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USGENE® on STN® Workshop

Robert Austin — FIZ Karlsruhe

Agenda

» STN sequence searchable databases

« USGENE database content

» The 7 basic steps of USGENE BLAST®

« BLAST and Patent Family SORT (FSORT)

» Post-processing BLAST search results

» Sequence Code Match (SCM) with GETSEQ
« Similarity searching GETSIM (FASTA)

» Offline BATCH search mode

» Multifile searching with DGENE

« Comparisons and conclusions
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STN sequence searchable databases

CAS REGISTRYSM

— Chemical Abstracts Service (CAS) Registry File
DGENE

— Thomson Scientific GENESEQ™

PCTGEN

— WIPO/PCT Patent Application Biosequences

USGENE
— The USPTO Genetic Sequence Database

See also: Sequence Searching on STN workshop:
http://www.fiz-k.com/bostonsequenceworkshop

STN OFIZ Karlsruhe

A new subject for many.... 4

Bluff Your Way in Genetics!!
http://www.stn-international.com/training _center/bioseq/bluff.pdf

STN OGFIZ Karlsruhe




USGENE is the USPTO Genetic
Sequence Database

+ Sequences from all relevant USPTO published patent
applications and granted (issued) patents

» Assignee and full inventor names; publication,
application and parent case PCT numbers and dates;
original publication title, abstract, and claims

» Organism name, sequence length, Molecule Type, SEQ
ID, and feature tables for features/annotations

* Produced by the SequenceBase Corporation
+ Updated weekly — within 3 days of publication
+ 1982 — present

STN OFIZ Karlsruhe

USGENE consolidates unique USPTO
sequence data from different sources

 USPTO Publication Site for Issued and Published
Sequences (PSIPS)

— The official mega-publication download site, 2001-date

* International Nucleotide Sequence Database
Collaboration (INSDC) (NCBI/EMBL/DDBJ, Genbank)

— U.S. granted patent nucleotide sequences, 1982-date

* USPTO Protein Database (NCBI/EMBL)
— U.S. granted patent protein/peptide sequences, 1982-date

+ USPTO Published Applications and Patents Full-Text
— Filling in omissions, coverage gaps and to enhance timeliness

The USGENE Sequence Source (/SSO) field indicates which
source any given USGENE sequence record was derived from.

STN OGFIZ Karlsruhe




USGENE combines these sequences with
bibliographic data and claims text

USPTO biblio,
title, abstract
and claims text

INSDC

USPTO nucleotide USPTO PSIPS
Sequences Sequences

USGENE

NCBI/EMBL-EBI USPTO full-text
USPTO peptide
Sequences

STN OFIZ Karlsruhe

sequences

An individual publication is represented by
one or more USGENE sequence records

a2 United States Patent a0 Patent No: | US 7.364719 B2_[=>| AN .... Protein USGENE
Cuttitta et al. (45) Date of Patent: Apr. 29,
Pl Us...B2

(54) NG COMPOUNDS AND 6440421 BI 82002 Comish et al
M IR USE 20020055615 Al 52002 Cuitta et al.
(75) Inventors: Frank Cuttitta, Adamstown, MD (US); FOREIGN PATENT DOCUMENTS SEQ 1.
lfredo Mar cthesda, MD (US):  EP 0845 036 61999
William G. Stetler-Stevenson. P 0026 238 A2 112000
Kensington, MD (US); Edw e
Unsworth, Ke: n
M. Saavedra, Bethesda, MD (US) x:; AN e DNA USGENE

(73) Assignee: The United States of America as OTHER PUBLICATIONS Pl us B2

SEQ2 ....

“Vasopeptidase Inhibitors: A New
lar Discase.” Cardiovascular

Health and Human Services,
Washington, DC (US)

(*) Notice: to any disclaimer, the term of this
ent is extended or adjusted under 35
S.C. 154(b) by 179 days

@1) Appl. No. 10/529,118 o

(22) PCTFiled:  Oct. 3, 2003

(86) PCT No.: PCT/US03/31400

§371 (©)1),
(2), (4) Date:  Mar. 24, 2005

AN .... cDNA USGENE
Pl UsS ....B2
SEQn ....

(87) PCT Pub. No.: WO2004/032708
PCT Pub. Date: Apr. 22, 2004

©5) Prior Publication Data

US 2005/0261179 A1 Nov. 24, 2005

Related U.S. Application Data
(60) Provisional application No. 60/416.291, filed on Oct.
4.2002.

