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MULTI-FILE BLAST
SEARCHING

In this supplement, you will learn about

0 STN sequence searchable databases

O Multi-file BLAST searching in USGENE, DGENE and PCTGEN
O Extending amulti-file search to include CAS REGISTRY BLAST
O Post-processing USGENE, DGENE and PCTGEN results

O Using the CAS REGISTRY BLAST Report Tool




Multi-file BLAST searching

Multi-file BLAST searching

The purpose of this document

Multi-file BLAST searching is a supplement to the USGENE Workshop Manual. This document
focuses on explaining how to extend a USGENE BLAST search to other sequence databases on
STN, for the purposes of completing a comprehensive international patent sequence search.

n4% USGENE STN Workshop Manual:

http://www.stn-international .com/usgene wm.html

STN sequence searchable databases

There are four databases on STN which support BLAST sequence searching. Each of these
databases provides unique content, and all should be used for a comprehensive sequence search.

DGENE Thomson Reuters GENESEQ™ val ue-added worldwide patent sequence data
USGENE®  United States Patent and Trademark Office (USPTO) sequence data
PCTGEN World Intellectual Proterty Organization (WIPO) e-published sequence data

REGISTRY CASREGISTRY*M value-added worldwide patent and non-patent sequence data

The three patent sequence databases, DGENE, USGENE and PCTGEN, are all searchable using
the same command line based system, either using STN Express or STN on the Web. Guidance on
effective command line BLAST searching may be found at the STN International website.

In contrast, the REGISTRY file does not support any form of command line BLAST searching.
Instead, an independent, standalone, graphic-user-interface platform is available, known as CAS
REGISTRY BLAST. ThisBLAST search interface, is accessible either from the main window of
STN Express, or from the Sequence Search Assistant in STN on the Web. Details of how to use
CASREGISTRY BLAST are provided in Chapter 10 of the STN Express User Guide.

H el pr I Sequence Searching on STN Workshop:
H | NT http://www.stn-international .com/sequence searching.html

! STN Express User Guide: http://www.stn-international .com/user_guide.html
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Multi-file BLAST searching

Protein sequence BLAST search example

Search Question: Find all patents that disclose the following Epithelial cell adhesion
molecule (EpCAM) antibody CDR sequence, or similar sequences

DMGWGSGWRPYYYYGMDV

Search Strategy
To conduct a multi-file search for sequences using BLAST...

Step 1 RUNBLAST in USGENE, DGENE and PCTGEN
using offline BATCH mode

Step 2 Merge, organize by patent family and display
USGENE, DGENE and PCTGEN results

Step 3  Repeat the search using CAS REGISTRY BLAST
Step 4 Retrieve, identify and display unique CAS
REGISTRY BLAST CAplus records

Step 5 Post-process USGENE, DGENE and PCTGEN
results using the STN Express Table Tool

Step 6  Post-process unique REGISTRY BLAST results
using the BLAST Report Tool

RUN BLAST in USGENE, DGENE and PCTGEN using offline BATCH mode

Initiate BLAST protein (/SQP) offline BATCH search in USGENE

=> F| LE USGENE Add BATCH to theend of a RUN
FI LE ' USGENE' ENTERED AT 11:47:21 ON 16 APR 2010 BLAST command to searchin
COPYRI GHT (C) 2010 SEQUENCEBASE CORP offline batch search mode.

=> RUN BLAST DMGWGSGWRPYYYYGVDV/ SQP -F F -E 1000 -W2 - M PAMBO BATCH
PLEASE ENTER BATCH | DENTI FI ER (MAX. 8 CHARS) : EPCAMCDR

BLAST Version 2.2

BATCH PROCESSI NG STARTED FOR EPCAMCDR
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Multi-file BLAST searching

Initiate BLAST protein (/SQP) offline BATCH search in DGENE

=> FI LE DGENE Each BLAST search is adjusted
FI LE ' DGENE' ENTERED AT 11:47:41 ON 16 APR 2010 with the NCBI recommended
COPYRI GHT (C) 2010 THOWVSON REUTERS advanced options for short queries.

=> RUN BLAST DMOWGSGARPYYYYGVDV/ SQP -F F -E 1000 -W2 -M PAMBO BATCH
PLEASE ENTER BATCH | DENTI FI ER ( MAX. 8 CHARS): EPCAMCDR

BLAST Version 2.2

BATCH PROCESSI NG STARTED FOR EPCAMCDR

Initiate BLAST protein (/SQP) offline BATCH search in PCTGEN

=> FI LE PCTGEN
FILE ' PCTGEN ENTERED AT 11:48:02 ON 16 APR 2010

COPYRI GHT (C) 2010 W PO

=> RUN BLAST DMGAGSGWRPYYYYGVDV/ SQP -F F -E 1000 -W2 - M PAVBO BATCH

PLEASE ENTER BATCH | DENTI FI ER (MAX. 8 CHARS) : EPCAMCDR

BLAST Version 2.2
S search runsin parallel.

Each offline BATCH ]

BATCH PROCESSI NG STARTED FOR EPCAMCDR

“Park” in STNGUIDE to wait for each of the BATCH searchesto finish

=> FI LE STNGUI DE

FI LE ' STNGUI DE' ENTERED AT 11:48:03 ON 16 APR 2010

USE IS SUBJECT TO THE TERM5S OF YOUR CUSTOVER AGREEMENT
COPYRI GHT (C) 2010 AMERI CAN CHEM CAL SOCI ETY ( ACS)

FI LE CONTAI NS CURRENT | NFORVATI ON.
LAST RELOADED: Apr 16, 2010 (20100416/ UP).

He| pfu | Thereareafew alternativesto simply waiting in STNGUIDE, for example:
(a) LOGOFF and log back in again later to retrieve the results.
HINT  (b) Begin the CASREGISTRY BLAST search in parallel (page xvi).
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Retrieve the USGENE offline BATCH search results

=> FI LE USGENE
FI LE " USGCENE' ENTERED AT 11:57:27 ON 16 APR 2010

COPYRI GHT (C) 2010 SEQUENCEBASE CORP
=> RUN CGETBATCH EPCAMCDR

Use RUN GETBATCH
to retrieve the results.

)

Pl ease enter your batch identifier
or enter # for batch id |ist
or enter * for batch id at top of I|ist
or enter - before batch id to delete
or enter . for (end)
Dat abase USGENE AA
Posted date: Jan 15, 2010 7:01 PM

7054 ANSVERS FOUND BELOW EXPECTATI ON VALUE [The Query Self Score valueisthe ideal

score for a perfect answer match.
QUERY SELF SCORE VALUE IS 70 @

J

BEST ANSWER SCORE VALUE | S

Score one perfect answer match.
70

70
@ The Best Answer Score valueis also
Simlarity given. Inthisexample, thereisat least

I
I
I
I
I
I
I
I
I
I
35 |
I
I
I
I
I
I
I
I
I
n

Answer Cou

ENTER EI THER THE NUMBER OF ANSWERS YOU W SH TO KEEP
OR ENTER M Nl MUM PERCENT OF SELF SCORE FOLLOWED BY %
(BEST ANSWER PERCENTAGE OF SELF SCORE |'S 100%

ENTER (ALL) OR ? :60%

L1 RUN STATEMENT CRI&;) In this example, 60% of the Query Self Score is used to
L1 20 DVGWESGRP select out just the most relevant results (L1).

Answer set arranged by accession nunber; to sort by descendi ng
simlarity score, enter at an arrow pronpt (=>) "sor score d".

The graphic representation gives a count of
hit sequences (x-axis) and similarity score (y-
axis). The graph gives a visual clue about the
distribution of similar and not so similar
sequences throughout the answer set.
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Retrieve the DGENE offline BATCH search results

=> FI LE DGENE
FI LE ' DGENE' ENTERED AT 11:57:42 ON 16 APR 2010 [

COPYRI GHT (C) 2010 THOVBON REUTERS

Use RUN GETBATCH
to retrieve the results.

=> RUN GETBATCH EPCAMCDR

ENTER EI THER THE NUMBER OF ANSWERS YOU W SH TO KEEP
OR ENTER M NI MUM PERCENT OF SELF SCORE FOLLOWED BY %

(BEST ANSWER PERCENTAGE OF SELF SCORE |'S 100%

ENTER (ALL) OR ? :60%

L2 RUN STATEMENT CREATED

L2 32 DMOWGSGWRPYYYYGMVDV/ SQP. - F F -E 1000 -W 2 - M PAMBO

Answer set arranged by accession nunber; to sort by descendi ng
simlarity score, enter at an arrow pronpt (=>) "sor score d".

Retrieve the PCTGEN offline BATCH search results

=> FILE PCTGEN
FILE ' PCTGEN ENTERED AT 11:58:03 ON 16 APR 2010 [UseRUN GETBATCH ]

COPYRI GHT (C) 2010 W PO to retrieve the results.

