

Qualifier Name
Qualifier Valu

e

germline

Yamn

@ mol_type

Javey HCreate Qualifiet

Update featurdy

Feature 2

For a detailed explanation of the format of the feature location please click here
+ QUALIFIERS
ualifier
alifier Name mol_type Qualifier Value other DNA
Jualifier Name organism Qualifier Value synthetic construct

Update feature

H/ERIFICATION REP®RT

¢ ST.26 u




WIPO | Sequence

GENERAL INFORMATION

PROJECT ...

Project Name project demo

Status modified
Description

Original free text language code

DISPLAY
THE
SEQUENCE
LISTING

LANGUAGE
DEPENDENT
QUALIFIERS

IMPORT
REPORT

PROJECT  VERIFICATION
DEMO REPORT

SEQUENCES

Print Export Import Another Project

Creation date 2022-01-12
File Name
Sequences 2

Automatically add a translation qualifier when a CDS feature is

created On

M Yamc

@17 Y

WIPO | Sequence

DISPLAY
THE
SEQUENCE
LISTING

LANGUAGE
DEPENDENT
QUALIFIERS

IMPORT
REPORT

PROJECT VERIFICATION
DEMO REPORT

Report generated on 2022-01-12

Severity ¢

ERROR

WARNING

@17

Data Element ¢ Message Text

The mandatory IP
Office Code is -
missing.

Application
Identification

Priority application
information has
been entered, but
no prior application

. - has been
Earliest Priarity designated as the

Application earliest. The Earliest )
Identifications

priority application
must be designated
when a priority
claim is made to an
earlier application.

H°rint Reporh

9 PDF

Detected Value

Return
to
project
home

HELP PREFERENCES Elw

Validate Generate Sequence Listing

Non English free text language code

® 18 A

Return
to
project
home

HELP ~ PREFERENCES Elw

Print Report

Detected Sequence

PDF

H JIOH



DISPLAY Return
IMPORT  THE w
REPORT SEQUENCE HELPY  PREFERENCES Ev Praaes

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.

A YoMy

()
® H. ANGUAGBEPENDENJUALIFIERS b b

DISPLAY Retum
IMPORT  THE to
REPORT SEQUENCE HELP ¥  PREFERENCES Ew project

LISTING home

LANGUAGE
DEPENDENT
QUALIFIERS

TRANSL VERIFICATION

REPORT

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 &
Non
Sequence Sequence Name Feature Feature Qualifier Qualifier Qualifier English
ID Number CeAmEE : Key Location 1D Name Value Qualifier
Value-(e
transl_except_se . Sialia
1 - Pt source 1..64 ql organism fatl

ql currucoides

YoM

b ®ualifier Name
0] 110

XLIFF
KLIFF

IMPORT FREE TEXT QUALKIERS b
) . KLIFFO
0]

H JIOH



WLIFF

datatype: langua|

equenceIDNumber="1" sequenceName= 1" featureLocatiol
Una virus
organism fr

sequenceNam fe " featureLocatio " qualifi
Una virus

organism fr

XLIFF YrH N

@ 25 121

No matching project names

The current project name trans
name specified in the XLIFF file

Cancel Continue

Y HM

C-

H JIOH



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
1
Cancel Continue
Y1 HH
Y

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.

Cancel ‘ Proceed ‘

Y1H O




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 ‘

YiHnN

SUCCESSHE FREE TEXYT
QUALIFIER HAS BEEN IMPORTED SUCCESSFULLY
(0}

YiHp

HRETURN TO FREE TEXT QUA.IFIER
®25

EXPORH XLIFF
H-REE TEXT QUALIFIERS
()

H JIOH
