Champion et al. vasodilator responses {0
proadrenomedullin NH: cptide in the hindquarters
) vascular bed of the rat fes 18(4):513-519 (1997) Absiract

(51) Int. ClIL pirs

AGIK 49/00 (2006.01)

STN OGFIZ Karlsruhe




Each USGENE sequence record includes

9
full patent bibliography, title and abstract
Ll ANSWER 1 OF 1 USGENE COPYRIGHT 2008 SEQUENCEBASE'/\LL displ f t |
AN 7364719.3 (1) Protein(Z) USGENE ISplay tormat.
TI Vasoregulating compounds and methods of their use (Patent)(3)
IN Cuttitta Frank (Adamstown, MD); Martinez Alfredo (Bethesda, MD) 04) .
PA The United States of America as represented by the Department of
Health and Human Services (Washington DC)
PI US 7364719 B2
US 20050261179 20051124
WO 2004032708 20040422 (6) See (1) -(7)
AT US 2003-529118 20031003 on slide 12.
RLI WO 2003-US31400 20031003
=
AB Methods “and compourlds are described for regulating blood pressure in
a subje::§\SPecif'c embodiments are methods for reversing
vasodilat:i.o USGENE records are typically bring to a subject a
therapeutic. . sl M(11-22) . The
(7) vasoconstri available within 3 days of bf purposes, including
hemostasis publlcatlon by the USPTO. pxample vasodilatory shock
syndromes such as septic shock. Other specific embodiments are
methods for reversing vasoconstriction of blood vessels, by . . . .
STN OFIZ Karlsruhe
Each USGENE sequence record includes

patent or published application claims text

CLM

®

US7364719 B2: 1. A method of vasoconstrictii ALL display format (cont.) |
subject, comprising: (a) selecting a subject'TmTreEeTcoT
vasoconstriction; and(b) administering to the subject a
therapeutically effective amount of peptide consisting of the

peptide AM(11-22) (SEQ ID NO: 4) sufficient to induce
vasoconstriction, thereby vasoconstricting blood vessels in the
subject.

2. The method of claim 1, wherein the method of vasoconstricting
blood vessels comprises administering the peptide consisting of the
peptide AM(11-22) (SEQ ID NO: 4) to a subject experiencing or at
risk of experiencing shock.

4. The method of claim 1, wherein the method comprises administering
the peptide consisting of the peptide AM(11-22) (SEQ ID NO: 4) to a
subject experiencing or at risk of experiencing septic shock.

5. A pharmaceutical composition comprising a therapeutically
effective amount of the peptide consisting of the peptide AM(11-22)
(SEQ ID NO: 4).

STN OGFIZ Karlsruhe




All USGENE sequences are provided
in STN standardized format

SSO  PROTEIN; USPTO; GRANTED (9) | ALL display format (cont.) |
ORGN Homo Sapiens (10)

SQL 52 (1 1)

SEQ

1 yrgsmnnfqg lrsfgcrfgt ctvgklahqi ygftdkdkdn vaprskispq

(12) 51 gy

FEATURE TABLE: (13)
Key |Location |
mat peptide| (1)..(52) [Mature adrenomedullin,

| | corresponding to

|positions 95-146 of

|

| |preproadrenomedullin (SEQ ID See (8) - (13)

I INO 2) on slide 13.
STN OFIZ Karlsruhe
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USGENE sample record annotations

1) USGENE Accession Number (AN), including the
sequence identity number (SEQ ID NO)

2) Molecule Type (MTY)

3) Original publication title — a “Published Application”
or “Patent” indication is given in parentheses

4) Full inventor names, city and state/country
5) Patent assignee name, city and state/country

6) Publication, application and related PCT parent
case application details and dates

7) Original patent or published application abstract

STN OGFIZ Karlsruhe
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USGENE sample record annotations