=> RUN GETBATCH EPCAMCDR

ENTER El THER THE NUMBER OF ANSWERS YOU W SH TO KEEP
OR ENTER M Nl MUM PERCENT OF SELF SCORE FOLLOWED BY %

(BEST ANSWER PERCENTAGE OF SELF SCORE |'S 100%

ENTER (ALL) OR ? :60%

L3 RUN STATEMENT CREATED

L3 12 DMOAGSGWRPYYYYGVDV/ SQP. -F F -E 1000 -W 2 - M PAMBO

Answer set arranged by accession nunber; to sort by descendi ng
simlarity score, enter at an arrow pronpt (=>) "sor score d".

=>

note

— 3 o After being retrieved, BATCH results remain available for 8 days.
e During this period aBATCH result may be retrieved repeatedly.
o After 8 days BATCH results are deleted from the system.
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Merge, organize by patent family, and display USGENE, DGENE and PCTGEN results

Merge the USGENE, DGENE and PCTGEN results together into a single L-number

=> SET DUPORDER Fl| LE PERM <::| SET DUPORER FILE ensures that multifile records merged
SET COVWAND COVPLETED into a single L-number using DUP IDE, are organized by
database (file). Add PERM to make this a permanent setting.
=> DUP IDE L1 L2 L3
DUPLI CATE | S NOT AVAI LABLE | N ' USGENE, DGENE, PCTCEN .
ANSVERS FROM THESE FI LES W LL BE CONSI DERED UNI QUE

DUPLICATE IDENTIFY (DUP IDE)

creates a single L-number (L4) by

L4 64 DUP IDE L1 L2 L3 (INCLUDES 0 SETS { merging all the results together.
ANSVERS ' 1-20' FROM FI LE USGENE Thisisuseful for any subsequent
ANSVERS ' 21-52' FROM FI LE DGENE patent family sort (FSORT) and
ANSVERS ' 53-64' FROM FI LE PCTGEN Table Tool post-processing steps.

Sort the combined USGENE, DGENE and PCTGEN results by descending identity percentage

=> SOR L4 IDENT D <: The multi-file, merged answer set (L4) may
PROCESSI NG COVPLETED FOR L4 be sorted like any standard single-file L-
L5 64 SOR L4 | DENT D number, including by IDENT or SCORE.

Prior to display ensure Capture Session ison to record a transcript for use in post-processing

& STN Online and Results &I
Ele Edt Onlne Query Recults Preferences! Web Window Help

BHEsly BB 2@8FHEOOR MY JMHE YOG SET ?

ENTER EITHER THE NU TR B
OR ENTER MINIMUM PERC pture Sessio — -
BEST ANSWER PERCENTAG 2 Search hish

EIETER (ALL) OR ? :60% | Lookin: |3 Tmsemt == i3 — F:ry,.. YT

L3 RUN STATEMENT CREA[odancosses ] aligns 12 ;:J : i;:Ei&::ﬁéﬁﬁi

= 12 DMGWGSGWH | ) scemncrstene £l ALLSTR EXAMPLE 13 12 s DMGWGSGH

|| =) acenTs MuTFLLE 2 o] another multifie exam Ls €4 DUP
lAnswer set arranged by 3 o) AGENTS MULTIFILE 24 ol another muitifle exam is €4 SOR I
Isimilarity score, enter o) ALICE SCRIPT TEST o) another mudtiffe exam

_~ DUP IDE L1 L2 L3 o ey B o] asPIRN
DUPLICATE IS NOT AVAILAH
IANSWERS FROM THESE FILES
FILE "USGENE' ENTERED AT fepame:  [EFCAMCDR MULTIFILE SEARCH 2

>

lCOPYRIGHT (C) 2010 SEQUE 2= |
Fies of type: | Transcript Files ("tm) -l Cancel
Help

<

FILE 'DGENE' ENTERED AT
ICOPYRIGHT (C) 2010 THOMS

FILE 'PCTGEN' ENTERED AT
ICOPYRIGHT (C) 2010 wIPO
PROCESSING COMPLETED FOR L1
PROCESSING COMPLETED FOR L2
PROCESSING COMPLETED FOR L3
L4 64 DUP IDE L1 L2 L3 (INCLUDES O SETS O UPLICATES)
ANSWERS '1-20' FROM FILE USGENE

ANSWERS '21-52' FROM FILE DGENE

ANSWERS '53-64' FROM FILE PCTGEN

Note: check the Capture Retrospectively
box, to capture the STN session so far, as

[ well as the session from this point forwards.

PROCESSING COMPLETED FOR L4
LS 64 SOR L4 IDENT D

w

< >
[Mulifie [INS  [HoidOff [PintOff | Onine  [00.05:36
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Display multi-file answersretrieved in a free-of-charge format, including alignment (ALIGN)

=> D TRI SCORE | DENT ALI GN 1-64

L5 ANSWER 1 OF 64 USGENE COPYRI GHT 2010 SEQUENCEBASE CORP on STN
TI Ant i bodi es that bind hunan 17- A1/ EpCAM tunor anti gen (Patent)
DESC Artificial Protein; Synthetic Peptide; sequence 144 of 169
MIY  Protein
SQL 138
SCORE 70 100% of query self score 70
| DENT 100%
BLASTALI GN
Query
Length 138
Score 69.8 bits (157), Expect = 2e-18
Identities = 18/ 18 (100%, Positives = 18/18 (100%
Query: 1 DVGWGSGARPYYYYGVDY 18
DMGOWGSGARPYYYYGVDV
Sbjct: 99 DMAWGSGARPYYYYGWDV 116

18 letters

L5 ANSVER 13 OF 64 DGENE COPYRI GHT 2010 THOVBON REUTERS on STN

AN ATS30301 protein DGENE

TI New pol ypepti de conpri ses a binding domai n capable of binding to an
epi tope of human and non-chi npanzee primate CD3 epsilon chain, useful for
preventing, treating, or aneliorating a proliferative, tunor, or
i munol ogi cal di sorder.

DESC Anti-CD3/anti-EpCAM cross-species single chain Ab protein, SEQ 592.

KW singl e chain antibody; CD3E, T-cell CD3 glycoprotein epsilon chain;
TACSTD1; EpCAM protein production; protein therapy; therapeutic;
prophylactic to di sease; protein detection; inmne disorder;

i mmunonodul at or; cancer; cytostatic; hyperproliferation; Fusion protein.

SQL 504

SCORE 70 100% of query self score 70
| DENT 100%
BLASTALI GN
Query = 18 letters
Length = 504
Score = 69.8 bits (157), Expect = 5e-18

Identities = 18/ 18 (100%, Positives = 18/18 (100%
Query: 1 DMOAGSGARPYYYYGVDV 18
DVGWGSGARPYYYYGVDV
Sbjct: 99 DMAAWGSGARPYYYYGWDV 116

L5 ANSVEER 33 OF 64 PCTGEN COPYRI GHT 2010 W PO on STN
TI CRGCSS- SPECI ES- SPECI FI C Bl NDI NG DOVAI N
MY  PRT
SQL 504
SCORE 70 100% of query self score 70
| DENT 100%
BLASTALI GN
Query
Length 504
Score 69.8 bits (157), Expect = 5e-18
Identities = 18/ 18 (100%, Positives = 18/18 (100%
Query: 1 DVGAWGSGARPYYYYGVDY 18
DMGOWESGARPYYYYGVDV
Sbjct: 99 DMAWGSGARPYYYYGVDV 116

18 letters

Page (X) | USGENE® STN Workshop Manual



Multi-file BLAST searching

L5 ANSVER 49 OF 64 PCTGEN COPYRI GHT 2010 W PO on STN
TI ANTAGONI STS TO | L-17A, |L-17F, ANDI L-23P19 AND METHODS OF USE
MY  PRT
S 125
SCORE 49 70% of query self score 70
| DENT 92%
BLASTALI GN
Query
Lengt h 125
Score 48.6 bits (107), Expect = 4e-12
Identities = 13/14 (92%, Positives = 13/14 (92%
Query: 5  GSGARPYYYYGWVDV 18
GSG/\R YYYYGWDV
Sbjct: 101 GSGARRYYYYGWDV 114

18 letters

L5 ANSVER 50 OF 64 USCENE COPYRI GHT 2010 SEQUENCEBASE CORP on STN

TI I L-18 bindi ng proteins (PublishedApplication)
MY Protein
SQL 127
SCORE 44 62% of query self score 70
| DENT 86%
BLASTALI GN
Query = 18 letters
Length = 127
Score = 44.3 bits (97), Expect = 8e-11

Identities = 13/15 (86%, Positives = 13/15 (86%, Gaps = 1/15 (6%
Query: 5  GSGARP- YYYYGWDV 18
GSGW P YYYYGWDV
Sbj ct: 102 GSGAPPFYYYYGWDV 116

Option: after reviewing the BLAST results choose answers to keep for further processing

=> SOR 1-49 | DENT D To keep selected records (L6) fromthe
PROCESSI NG COMPLETED FOR L5 BLAST answer set (L5), repeat the SORT
L6 49 SOR L5 1-49 IDENT D command on the chosen records (1 - 49).