13
8) Published application or granted patent claims
9) The Sequence Source (SSO) — nucleic or protein;
PSIPS/USPTO, NCBI, etc; granted or application
10) Organism (where given) — providing the name of
the organism from which the sequence is derived
11) Searchable and sortable Sequence Length (SQL)
12) Standardized patent sequence (SEQ) — each
USGENE record is based upon a sequence
13) Feature table including sequence modifications,
features and/or annotations, as provided by the
patent applicant or assignee
STN OFIZ Karlsruhe
The original format of a USGENE sequence is "
available for display using the SEQO display
=> S 20070224666.21/AN <«———| USGENE Accession Numbers (/AN)
L1 1 20070224666.21/AN comprise the publication number + the
=> D TRI SEQO sequence identity number (SEQ ID NO).
L1 ANSWER 1 OF 1 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN
TI Alleles of the zwf gene from coryneform bacteria
(PublishedApplication)
MTY DNA
SOL 1263 Often the SEQO original format includes
SEQO the patent applicant’s alignment of the
gtg gece ctg gte gta cag aaa Y pycleotide sequence coding region with
Met Ala Leu Val Val Gln Lys T| . . .
1 5 its corresponding protein sequence.
gaa cgc att aga aac gtc gct gaa cgg atc gtt gcc acc aag aag gct 96
Glu Arg Ile Arg Asn Val Ala Glu Arg Ile Val Ala Thr Lys Lys Ala
20 25 30
gga aat gat gtc gtg gtt gtc tgc tcc gca atg gga gac acc acg gat 144
Gly Asn Asp Val Val Val Val Cys Ser Ala Met Gly Asp Thr Thr Asp
35 40 45
STN OGFIZ Karlsruhe




In contrast, NCBI/EMBL/DDBJ patent records
have minimal bibliographic and text data

General Information
Accession # AALD0SZ21

SRSEntry ID  USPO_PRT:AAR00SZ1 Reminder: NCBI/EMBL/DDBJ
Melcauls Tise L) cover sequences from U.S.
Sequence Length 40

Entry Data Class STANDARD granted patents - Sequences
Sequence \ersion ARA00521.1 from U.S. published applications
il . 2193 are not covered (see slide 6).
UniParc UPIOODO035113

Description Sequence 1 from Patent US 4563352,

Qrganism unknown

References

1. Rivier; 1.E.F.; Spiess; 1. and Wale; W.w. Ir.;
Human pancreatic GRF
Patent number US4563352-a/1 07-1AN-1986; The Salk Institute For Biclogical Studies; San Diego, CA

Pasition 1-40

Features

Key Location Qualifier Value
source 1..40

Sequence

Characteristics Length: 40 A4

Sequence

TADATFTHNSYREVLGOLEARKLLODIMSROQGE SNOERGA

]

OFIZ Karlsruhe

USGENE represents a new tool for tackling
business critical searches

 DGENE and REGISTRY sequences are indexed
by Thomson from the DWPISM basic and by CAS
from the CAplusSM basic respectively
— 65% of basics are PCT published applications

» USGENE provides sequences from both USPTO
granted patents and published applications
— Updated weekly, within 3 days of USPTO publication

» Sequence listing variation often occurs between
published application and granted patent stage
— Especially important, e.g. for freedom-to-operate

]

OGFIZ Karlsruhe
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USGENE provides sequences from both USPTO
published applications and granted patents

AN .... Protein USGENE AN .... WPINDEX AN .... Protein DGENE
Pl Us.... A1 —» PI WO .... A1
SEQ1 .... SEQ1 ....

AN .... DNA USGENE
Pl Us.... A1
SEQ2....

AN .... DNA DGENE
N Pl WO .... A1
SEQ2....

AN .... Protein USGENE
PI UsS ....B2
SEQ1 ....

In contrast, DGENE
sequences are
indexed from DWPI
basic publications.

AN .... DNA USGENE

PI US e B2 / WPINDEX = Derwent World Patents Index® on STN
SEQ 2 DGENE = GENESEQ™ on STN
USGENE® = USPTO Genetic Sequence Database

STN OFIZ Karlsruhe

Sequence listing variation often occurs between
published application and granted patent stage

Ll ANSWER 1 OF 1 WPINDEX COPYRIGHT 2008 THOMSON REUTERS on STN

AN  1994-358278 [44] WPINDEX

TI New polynucleotide(s) specific for hepatitis C virus types 4, 5 and 6 -
and related antigenic peptide(s) and antibodies, useful in vaccines,
diagnosis, HCV typing and treatment

DC B04; D16; S03

IN PIKE I H; SIMMONDS P; YAP P L

PA (COMM-N) COMMON SERVICES AGENCY; (MURE-N) MUREX DIAGNOSTICS INT INC; . . .

PI | WO 9425602 A1) 19941110 (199444)* EN 70[5]
AU 9465797 A - -
FI 9505224 a 199] In this example the patent family has:
EP 698101 Al 199 .
& OESE60 w 1909 *9 sequences from W09425602 in DGENE
AU 695259 B 1994 *50 sequences from US20050032047 in USGENE
EP 698101 Bl 2004 « 58 sequences from US6881821 in USGENE
DE 69434116 E 200%
US 20050032047 Al1|20050210 (200512) EN
US 6881821 B2| 20050419 (200527) EN

ADT WO 9425602 Al WO 1994-GB957 19940505 . . . .
PRAI GB 1994-263 19940107
GB 1993-9237 19930505

STN OGFIZ Karlsruhe




USGENE covers a comprehensive variety of

PK

USA1
USA2
USA9
USA

USBH1
usB2
USE

USP1
uspP2
USsP3
WOA

USPTO patent publication types
Patent Kind covered in USGENE (field /PK)

Published patent application

Republished patent application

Corrected published patent application

Granted patent (until 2000)

Granted patent without pre-grant publication (2001 onwards)
Granted patent with pre-grant publication (2001 onwards)
Reissued patent

Published plant patent application

Granted plant patent without pre-grant publication

Granted plant patent with pre-grant publication
WIPO/PCT published patent application (parent case data)

STN OFIZ Karlsruhe

Agenda
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« The 7 basic steps of USGENE BLAST®

STN OGFIZ Karlsruhe

10




USGENE offers the same sequence search
options as DGENE and PCTGEN

NCBI BLAST similarity

— RUN BLAST

FASTA similarity

— RUN GETSIM

Sequence Code Match (SCM)

— RUN GETSEQ

Offline BATCH and ALERT options

The DGENE Workshop Manual is the complete guide:
http://www.stn-international.com/training_center/bioseq/dgene_wm.pdf

STN OFIZ Karlsruhe
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The 7 basic steps of USGENE BLAST

1) SAVE, UPLOAD, and VERIFY the query (L1)
2) RUN the BLAST search (/SQP or /SQN)
3) Decide how many answers to keep (L2)
4) SORT SCORE in Descending order (L3)

5) Review answers in a free-of-charge format
e.g. D L3 TRI ORGN SCORE ALIGN 1-

6) Display selected answers in bibliographic
format, e.g. D L3 BIB AB ECLM ALIGN 1,3,10

7) Ensure transcript was captured and Logoff

STN OGFIZ Karlsruhe
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The 7 basic steps of USGENE BLAST

23

Search Question:
Find relevant U.S. published application and
patent references for this protein sequence:

1 vgtvplsrlf dhamleahra helaidtyqe feetyipkdq kysflhdsqt
51 sfcfsdsipt psnmeetqgk snlellrisl llieswlepv rflrsmfann
101 lvydtsdsdd yhllkdleeg igtlmgrled gsrrtgqilk qtyskfdtns
151 hnhdallkny gllycfrkdm dkvetflrmv gcrsvegscg £

STN OFIZ Karlsruhe

The 7 basic steps of USGENE BLAST

24

1) SAVE, UPLOAD, and VERIFY the sequence
query text file (L1)
» Upload options

»  STN Express®: Use UPLOAD command or Upload
Query Wizard (STN Express 8.2+)

«  STN® on the WebSM: Use Upload feature or
Sequence Assistant (link below)

» Verify the sequence with D LQUE

STN on the Web Sequence Search Assistant:
http://www.stn-international.com/training_center/bioseq/seq_se_ass.pdf

STN OGFIZ Karlsruhe
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Requirements for sequences for the
STN Express Upload Query Wizard

Sequence queries must be saved individually in

— Be 3 letter codes (amino acids) or single letter

— Have header information as seen in, e.g. WIPO
ST.25, USPTO PSIPS or EMBL formats

— Include sequence count numbers

— Be 10,000 characters or less

text (.txt) format
* Files may
* Query (.txt) files must

STN

After upload to STN verify with D LQUE

OGFIZ Karlsruhe
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Examples of formats that work

SEQ ID NO: 4
LENGTH: 724
TYPE: PRT

FEATURE:

SEQUENCE: 4

ak 5

Gly Leu Arg Glu Phe Leu
20

DETD SEQUENCE CHARACTERISTICS:

ORGANISM: Artificial Sequence

OTHER INFORMATION: Description of Artificial Sequence; Note = synthetic construct

Met Ser Phe Val Asp His Pro Pro Asp Trp Leu Glu Glu Val Gly Glu

USPATFULL/USPAT2 format

<210> SEQ ID NO 137
<211> LENGTH: 951
<212> TYPE: DNA

USPTO PSIPS ST.25 format

<213> ORGANISM: Zea mays

<400> SEQUENCE: 137

accgaggeceg acttcecgtt cactggecac gacgggacgt gegatetcaa actgaaaaat 60
acaagggttg tatccataga ttegttegag cgtgtgecea tcaactacga gagagegetg 120

cagaaggccg tgg gectgttagt g tg il tc 180

cagctctaca gttetggeat cttegacggg agatgeggga cgtacctgga ceacggtgtg 240

OGFIZ Karlsruhe
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a) Choose the Upload Query Wizard

Click Cancel to return to STH.

STH Upload Query Wizard

Select a structure or sequence query to upload to STH. and click Mext.

File: Name [

Click Next button to go
to the next step.

< Back

Hext > Cancel |

OGFIZ Karlsruhe

27
| From the Discover! button menu. | Select DEcover! Wizard &)
Search histary
Set Loginid Parameters...
Select a Database »
Search by »
Display by » OR
Analyze »
STN Anavist > Search ] Resuls |
Select Database Authar
Get Related > ybiect |
Edit slert | Upload Query |
S1 ¥ Corparate Source
Save 13
Display Session Costs Ctri+m - .
LogofF Your STN Session > | From the Select Discover!
[Discove ) T -1 Wizard window.
STN OFIZ Karlsruhe
) q 2
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c) Change File type to .txt

STH Upload Query Wizard

Select a structure or sequence queny to upload ta STH, and click Mext.

Lack in: | (£ USGENE Workshop

-« B E-

[£] s497876.2 query

[£] BETY

[£] sEQUEMCEZ

sequencel
i}

PN query

= 94332

29

File name: |SDMATDMAMMDTHDPIN query Open |
Files of type: | |Text files(".txt] j | Cancel |
< Back | Mest » |

Cancel |

STN

OFIZ Karlsruhe

d) Verify it's the right query!

STN Upload Query Wizard

Select a structure or sequence query to upload to STH, and click Mest.

Click Cancel ta return to STH.

File Mame

|E:\D ocuments and Settings\Robert Austin

Browse... I

ey sfihdsgt
Hlrsrfann

gtyskfding

1 vtvplsrlf dharmleahra helaidtyge feetyipkdg
b1 sfcfadsipt psnmeetggk snlellvis] lieswlepy
101 leydtsdsdd yhilkdleeg igtlmgrled gartggilk

151 hnhdallkny gllycfrkdm dhkvetflrmy qorsvegscg f

< Back Mext > |

Cancel |

OGFIZ Karlsruhe
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e) Select STN file to upload to

31
Select a databaze from the list below, or maore than one databasze by holding the
Ctrl key while making vour zelection, and click Finish
To exit the Wizard click Cancel.
Databases:
|JSGEME A
DGEME Denwent Genezeq D atabaze 1981 - present
PCTGEM whorld Patent Application Biosequences
Use USGENE to upload queries and
verify them (lowest connect hour). The
resulting L-numbers may be searched
in DGENE, PCTGEN, or USGENE.
Click Finish for the file to be “scrubbed”
and uploaded to STN. Summary Sheet on the Wweb |
< Back | Finizh | Cancel
STN OFIZ Karlsruhe
1) SAVE, UPLOAD and VERIFY (cont.) 2

1
These commands are automatically run by the

=> UPL R BLAST STN Express Sequence Query Upload wizard.
|

=> FILE USGENE

UPLOAD SUCCESSFULLY COMPLETED
Ll GENERATED

=> D L1 LQUE

Ll ANSWER 1 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN

LQUE vqgtvplsrlfdhamleahrahelaidtyqgefeetyipkdgkysflhdsqtsfcfsdsi
ptpsnmeetggksnlellrislllieswlepvrflrsmfannlvydtsdsddyhllkd
leegigtlmgrledgsrrtgqilkqtyskfdtnshnhdallknygllycfrkdmdkve
tflrmvgcrsvegscgf

The sequence query is now ready for searching
=> directly in USGENE using the L-number (L1).