H el pf u I Learn more about sorting BLAST results by percent identity:
HINT http://www.stn-international .com/percent_identity sorting.html
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Option: Use the Patent Family Manager to group and display multi-file BLAST search results

As described detail on page 56 of the USGENE Workshop Manual, the Patent Family Manager
may be used to automatically issue appropriate FSORT and D PFAM commands on STN.

1. Click on the Discover! button and 2. Select the second option, and enter preferred formats
select the Patent Family Manager. for the first and the additonal members of the family.

Set Loginid Parameters...
Patent Family Manager Wizard

Select a Database »

Search by » ™ Ewxbract the first member fram each patent Family [limit of 5,000 answers)

Upload Sequence or Structure to STN... ~

D b »

MSD:GY Y . f* Customize dizplay of patent Family results

alyze Display format far first member of each patent family:
Create CAS RN® and Role Report... 43
anzwers BIB SOL SCORE IDEMT ALIGM
STN AnaVist » have been 5 -
i wamples: bib absg

Patent Family Manager... relrisved hem

Evaluate with STN Viewer... Dizplay format for additional members of each patent Bamily:

Get Related 4 TRIAL SCORE IDENT ALIGH|

Examples: bib abs

SDI 4 i an

Save 4 [ Inzert a page break between each patent family display

Display Session Costs Ctrl+M m

< Back Dizplay Finizh
/J-ago-‘-ﬂer STN Session » o | | y
(Coscove D MRS T
N~

Review the commands issued and results displayed by the Patent Family Manager

=> FI L USGENE, DGENE, PCTGEN The STN Express Patent Family Manager
issues an FSORT command, and a series of

FI LE ' USGENE' ENTERED AT 12:02: 06 ON 16 APR 201 PFAM display commands to display the
COPYRI GHT (C) 2010 SEQUENCEBASE CORP requested information automatically.

FI LE ' DGENE' ENTERED AT 12:02:06 ON 16 APR 2010
COPYRI GHT (C) 2010 THOVSON REUTERS

FILE ' PCTGEN ENTERED AT 12:02:06 ON 16 APR 2010
COPYRI GHT (C) 2010 W PO

FSORT (L7) of the 49 BLAST answers (L6)
=> FSORT L6 reveals 10 patent family groups. 9 with
oo multiple sequence answers for the search,

and 1 with just one sequence hit.

L7 49 FSO L6
9 Multi-record Famlies Answers 1-48

Famly 1 Answers 1-6
Famly 2 Answers 7-10
Famly 3 Answers 11-12 Commandsin RED
Fam |y 4 Answers 13-14 are those issued
Famly 5 Answers 15-17 automatically by the
Family 6 Answers 18- 35 STN Express Patent
Famly 7 Answers 36- 37 Family Manager.
Fanmily 8 Answers 38-44
Fanmily 9 Answers 45-48

1 Individual Record Answer 49
0 Non- patent Records
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=> DIS L7 PFAMF1 1 BI B, SQL, SCORE, | DENT, ALI GN

L7 ANSVER 1 OF 49 USGENE COPYRI GHT 2010 SEQUENCEBASE CORP on STN
AN 7632925. 144 Protein USGENE Ful | -t ext

TI Anti bodi es that bind human 17- Al/ EpCAM tunor antigen (Patent)
IN Kuf er Peter (Mosburg, DE); Raum Tobi as (Muinich, DE)
PA M cromet AG (Munich DE)

Pl US 7632925 B2 20091215
US 20090081191 Al 20090326 U.S issued patent (USB2) sequence
Al US 2007- 860242 20070924 patent :
RLI  US 2002- 325694 20021219 records typically include preceding
US 1998- 403107 19980414 publication information (PI).
WD 1998- EP2180 19980414
PRAI EP 1997- 106109 19970414

XPD 20180414 (cal cul at ed)

NTE Subject to any Disclainer, the termof this patent is extended or

adj ust ed under 35 USC 154(b) by 165 days.

PSL SEQ ID NO 144

DESC Artificial Protein; Synthetic Peptide; sequence 144 of 169

DT Pat ent

SQL 138

SCORE 70 100% of query self score 70

| DENT 100%

BLASTALI GN
Query
Length 138
Score 69.8 bits (157), Expect = 2e-18
Identities = 18/18 (100%, Positives = 18/18 (100%

Query: 1 DVGWGSGARPYYYYGVDV 18
DVMGWGSGARPYYYYGVDV
Sbjct: 99 DMAWGSGARPYYYYGWDV 116

18 letters

=> DIS L7 PFAME1 2- TOT TRI AL, SCORE, | DENT, ALl GN

L7 ANSVER 2 OF 49 USGENE COPYRI GHT 2010 SEQUENCEBASE CORP on STN

TI Anti bodi es that bind human 17- Al/ EpCAM tunor anti gen
(Publ i shedAppl i cati on)

DESC Artificial Protein; Synthetic Peptide; sequence 144 of 169

MY Protein

SQL 138

SCORE 70 100% of query self score 70

| DENT 100%

BLASTALI GN
Query
Lengt h 138
Score 69.8 bits (157), Expect = 2e-18
Identities = 18/18 (100%, Positives = 18/18 (100%

Query: 1 DMGWGSGARPYYYYGVDV 18
DVGOWGSGARPYYYYGVDV
Sbjct: 99 DMAWGSGARPYYYYGVDV 116

18 letters
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=> DIS L7 PFAM=4 1 BI B, SQL, SCORE, | DENT, ALI GN

L7 ANSVER 13 OF 49 USGENE COPYRI GHT 2010 SEQUENCEBASE CORP on STN
AN 7435549.54 Protein USGENE Ful | -t ext

TI Met hod of identifying binding site donmains that retain the capacity of
bi nding to an epitope (Patent)

I'N Kuf er Peter (Mbosburg, DE); Raum Tobias (Munich, DE); Borschert Katrin
(Munich, DE); Zettl Florian (Kenpten, DE); Lutterbuse Ralf (Minich, DE)

PA M cromet AG (Muni ch DE)

PI US 7435549 Bl 20081014

WD 9925818 A 19990527
Al US 1998-554465 19981116
RLI WO 1998- EP7313 19981116
PRAI  EP 1997-120096 19971117

XPD 20181116 (cal cul ated)

PSL SEQ I D NO 54

DESC Hono Sapi ens Protein; sequence 54 of 77

DT Pat ent

SQL 127

SCORE 70 100% of query self score 70

| DENT 100%

BLASTALI GN
Query
Length 127
Score 69.8 bits (157), Expect = 2e-18
Identities = 18/18 (100%, Positives = 18/18 (100%

Query: 1 DMGOWGSGARPYYYYGVDV 18
DVGWGSGARPYYYYGVDV
Sbjct: 99 DMAAGSGARPYYYYGWDV 116

18 letters

=> DI'S L7 PFAMF4 2-TOT TRI AL, SCORE, | DENT, ALI GN

L7 ANSVER 14 OF 49 DGENE COPYRI GHT 2010 THOMSON REUTERS on STN
AN

AAY17954 Protein DGENE
TI Phage display systemfor identification of binding site domains retaining
capacity to bind an epitope
DESC Human D4.5 heavy chain variabl e region.
KW Bi ndi ng site domain; BSD; epitope; fusion protein; therapeutic; cancer;
aut oi nmune di sease; scFv-antibody; single-chain Fv.
SQL 127
SCORE 70 100% of query self score 70
| DENT 100%
BLASTALI GN
Query
Length 127
Score 69.8 bits (157), Expect = 2e-18
Identities = 18/18 (100%, Positives = 18/18 (100%
Query: 1 DVGWGSGARPYYYYGVDV 18
DVGWGSGARPYYYYGVDV
Sbjct: 99 DMAAGSGARPYYYYGWDV 116

18 letters
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Multi-file BLAST searching

=> DIS L7 49 BI B, SQL, SCORE, | DENT, ALI GN

L7 ANSVERC(49 OF 49> USCGENE COPYRI GHT 2010 SEQUENCEBASE CORP on STN

AN 20070081993. 104 Pepti de USGENE Ful |l -t ext

TI Phar maceuti cal conposition conprising a bispecific antibody for epcam
(Publ i shedApplication)

I'N Kuf er Peter (Mbosburg, DE); Berry Meera (Um DE); Ofner Sonja (Minich,
DE); Brischwein Klaus (Munich, DE); Wl f Andreas (Pl anegg, DE)

PA NO ASSI GNEE AT PUBLI CATI ON

PI US 20070081993 Al 20070412
Al US 2004- 554851 20040526
RLI WD 2004- EP5687 20040526
DT Pat ent
SQL 18
COR 0 100% of query self score 70 The BLAST local identity percentage
(IDENT) may be included in the display,
BLASTALI GN for use as a column by the Table Tool.
Query = 18 letters
Length = 18
Score = 69.8 bits (157), Expect = 3e-19

Identities = 18/18 (100%, Positives = 18/18 (100%
Query: 1 DMAWGSGARPYYYYGWDV 18
DMOWGSGARPYYYYGVDV
Sbjct: 1 DVOAMGSGARPYYYYGVDV 18

“Park” in STNGUIDE before moving on to the CAS REGI STRY BLAST search (next page...)

=> FI LE STNGUI DE

FI LE ' STNGUI DE' ENTERED AT 12: 09:55 ON 16 APR 2010

USE IS SUBJECT TO THE TERM5S OF YOUR CUSTOVER AGREEMENT
COPYRI GHT (C) 2010 AMERI CAN CHEM CAL SOCI ETY (ACS)

FI LE CONTAI NS CURRENT | NFORMATI ON.
LAST RELOADED: Apr 16, 2010 (20100416/ UP).

=>

H el pf u I Learn more about the STN Express Patent Family Manager:
H | NT http://www.stn-international.com/stn_express pat fam manage.html
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Multi-file BLAST searching

Repeat the search using CAS REGISTRY BLAST

Run the CAS REGISTRY BLAST search

= STN Express.

(1) Launchand login

Fle Logon Query Results Setup Web Help

to REGISTRY
BLAST

(2) TorunaBLAST
search Select New
Search and then
Smilar Sequences

(3) Submit the query
sequence and
Provide aresult
name (optional)

(4) Select the results
name and click
View Results

& o=

VB4

Setup

=] 4%

STH®
Legon | BLAsTe | |t

n

Fredefined
Fepart

STN®
Anatfist

F'r? are
Query

E»(pml
Transeript

Fi- gmup
analysis

Bmwse
WPl | Document

i

Custom
Fepart

[

Table Taol

?

Help

=

Exit

0]

Prats

Result Set Manager

Eile _Edit _Search Tools Help

n = | &
= D e =
Mew Search Sequence Sequence 1D

i -+
i
R s

Merts Profiles Help Exit

Manage and Review Results

Similar Sequences
File Edit Help

EEX

Result Mame (optional): |EPCAHCDR

Sequence to be searched:

| Read from File... |

DMGUGSGWRPTYTTGMDV

Kl

Example #1: a nucleotide sequence
toccoototoo ctatgoaggt tococtggtge aggoagogot gactotgoca
gactcattat cagoaaatct gggagaaact gtcaggataa cotggtbotog
aggtagctat gattatggtt ggcaccagoa gaaatcacct ggcagtgoco
ctgtcactgt gatctatage aacaacaaga gaccctogga catcocttca

Example #2: a protein sequence
TVDJHLCGSHLVEALYSVIVHE AKGLPRARAGAP GVEAELWLD GALLARTAFRAGEG
QLFUAERFHFEALPPARRLSLRLEGLGPGSAVLGRVALALEELDAPRAPAAGLERUF
PLLGAPAGAALRARTRAPRLEVLPSERYFELAEFLTFHYARLCGALEPALPA

oK Cancel

-
ot

Result Set Manager
File Edit Search Tools Help

82 | &

Sequence Sequence [0

- | Y

HMerts Profiles Help

=
New Search

o 2.
G
o]

Manage and Review Results

Reports | Alerts Reports |

Mame Type
EPCAMCDR BLASTp

Created f Status Results

1,000

2010-01-21 11:03 PM: Complete

Reviewed

1 result (100 maximum)

View Results

Delete Results
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Multi-file BLAST searching

(5) Review and select
answers of interest

In this example,
al recordswith
70% or more of
Query Sf Score
are selected

When ready, click
on Get STN Data,
to transfer the
resultsto STN

(6) Choose the
Sequence Records
option to retrieve
REGISTRY
recordson STN.

When prompted,
save the BLAST
alignment data
(.XSSfile)

(7) The REGISTRY
BLAST wizard
retrievesthe
REGISTRY
records on STN.

CAS Registry BLAST® Report - EPCAMCOR
File Edit View Search Tools Help

Unigue Sequences: 1,000 Redundant: 326 Selected Resulis: 8
™ Alignment Scores
[~ Alignment Summary
| T T | T | T T | T I
1 5 10 14 12
| —
|

{1065745-06-3) Immunoglobulin 1961, anti-(human tumor antigen 17-1A) (human HDE9 y1-chain V region)

~ Alignment Details

+| M ¥ eg.8 2=-11 (1065745-06-3) Immunaglobulin IgG1, anti-{human tumor antigen 17-14) (human HD6S y1-chain ¥ region) il

+| M ¥ &s.8 2e-11 (1065745-11-0) Immunoglobulin IgG1, anti-(human tumar antigen 17-1A) (human HDSS Vy1-VL region single-chain)

+/ Il ¥ eo.8 2e-11 (1085745-13-2) Immunoglobulin Ig61, anti-{human tumor antigen 17-14) (human HDES Vy1-WL region single-chain) fusion protein with anti-(human 1-27-CD3 (antig

ﬂ M v so.8 2=-11 (1065745-15-4) Immunoglobulin 1961, anti-(human bumor antigen 17-1A) (human HDES Wy1-VL region single-chain) Fusion protein with anti-

human 1-27-CD3 (antig
4 b
| Gel STN Data | Cancel ¥

Get STN Data

Retrieve the following data:

éf Sequence Records
é}. Retrieves Sequences from CAS Registry

Reference Records
Retrieves CAPLUS References

Sequence and Reference Records

Retrieves CAS Registry Sequences and
CAFPLUS References

¥ Transfer all alignment data for postprocessing

Cancel

=> FI L REGQ STRY
FI LE ' REG STRY' ENTERED AT 15:43:37 ON 22 JAN 2010
COPYRI GHT (C) 2010 Anerican Chenical Society (ACS)

=> QUE (1065745-06-3 OR 1067695-29-7 CR . . . .)/RN

Helpful Learn moreabout cASREGISTRY BLAST:

H | N T http://www.cas.org/support/stnexp/seehow/expressbl ast.html
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Multi-file BLAST searching

CAS REGI STRY BLAST automatically retrieves the selected REGI STRY recordson STN

Commandsin RED are those issued

FILE ' REG STRY' ENTERED AT 13:23:01 ON 16 APR 2010 | 2utomaticallyby STN Express.

=> FIL REG STRY ]
COPYRI GHT (C) 2010 Anerican Chenical Society (ACS)

=> (QUE (1065745-06-3 OR 1067695-29-7 OR 1065745-11-0 OR 1067695-33-3 OR
1065745-13-2 OR 1067695-35-5 OR 1065745-15-4 OR 1067695-37-7 OR 1065745-17-6 OR
1067695-39-9 OR 942165-85-7 OR 945905-53-3 OR 945940- 54-5) / RN

L8 QUE (1065745-06-3 OR 1067695-29-7 OR 1065745-11-0 OR 1067695-33-3 COR 10657
45-13-2 OR 1067695-35-5 OR 1065745-15-4 OR 1067695-37-7 OR 1065745-17-
6 OR 1067695-39-9 OR 942165-85-7 OR 945905-53-3 OR 945940-54-5)/ RN

=> QUE (862861-57-2 OR 487483-96-5 OR 215027-98-8 OR 481333-75-9 OR 258495-00-
0 OR 481333-76-0 OR 258495-02-2 OR 1163341-05-6 OR 1089241-79-1 OR 1074004-53-7
OR 960551-07-9 OR 960523-29-9)/RN

L9 QUE (862861-57-2 OR 487483-96-5 COR 215027-98-8 OR 481333-75-9 OR 258495-00
-0 OR 481333-76-0 OR 258495-02-2 OR 1163341-05-6 OR 1089241-79-1 OR 10
74004-53-7 OR 960551-07-9 OR 960523-29-9)/RN

= S L8 OR L9 Enter Data Here

L10 25 L8 OR L9 Tip: type END to exit the
[SI’N Express Wizard. ]

=> Enter display fornat:d 1-25 END

Retrieve, identify and display unique CAS REGISTRY BLAST CAplus records

Retrieve the corresponding CAplus patent records

=> FI LE HCAPLUS

FI LE ' HCAPLUS' ENTERED AT 13:23:58 ON 16 APR 2010 The 25 REGISTRY sequence
COPYRI GHT (C) 2010 AMERI CAN CHEM CAL SOCI ETY (ACS) records (L 10) correspond to 12
CAplus patent records (L11).