STN OGFIZ Karlsruhe
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The 7 basic steps of USGENE BLAST

2) RUN the BLAST search
» Protein search: RUN BLAST L1 /SQP
» Nucleotide search: RUN BLAST L1 /SQN
» Translated search: RUN BLAST L1 /TSQN

STN OFIZ Karlsruhe
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2) RUN the USGENE BLAST search

S @ETLERUSCENE USGENE is updated within 3 days
FILE 'USGENE' ENTERED AT 12:09:16 oN 02 | of publication by the USPTO.

COPYRIGHT (C) 2008 SEQUENCEBASE CORP

FILE LAST UPDATED: 2 MAY 2008 <20080502/UP>
MOST RECENT PUBLICATION DATE: 1 MAY 2008 <20080501/PD>

FILE COVERS 1982 TO DATE

>>> SIMULTANEOUS LEFT AND RIGHT TRUNCATION (SLART) IS AVAILABLE
IN THE BASIC INDEX (/BI) AND FEATURE TABLE (/FEAT) FIELDS <<<

=> RUN BLAST L1 /SQP -F F Turn the Low Complexity Filter off
with the syntax... /SQP —-F F

BLAST Version 2.2

The BLAST software is used herein with permission of the
National Center for Biotechnology Information (NCBI) of
the National Library of Medicine (NLM). See also, . . . .

BLAST SEARCHING . . . .

STN OGFIZ Karlsruhe
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RUN BLAST command syntax

35

Similarity Searching with BLAST (protein/polypeptides)

=> RUN BLAST L1 (sequence or L-number)
ISQP (protein) (default)

-e (Expect-value)

-f (Filter) (on by default)

-w (Word size)

-m (Matrix)

-g (Gap penalty)

-X (Gap extension)
BATCH (offline)
ALERT (Alert/SDI)

STN OFIZ Karlsruhe

RUN BLAST command syntax

Similarity Searching with BLAST (Nucleic acids)
=> RUN BLAST L1 (sequence or L-number)
/SQN (nucleotide)
SIN  (single strand)
COM (complementary strand)
BOTH (both strands) (default)

-e (Expect-value)

-f (Filter)

-w (Word size)

-g (Gap penalty)

-X (Gap extension)

-q (penalty for mismatch)
-r (reward for match)

BATCH (offline)
ALERT (Alert/SDI)

STN OGFIZ Karlsruhe
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RUN BLAST advanced options

Expectation Value (-E)

Expectation value (E-Value) is the statistical significance
threshold for reporting matches against a sequence database.
The E-value can be any positive number, and the default value is
10. This means that 10 matches may be expected to be found
merely by chance. In general E-value is lowered to make the
search more precise and raised to retrieve more answers.

Word Size (-W)

Word Size is the length of the character string fragments of a
sequence query which are used as the basis for a BLAST
search. For SQN the default is 11 and the range 7-23. For all
other BLAST searches the default is 3 and the range 2-3. For
short search queries, reducing the default word size can give
improved search results.

STN OFIZ Karlsruhe

RUN BLAST advanced options (cont.)

Low Complexity Filtering (on by default) (-F)

The low complexity filter can eliminate biologically
uninteresting segments that have low compositional
complexity and are statistically significant, as determined
by specific programs for peptide or nucleotide sequences in
nature. Filtering is applied to the query sequence and is
indicated by a series of Xs for peptide sequences and Ns
for nucleotide sequences. Low complexity filtering can be
turned off (i.e. set to F - false).

Peptide similarity matrices (-M)

For peptide based searches SQP and TSQN the advanced
options provide additional scoring matrices to the default
BLOSUMG2 (next slide)

STN OGFIZ Karlsruhe
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Guidelines from NCBI on the use of
Advanced Settings for peptide sequence
searching are as follows:

Query Length  Matrix

<35 PAM-30
35-50 PAM-70

50 -85 BLOSUM-80
>85 BLOSUM-62
STN

Gap costs

(9,1)

(10,1)

(10,1)

(11,1) (BLAST default)

OGFIZ Karlsruhe
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The 7 basic steps of USGENE BLAST

3) Decide how many answers to keep (L2)
» After the BLAST search, STN provides a chart
summarizing the results, and asks this question:

ENTER EITHER THE NUMBER OF ANSWERS YOU WISH
TO KEEP OR ENTER MINIMUM PERCENT OF SELF
SCORE FOLLOWED BY %

(BEST ANSWER PERCENTAGE IS nnn%)

ENTER (ALL) OR ?:
» General recommendation: Keep ALL answers*

(* Or use BATCH mode to enable multiple retrievals — more on that later in the workshop!)