=> S L10 AND PATENT/ DT
L11 12 L10 AND PATENT/ DT

I dentify the unique CAplus records for post-processing

=> TRANSFER L7 PN 1- The 49 USGENE, DGENE and
L12 TRANSFER L7 1- PN : 22 TERMS PCTGEN records (L7) correspond
L13 14 L12 to 14 CAplus patent records (L13).
ALL TERMS IN L12 RETRI EVED.

=> S L11 NOT L13 One (L14) of the 12 CAplusrecords (L11) retrieved
L14 1 L11 NOT L13 using CAS REGISTRY BLAST is unique, compared

to USGENE, DGENE and PCTGEN (L 13).
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Display additional CAplus answersincluding Hit Registry Numbers (HI TRN)

=> D BIB H TRN

L14 ANSWER 1 OF 1 HCAPLUS COPYRI GHT 2010 ACS on STN

AN  2008: 1210508 HCAPLUS Full -text

DN 149: 446284

TI Cross-speci es hispecific single-chain antibodies to hunan or

non- chi npanzee primate CD3e and surface antigen for treating
tumorous, proliferative, or imunol ogical di sease and cancer
IN Ebert, Evelyn; Meier, Petra; Sriskandarajah, Mrnaalini; Burghart, Elke;
W ssing, Sandra; Klinger, Matthias; Bluenel, daudia;, Raum Tobias; Rau,
Doris; Mangol d, Susanne; Kvesic, Mjk; Kischel, Roman; Steiger, Carol a;
Lutterbuese, Ralf; Mayer, Petra; Schaller, Evelyne; Hoffrmann, Patrick;
Strasser, Susanne; Cierpka, Ronny; Kufer, Peter; Hausmann, Susanne;
Ri et hruel l er, Gert
PA Mcronet A -G, Germany
SO PCT Int. Appl., 397pp.
CODEN: Pl XXD2
DT Pat ent
LA English
FAN. CNT 3
PATENT NO KIND DATE APPLI CATI ON NO. DATE
PI WD 2008119565 A2 20081009 WD 2008- EP2662 20080403
WO 2008119565 A3 20090108
W AE, AG AL, AM AO AU, AZ, BA, BB, BG BH, BR, BW BY, BZ,
CA, CH, CN, CO CR, Cz, DE, DK, DM DO, Dz, EC, EE, EG ES,
FI, GB, G G CH, GI, HN, HR, HU, ID, IL, IN IS, JP, KE
KG KM KN, KP, KR LA, LC, LK, LR LS, LT, LU, LY, MA MDD,
ME, M5 MK, M\, MW MY, MZ, NA, NG N, NO Nz, OM PG PH,
PL, PT, RO RS, RU, SD, SE, SG SK, SL, SM sV, SY, TJ, ™™
TN, TR, TT, TZ, UA us, Uz, VC, WN, ZA, ZM 2ZW
RW AT, BE, BG CH, Cy, , DE, DK, EE, ES, FI, FR, GB, GR HR HUY,
IE, IS |IT, LT, LU, LV, MC, MI, NL, NO PL, PT, RO SE, SI, SK
TR, BF, BJ, CF, CG C, CM GA G\, GQ GN M, MR NE, SN, TD,
TG BW G4, GV KE, LS, MW Mz, NA, SD, SL, Sz, Tz, UG zZM zZW
AM AZ, BY, KG Kz, MD, RU, TJ, TM AP, EA, EP, QA

83

R2

NEAX

PRAI EP 2007- 6988 A 20070403
EP 2007- 6990 A 20070403 Note: HITRN must be included, so
US 2007-913668P P 20070424 that the BLAST Report Tool can
EP 2008-4741 A 20080313 merge the CAS REGISTRY BLAST

alignments into the BLAST Report.

IT 1067695-29-7 1067695- 33- 3 1067695- 35-5
1067695-37-7 1067695-39-9
RL: PRP (Properties); THU (Therapeutic use); BIOL (Biological study); USES
(Uses)
(am no acid sequence; cross-species bispecific single-chain antibodies
to human or non-chi npanzee primate CD3¢ and surface antigen for
treating tunorous, proliferative, or immnol. disease and cancer)

=> LOG H Tip: use LOGOFF HOLD (LOG H) to be able
to return to this STN session within two hours.

SESSI ON W LL BE HELD FOR 120 M NUTES
STN | NTERNATI ONAL SESSI ON SUSPENDED AT 13:26:52 ON 16 APR 2010
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Multi-file BLAST searching

Post-process USGENE, DGENE and PCTGEN results (L7) using the Table Tool

Accessthe Table Tool from the main STN Express window

2. STN Express

File Logon Query Results Setup Web Help

€ =

Ved Setup

Logon

BLAST®

v

STHE
Viewer

Al

STN#
Anatist

FPrepare
Quer

Document | Transeript | Analysis

L
..

0

Fredefined| Custom]
Report Fieport

Browse Export Fi- group

Table Tool

l')

12

Ezit

i

Prefs

Help

Sdlect the transcript file
Table Tool X

Transcript[z]

Template
Content
Fields
Highlighting
Cover Page
Header/Foater
Statistics

All tranzcripts ligted in the box below will be merged inta your report or table. Select ranzcripts
to add to thiz list by clicking the 'Browse to Add' button and locating the transcrpts of interest,

Selected Transcripts :

inhdy DocumentzhSTH Ey

W rmscrpthEPCAM COR MULTIFIL

Brawse ta Add

;
[ Eewe |

Bemove

Option: select a custom pre-defined Table Tool template created during a previous project

Table Tool

Tranzcript[z]

Template

Content
Fields
Highlighting
Cover Page
Header/F ooter
Statistics

Available Templates in C:\Documentz and Settingz \Faob Austintbdy

Daocumentz S TH Express 8. 45T mecrpt

X

Browse

" Repart * Table © Al D escription
blast +3.4. prf FIELDS: L
journal. prf Farnily Information ; Arial ; 10 F
patent. prf Anzwer : Anial 10
patjourn. prf Patent Title : Arial : 10
gequence table. prf Sequence Description : Arial : 10
substnce. prf BLAST Alignment : Courier Mew : 8 B
subtable. prf BLAST Scoare : Anal ; 10

BLAST Percent Identity ; Arial : 10

Crganizm : Arial : 10

Sequence Lenath : Arial ; 10

Seguence Mumber : Anal : 10

Sequence Count : Anal : 10

Chooze Template

Delete Template

Template to uze:  sequence table. prf
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Multi-file BLAST searching

Select the L-number to be used for the content of the table

Table Tool

Tranzcript(z]
Template
Fields
Highlightinig
Cover Page
Header/Footer
Statistics

Seszzion Information
-
-
-

[ Summary page

Command Information

=171 7171 71

[rata Information

-
-

&3

+ DLE- &4 SCR L4 IDENT D
+ I.'.1 S5EL L& 1- EM APES -
+ DL14 1 L11 HMOT Li3

Reminder: L7 isthe multi-file
USGENE, DGENE and PCTGEN

search results displayed using the
Patent Family Manger (page 12).

¥

Check Al | Uhsheck Al |

Select fields, column order, column headings, fonts and spacing for the table

Table Tool

Tranzcript[z)
Template
Cantent
| Fields
Highlighting
Cover Page
Header/Footer
Statiztics

Field Marme

Comments

Copuright

Row

Malecule Tyupe

Derwent Fewword Indexing
Patent Information
Application [Information
Individual &l

Felated Appln. [nfo./Fequl
Frionty spplication [nformat
Individual PRAI

Epiration D ate

Corment or Mote
Drocument Type

Inzert

Inzert Al ke

bMove &

fove W

A Remowve

et

Order: ¢ Alphabetical

s Tranzcript

Format BLAST € FPercent |dentity
Body l Header] Spacing]

Aligrment [ o

the template future re-use.

Tip: save any modifications to

A4 Remove Al

X

Selected Fields

Farnily |nformation
Anzwer

Fatent Title

| | Sequence Description
BLAST Alignment
BLAST Score

BLAST Percent |dentity
Sequence Length

| | Sequence Location
Irwentor

Fatent Azzignee
Individual Pl

Acceszion Mumber

Iv Remove duplicate fields within an answer
Iv lgnore caze when sorting

v Aubofit

Ok | FReset |

Save Template

Preview Finizh

< Back Cancel

| Mext » |
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Multi-file BLAST searching

Review the STN Express Table and adjust the content and layout if needed

QFH: =:1 8 Preferences! Web Window Help

B &9 R,

| SRS 2 o T

?

Famil Copy Ctrl+C Patent Title

Sequence Description

BLAST Alignment

BLAST Score

FAMI ENE Antibodies t

Show Clipboard

Edit Dictionary

human 17-A1/EpCAM
tumor antigen (Patent)

hat bind Artificial Protein: Synthetic
Peptide: sequence 144 of

169

18/18

Querv
Length
Score
{1873 .
Idencivies= 18/18
(100%). Positives=

18 letters

Expect = 2e-18

(100%)

Cuexzv: 1
DMGWESGHREYYYYGMDY18
DMGWESGWREYYYYGMDV

Sbict: 99
DMEWESGWRPYYYYGMDV1lE

70

100% of query se
score 70

Transcript
Template
Content

FAMI  Autofit i

Cover Page
Header Footer

Statistics

L

es that bind
17-A1/EpCAM

Highlighti gntigen
amening shedApplication)

Artificial Protein: Synthetic
Peptide; sequence 144 of
169

1a/18

Query
Lenoth
Seore =
{187,
Identities= 18/18
(100%) . Posicives =

= 18 letters

Expect = Ze-18

(100%)

CQuerv: 1
DMGWGSGWRFYYYYGMDY1E
DMGWGSGWRPYYYYGMDY

Sbie
DMGHGS!

T2
CHRPYYYYGMDU116

70 100% of query se
score 70

J
L7 3 OF 49 USGENE

Human anti
bind human
tumor antig

FAMILY 1

Note: The STN Express Table Tool
provides* family information” —

bodies that Artificial Protein: Synthetic
17-A1/EpCAM | Peptide; sequence 144 of
en (Patent) 169

ig/18

Sk

Score
{1573,

Identities= 1l8/18
(100%). Positives=

DMGWGS!

= 18 lettezs
138

= €9.8 bits
Expect = Ze-18

(100%)

Cuery: 1
DMGWGSGWRPYYYYGMDV1E
DMCHGSCHREYYYYCMDY

t: 99
GCHREYYYYGMDU116

70 100% of query se
score 70

the FSORT family number —asa
column choice for the table.

meth

tion of anti-human

lishedApplication)

od for the

18/18

Querv

(100%), Pesici

18 letters

Lengch = 138
Score

€9.8 bits

(100%)

70 100% of query se
score 70

[2f [ Edt Preferences! Web Window Help

, 1 @ = o
B e toon-. S 1 A [ s -
=  CASRegistry BLAST® a8
Fi Sequence Description BLAST Alignment BLAST Score BLAST Percent Identi —
Open.., cul+0 g p 9
Fr o nd Atifcial Protein: Syrithetic | gas=y = 12 levcess 0 100% of 100%
Table Toal... Ctrl+Shift+T "‘:‘r’:"ﬂ} ?Eagp““: sequence 144 of si’éié = §5.2 bizs (157), Expect= Ze-18 query self score 70
REW!TEIEL.. Cm+5hf(+R Qf‘:i;‘flflgs);é';sgél? R;;;;;@Fﬂslclves = 18/18 (100%)
BLAST® Report with Alignment Data... Ctrl+5hift+8 DUGHESEREYYYYEUDY
[ R‘QPDUDMNVSISTB* Tool... Ctri+Shift4G Sbjct: 99 DMCWGSGWRPYYYYGMDU1lé
F, Create Analyze Plus chart from saved data... nd Atificial Protein: Synthetic 2““}; = igshn“s 70 100% of 100%
i g h=
Edit Personal Dictionary.... CAM ?;g;)llde, sequence 144 of Si?;e %5 o bits (157). Expect= Ze-18 query self score 70
Edit Data Group File... tion) Identities= 18/18 . Positives= 18/18 (100%)
Predefined Reports... » e e
Saus Ll
T —T T —
Savein |l'f)Tmscrpt ﬂ =f B
L - =] B ey
Spie =) AGENTS MULTIFILE 2 2 EXPERIMENT2 -
- th EHcarm 1bib zlign EFor 1M of 100%
it Transcript... “h core 70
o B CARM 1 trial align B HARBOR EXAMPLE
Page Setup... i B DACMRNA B HARBOR EXAMPLE]
ati CUMENS | HGENE EXAMPLE B HARBOR EXAMPLE
{— Prnt.. Ctrl+P —] El__]dgene examples E_]ident explore
Fi {Finter Setup... th EZ]DGENE FAMILY MANAGER EXAMPLE B ipenT TEST of 100%
Print Preview... -h = ) = core 70
a __]dgene in example _]IDENTTESI’Z
View TIFF image... ) B nGENE POST PROCESS TEST B Multifile sequence 5
Ui B dgene reg prs B Np_o66271 POSTF
— — EZ|DGENE results from STN Express 8.01 B pATEN FAMILY MAY
g
Fi Create Query Summary Fie... h EL]DGENE RESULTS FROM STN Express 8,01 exported to M5 EXCeL B paTent searcrr p o o | 100%
Exit STN Online and Results na B ]EPCAM CDR MULTIFILE SEARCH B PRACTICAL EXPER]
|u|a.\\\luLHn|w san IHE @__]EPCAMCDR @_]RMTZ
an immunoalol
chains expressed fr - Hercamcor2 E]RMT dwp test
recombinant vector
< | 2
FAMILY 2 L77QF 49 USGENE | TREATMENT OF of 100%
METASTATIC BREJ My Computer  File name: [EFCAM CDR MULTIFILE SEARCH 2 | Save core 70
CANCER
(PublishedApplicati P | Save as type: - Cancel
FAMILY 2 L7 8 OF 49 USGENE | TREATMENT OF Adificial Protein; Anti- Query = 18 letters 70 100% of 100%
METASTATIC BREAST EpCAM Heavy Chain; e T ies (157 = Ceeis query self score 70
CANCER — sequence 1 of § Taomeitie— 18718 1;;)& Creivivess 18/18 (100%)
(PublishedApplication} Query: 1 MCWESCHREYYYYEMDL18
DMGWGSGWRFYYYYGMDV
Sbjct: 59 DMGWESGWRPYYYYGMDUL11é&E
FAMILY 2 L7 9OF 49 DGENE | Use of an anti-EpCAM Human anti-EpCAM heavy Query =18 letsers 70 100% of 100%
antlaody comariging SEQ | ghain CORS region. SEQ. | 228002 52 - i (167) . 2amece= 2a-ts guery selfscore 70 =
>

0 i
[ Browse Transeript
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Multi-file BLAST searching

Explorethe USGENE BLAST resultsfurther using Sort & Filter toolsin Microsoft Excel

Do)\ H 9 - &) EPCAM CDR MULTIFILE SEARCH 2 - Microsoft Excel - o x
o) -
" home | Insert Page layout  Formulas Data Review  View Acrobat @ - 7 x
3 ‘* cut Arial - ||| |[Siwrap Text General - :E:Ej‘ _A‘j’f"& —;dl jﬂj 3 EA”mS”m ° ‘.Zt? l;a
53 Copy =2 — 3 Fill -
- B 1 - | (@3- |[=:0 .00 iti s
P omatpunter B £ U B merge o Center v | (B3 7% 2 [ ]| o e s | P T e FE Sl
Clipboard ] Font fa Alignment IE) Number fa Styles Cells Editing
| a2 . fe | FAMILY 1
A B c D E F G H [4]
Family Answer Patent Title Sequence Description | BLAST Alignment BLAST Score BLAST Percent| Sequence
1 Informati¢ ~ - - - - +| Identity ~| Length |+
FAMILY 2 L7 7 OF 48 | TREATMENT OF Avtificial Protein; Quezy = 18 letters 70 100% of 100% 18
USGENE METASTATIC BREAST | Synthetic peptide; Length = 18 query self score 70
Score = §9.8 bits (157), Zzpect = 3s-19
CANCER . sequencs 5 of 8 Tdenvities = 18/18 (100%), Dosivives = 18/13 {100%]
(PublishedApplication) uery: 1 RETYYYET 18
PYYYYEMDV
sbjeT: 1 WREYYYYEMDV 18
8
FAMILY 2 L7 8 OF 43 | TREATMENT OF Artificial Protein; Anti- Query = 18 letters 70 100% of 100% 457
USGENE METASTATIC BREAST | EpCAM Heavy Chain; Length = 457 query self score 70
Seore = 65.8 bivs (157), Expect = 5e-18
CPAIEICiRdA icat sequence 1 of 8 Identities = 18/18 (100%), Dositives = 18/18 (100%)
{PublishedApplication) Query: 1  DMCHEGSCWADYYYYGMDV 18
DMEHESERFYYYYEMDV
Bicn: 99 DYYYYEIDY 116
9
FAMILY 2 L790F 49 | Use of an anti-EpCAM Human anti-EpCA] . . 100% of 100% 18
DGENE antibody comprising heavy chain CDRr %me tl ps fOr M |Cr0%ft EXCd self score 70
SEQIDNOs. 3.4, 5.6, | region, SEQID & .
7 and o e Resize columns and rows as
manufacturing a . .
medicamen for eating desired — especially the BLASI
10 human metastatic breast a] . I
FAMILY 2| L7 10 OF 49| Use of an anti EpCAM | Human anti EpCA ignment column to approx 77 T00% of T00% g
DGENE antibody comprising heavy chain regiol - self score 70
SEQIDNOs. 3.4 5.6, | ID1. o View, Freeze panes — holds the top
7 and/or & for 3 H
manufacturing a row fixed when scrolling down
medicament for treating . .
i human metestatic breast o Add Filters— provides a great way
FAMILY 3 L7 11 OF 49| DOMAIN-GRAFTED Artificial Protein; H 100% of 100% 456
Ecarey e (0 NAVigAte results —for example satscas 10
(PublishedApplication) (amino acid); seq H 1
{omine by BLAST percent identity (above)
12
FAMILY 3 L7 12 OF 49| Mew domain-grafted Domain grafted-Anti- Query = 18 letters 70 100% of 100% 456
DGENE antibody, which EpCAM heavy chain_ Length = 45¢ query self score 70
Score = 9.8 bits (157), Zupect = Se-18
Epemﬁ:a\l‘;‘t bm:f 2 Identities = 18/18 (100%), Posisives = 18718 (100%)
uman cel- sunace Quezy: 1  DMEAGSGWABYYYYGMDV 18
molecule, useful for DMEHESCHRDYYYYEMDY
gua\ua(ing.(he ﬁJ_n:tmnaI Sbjct: 39 DMEWESGWREYYYYEMDV 118 [=]
W 4 r M| Sheetl ¥ [ m »
Ready |8 O 009D ()
_'ﬁ ™ i hgﬂ - EPCAM CDR MULTIFILE SEARCH 2 - Microsoft Excel - 3 Xx
i
- Home Insert Page Layout Formulas Data Review View Acrobat @ - o x
: — Rulel ¥| FormulaBar | () —} EJ ! % [ spli ew § - =
- B = i ﬁ]
J J J IJJ J v Gridlines v Headings A m = g == Hide Synch . == =0
MNormal| Page Page Break Custom Full Zoom 100% Zoomto Mew  Arrange Freeze Save Switch Macros
Layout Preview | Views Screen ge Ba Selection || Window Al Panes~ nhi Workspace Windows = -
Workbook Views Show/Hide Zoom Macros
| 82 - fe| 1710F 49 usGENE ¥
A H 1 J K L M N (o] P ¢
Family Sequence| Sequence Location Inventor Patent Assignee Patent Number | Kind Code | Patent Publication | Accession Number Full-Text
1 | Informati¢~ | Length |~ -~ -~ A - ~| Date - - -
FAMILY 2 18 Claim 11; SEQ ID NO 5 | Reinhardt Carsten MICROMET AG US 20090304716 | A1 20091210 20090304716.5 Protein | Full-Text
(Munchen, DE); Saller (Munchen DE} USGENE
Robert (Munchen, DE)
8
FAMILY 2 457
5 Reminder: In this example, one sequence
FAMILY 2 18 - . . AJF32207 peptide
record per family was displayed in DGENE
bibliographic format, and the othersin a
free-of-charge review format, by using
10 1
FAMILY 2 457 the Pater]t Fam”y Manager (page 12) AJF32203 protein
DGEME
1
FAMILY 3 456 SEQID NO 2 Kufer Peter (Moosburg, MICROMET AG US 20090241202 | A1 20090924 20090241202 2 Protein | Full-Text
DE): Raum Tobias (Munchen DE} USGENE
(Muenchen, DE):
Lutterbuese Petra
(Muenchen, DE):
Schlereth Bernd
12 (Germering, DE):
FAMILY 3 456 AGDGT246 protein
DGENE
v
W 4 » | Sheetl /7] [
Ready
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Multi-file BLAST searching

Post-process unique REGISTRY BLAST results (L14) using the BLAST Report Tool

Access the BLAST Report Tool from the main STN Express window

= STN Express g@@

File Logon Query IGE=TIM Setup Web Help

=% e P % gﬂ AL =N ‘E_ T‘
Va4 m TEWI R-group | Predefined ﬁT“TOOI Help Exit Prefs

Edit Transcript. ..
SR | Export Transaript... Ctrl+shift+ Transoript |

Accounting... Chrl+A

Table Tool... Ctri+Shift+T
Ctri+shift+R

[ |
efined Reports. . ¥

R-group Analysis Table Tool... Ctrl+5hift+G

Create Analyze Plus chart from saved data...

Edit Personal Dictionary. ..

Edit Data Group File...

Open... Ctrl+0

Select the CAS REGISTRY BLAST alignment (.XSS) data file

Select BLAST® Reports

Select one or more alignment data files that you have tranzferred from BELASTE by
clicking the '‘Browse to Add' button

Browsze to Add

Hemove

c:hdocuments and zettingshrob austintmy document

Do not include alignments longer than {1000

" Reqistry " Bibliographic ™ Bath

Cancel

Hel P ful  Learn more about the CASREGISTRY BLAST Report Tool:
H | N T http://www.cas.org/support/stnexp/seehow/expresshl ast.html
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Multi-file BLAST searching

Sdlect the transcript file
Report Tool fz|

Tranzcript{s]

Template
Content
Fieldz
Highlighting
Cover Page
Header/Foater
Statistics

The tranzcript lizted in the box below will be merged into your report or table. Select a transcript
by clicking the ‘Browse' button and lozating the rangcript of interest,

Selected Tranzcripts :
Ay DocumentzhSTH Ex

44 TrhzcrpthEPCAM COR MULTIFI

Browse

Bemowve

L

Option: select a custom pre-defined Report Tool template created during a previous project

Report Tool

Tranzcnpt(z)

Template

Content
Fields
Highlightinig
Cover Page
Header/Foater
Statiztics

Available Templates in C:\Documentz and SettingstEob Austin'bdy
DocumentzVSTH Express 8.45Tmscrpt

£ Al

{+ Report " Table

journal. prf
patent. prf
patjourn, prf
subszthce. prf
subtable. prf

Chooze T emplate

D'escription

FIELDS: FY
Anzwer Line : Arnial : 10 F
Acceszzion Mumber ; Arial : 10
Document Mumber : Anial : 10
Title : Anal - 12
FPatent Information : Arial : 10
Frionty Application Information : Aral - 10
Ahstract : Anal ;10
Source : Anal - 10
Language : Arial : 10
Family Acceszion Number Count : Anal : 10
CAS Registry Mumber® : Arial ; 10

£ | >

Delete Template

Tenplate to uze:  blast «8.4.prf

Hel pfu I The STN Express template (.PRF) files used in this example are available here:
http://www.stn-international .com/stn biosequence searching mfs.html

HINT
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Multi-file BLAST searching

Select the L-number to be used for the content of BLAST Report

Report Tool

Tranzcript(z]
Template
Fields
Highlightinig
Cover Page
Header/Footer
Statistics

Seszzion Information
[ Login information
[ Logoff infamnation

| Mews messages

[ Summary page

Command Information
[ Commands Entered

[ Stucture queries and attributes
[ File entry infarmation

[ Cost infarmation

[ Help messages

[rata Informatiorn

[ Expands
v Answers

3

#-[Jrs 54 sC2 L4 IDENT D
+-[JL7 S=L L& 1- DN ZDDS

Ef®iT14 1 L11 NOT L13 (1)

Reminder: L14 isthe unique
CAplusrecord retrieved using
CASREGISTRY BLAST.

¥

Check Al | Uncheck Al |

Select fields, display order, header name, fonts and spacing for the report

Report Tool

Tranzcrpt(z)
Template
Content

Fields
Highlighting
Cover Page
Header/Footer

Statistics

Field Mame

Score Inzert *
BELAST® FPercent ldentity
Derwent Fewword Indesing
Farily Information

Inventor

Fatent Azzignee

Individual FI

Application lnformation
Individual &l

FRelated Appln. [nfo. /Fegul
Individual PRaI

E=piration D ate

Cornment or Mote

Fatent Sequence Locatar

L

Inzert Al #e

fove &

bove W

- Hemove

Order: ¢ Alphabetical

& Trangcrpt

Format BLAST & Alignrment
Body l Header] Spacing]

Courier Mew, 9 pts,

Aligrment [ op

=

the template future re-use.

Tip: save any modificationsto

|| Title

|| Family Accession Mumber [

| | Controlled or Index Terms ¢

A4 Femove Al

]

Selected Fields

Document Mumber

Patent Information

Friarity Application Informat
Source

Language

CAS Registry Humber®

BLAST® Alignrment D ata
Deszcription

|| Molecule Type
Lergth
Alighment

[ Remowve duplicate fields within an answer

Ok | Reset |

Save Template

Freview Einizh

< Back Cancel

| Mest = |

Page (XxVvi) | USGENE® STN Workshop Manual



http://www.cas.org/support/stnexp/seehow/expressblast.html
http://www.cas.org/support/stnexp/seehow/expressblast.html

Multi-file BLAST searching

Review the BLAST Report and adjust the content and layout if needed

TN Online and Results - [Report Qutput - EPCAM CDR LTIFILE SEARCH 2.rep]
File Edit Preferences! Web Window Help

BeEzey 38 wefeaoR ey 205 SRS 2T ?|

[JL14 ANSWER 1 OF 1 HCAPLUS COPYRIGHT 2010 ACS on STN Add Comments
ion Number
2008:1210508 HCAPLUS Full-text
Document Number
149:446284
Title:

Cross-species bispecific single-chain antibodies to human or non-chimpanzee primate CD3e and surface antigen for treating tumorous,
proliferative, or immunoclogical disease and cancer

FPatent [nformation
PATENT MNO. KIND | DATE APPLICATION NO. | DATE

WO 2008119565 [ A2 20081009 | WO 2008-EP2662 20080403

WO 2008119565 | A3 20090108

Priority Application Information

Application Mumber | Kind | Date

EF 2007-6988 A 20070403

EP 2007-6950 A 20070403

Us 2007-913668P P 20070424

EP 20084741 A 20080313

Source
PCT Int. Appl.. 397pp. CODEN: PIXXD2

L anguage
English

Family Accession Mumber Count
3

[Controlled or index Terms and BLAST® Data

1067655-29-7  1067695-33-3  1067695-35-5

1067655-37-7  1067695-39-9

RL: FRE (Properties); THU (Therapeutic use); BIOL (Biclogical study): USES
(Uses)

(amino acid sequence; cross-species bispecific single-chain antibodies
to human or non-chimpanzee primate CD3s and surface antigen for
treating tumcrous, proliferative, or immuncl. disease and cancer)

1067695-29-7

Length = 127 Score = 69.8 Expect = Ze-11
Score = 9.5 Expect = Ze-11 )
Identities = 18/18 (100%3) Positives = 18/18 (100%)
Query: 1 DMGWGSGWREYYYYGMDV 18 v

Export the BLAST Report into an RTF file for Microsoft Word

& STN Online and Results
(-8 Edit Preferences! Web Window Help

SO 1L IS % S i el

CAS Registry BLAST®

Open... Ctrl+0

Close - — 3
10 ACS on STN Add Comments —

Table Tool... Ctrl+5hift+T

Report Toal... Ctrl+5Shift+R

BLAST @ Report with Alignment Data... Cirl+5hift+5

R-group Analysis Table Tool... Ctrl+Shift+G

Create Analyze Plus chart from saved data...

Edit Personal Dictionary. ..

Edit Data Group File... tibodies to human or non-chimpanzee primate CD3e and surface antigen for treating tumorous,

Predefined Reports. .. » and cancer

Cirlac

— Savein: | 3 Tmscpt ﬂ il
20)
' i — [ acETvLCYSTEINE Mheilstein unique
E:‘tf"t F"E't“ W) AGENTS MULTIFILE 2 W BENZOTHIAZOLE
I ranscript... .
" ] ALLSTR EXAMPLE B1G ANSWERS
Page Setup... ) another multifile example )51 AST ADYANCED EXAMPLE 14
ot . B autodoc test 851 asT BETY
Tint...
v 3 | ‘
Printer Setup... W BETL STEIN EXAMPLE W BLAST EXAMPLE 1
Print Preview. ..
L J{m] ¥

View TIFF image. ..

File name: |EPCAM CDR MULTIFILE SEARCH 2

Create Query Summary File... Save astype: |FINAEE ] - Cancel

Exit STM Online and Results

PCT Int. Appl., 397pp. CODEN: PIXXD2

Language
English E

Family Accession Number Count
3

¥ Include Camments

BLASTEDals

USGENE® STN Workshop Manual | Page (XXVii)


http://www.cas.org/support/stnexp/seehow/expressblast.html
http://www.cas.org/support/stnexp/seehow/expressblast.html
http://www.cas.org/support/stnexp/seehow/expressblast.html

Multi-file BLAST searching

Review the unique CAplus record with CAS REGISTRY BLAST Report alignment data

L14 ANSWER 1 OF 1 HCAPLUS COPYRIGHT 2010 ACS on STN

Accession Number
2008:1210508 HCAPLUS Full Text

Document Number
149:446284

Title
Cross-species bispecific single-chain antibodies to human or non-
chimpanzee primate CD3e and surface antigen for treating tumorous,
proliferative, or immunological disease and cancer

Patent Information

PATENT NO. KIND | DATE APPLICATION NO. |DATE

WO 2008119565 |A2 20081009 |WO 2008-EP2662 20080403
WO 2008119565 |A3 20090108

Priority Application Information
Application Number |Kind |Date
EP 2007-6988 A 20070403

EP 2007-6990 A 20070403
US 2007-913668P P 20070424
EP 2008-4741 A 20080313
Source
PCT Int. Appl., 397pp. CODEN: PIXXD2
Language
English
Family Accession Number Count
3

Controlled or Index Terms and BLAST® Data

1067695- 29-7 1067695- 33- 3 1067695-35-5

1067695-37-7 1067695- 39-9

RL: PRP (Properties); THU (Therapeutic use); BICOL (Biological study); USES

(Uses)
(am no aci d sequence; cross-species bispecific single-chain antibodies
to hurman or non-chi npanzee prinmate CD3e and surface antigen for
treating tunorous, proliferative, or imunol. disease and cancer)

1067695- 29-7
Length = 127 Score = 69.8 Expect = 2e-11

Score = 69.8 Expect = 2e-11
Identities 18/ 18 (100% Positives = 18/18 (100%

Query: 1 DMOWGSGARPYYYYGVDV 18
DMGWGSGARPYYYYGVDV
Subj ect: 99 DMGWGSGARPYYYYGMVDV 116
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Multi-file BLAST searching

1067695- 33-3
Length = 249 Score = 69.8 Expect = 2e-11

Score = 69.8 Expect = 2e-11
Identities = 18/ 18 (100% Positives = 18/18 (100%

Query: 1 DVMGWGSGARPYYYYGVDV 18

DMGWGSGARPYYYYGVDV
Subj ect: 99 DMOWGSGARPYYYYGWDV 116

1067695- 35- 5
Length = 504 Score = 69.8 Expect = 2e-11

Score = 69.8 Expect = 2e-11
Identities = 18/ 18 (100% Positives = 18/18 (100%

Query: 1 DMOWGSGARPYYYYGVDV 18

DMGWGSGARPYYYYGVDV
Subj ect: 99 DMOWGSGARPYYYYGMVDV 116

1067695- 37-7
Length = 504 Score = 69.8 Expect = 2e-11

Score = 69.8 Expect = 2e-11
Identities = 18/ 18 (100% Positives = 18/18 (100%

Query: 1 DMOWGSGARPYYYYGVDV 18

DMOWGSGARPYYYYGVDV
Subj ect: 99 DMGWGSGARPYYYYGMVDV 116

1067695- 39-9
Length = 504 Score = 69.8 Expect = 2e-11

Score = 69.8 Expect = 2e-11
Identities = 18/ 18 (100% Positives = 18/18 (100%

Query: 1 DMOWGSGARPYYYYGVDV 18
DMGWGSGARPYYYYGVDV
Subj ect: 99 DVMGWGSGARPYYYYGVDV 116

n4£ USGENE STN Workshop Manual:
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FIZ Karlsruhe
STN Europe

P.O. Box 2465
76012 Karlsruhe
Germany

Phone: +49 7247 808 555

Fax: +49 7247 808 259

E-mail: helpdesk@fiz-karlsruhe.de
Internet: www.stn-international.de

CAS

STN North America

P.0. Box 3012

Columbus, Ohio 43210-0012

CAS Customer Care:

Phone: 800-753-4227 (North America)
614-447-3700 (worldwide)

Fax:  614-447-3751

E-mail: help@cas.org

Internet: www.cas.org

Japan Association for

International Chemical Information (JAICI)
STN Japan

Nakai Building

6-25-4 Honkomagome, Bunkyo-ku

Tokyo 113-0021, Japan

Phone: +81-3-5978-3601 (Technical Service)
+81-3-5978-3621 (Customer Service)

Fax: +81-3-5978-3600

E-mail: helpdesk@jaici.or.jp (Technical Service)
cas-stn@jaici.or.jp (Customer Service)

Internet: www.jaici.or.jp

OFIZ Karlsruhe
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