STN

OGFIZ Karlsruhe
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The 7 basic steps of USGENE BLAST

4) SORT by SCORE descending (L3)
» Sort the BLAST results answer set:
=>SOR L2 SCORE D
» Option: limit using text terms and/or dates (L4)
» Remember to SORT L4 SCORE D !! (L5)

OGFIZ Karlsruhe

41

3) Decide how many answers to keep

2693 ANSWERS FOUND BELOW EXPECTATION VALUE OF 10.0

QUERY SELF SCORE VALUE IS

BEST ANSWER SCORE VALUE IS 390

Similarity
Score

Answer Cou

390 «—| The Query Self Score is the ideal
score for a perfect answer match.

The Best Answer Score is also
given (in this example there is at
least one perfect answer match.)

!

e 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 in the answer set.

(RN
(RN
2700 (Cont . . .)

STN

OGFIZ Karlsruhe
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4) SORT by SCORE descending s

ENTER EITHER THE NUMBER OF ANSWERS YOU WISH TO KEEP
OR ENTER MINIMUM PERCENT OF SELF SCORE FOLLOWED BY %
(BEST ANSWER PERCENTAGE IS 100%)

ENTER (ALL) OR ? : 85% <+« In this example, 85% of the Query

Self Score is used to select out

just the most relevant results (L2).

L2 RUN STATEMENT CREATED
L2 153 VQTVPLSRLFDHAMLEAHRAHH
SFCFSDSIPTPSNMEETQQKSNLELLRISLLLIESWLEPVRFLRSMFANN
LVYDTSDSDDYHLLKDLEEGIQTLMGRLEDGSRRTGQILKQTYSKFDTNS
HNHDALLKNYGLLYCFRKDMDKVETFLRMVQCRSVEGSCGF/SQP.-F F

Answer set arranged by accession number; to sort by descending

similarity score, enter at an arrow prompt (=>) "sor score d".

=> SOR SCORE D
PROCESSING COMPLETED FOR L2 Use SORT SCORE D to sort
L3 153 SOR L2 SCORE D by descending BLAST score.

STN OFIZ Karlsruhe

The 7 basic steps of USGENE BLAST “

5) Review answers using a free-of-charge format
including alignment (ALIGN), while “parked” in
the STNGUIDESM file
» D L3 TRI ORGN SCORE ALIGN 1-

» FILE STNGUIDE

Note: the SCORE display field also includes the percentage
of the Query Self Score (maximum possible BLAST score).

STN OGFIZ Karlsruhe
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5) Review answers with a free-of-charge
format including alignment

=> D L3 TRI ORGN SCORE ALIGN 1-30; FILE STNGUIDE

L3 ANSWER 1 OF 153 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN
TI Recombinant DNA transfer vectors (Patent)

TT eefi This perfect match
soL 191 % top hit comes from a
ORGN Unknown U.S. issued patent.
SCORE 390 | 100% of query self score 390|
B ey = 191 letters The SCORE display field includes the
Length = 191 percentage of the Query Self Score.
Score = 390 bits (1001), Expect = e-113
Identities = 191/191 (100%), Positives = 191/191 (100%)
Query: 1 VQTVPLSRLFDHAMLEAHRAHELAIDTYQEFEETYIPKDQKYSFLHDSQTSFCFSDSIPT
VQTVPLSRLFDHAMLEAHRAHELAIDTYQEFEETYIPKDQKYSFLHDSQTSFCFSDSIPT
Sbjct: 1 VQTVPLSRLFDHAMLEAHRAHELAIDTYQEFEETYIPKDQKYSFLHDSQTSFCFSDSIPT
Query: 61 PSNMEETQQKSNLELLRISLLLIESWLEPVRFLRSMFANNLVYDTSDSDDYHLLKDLEEG
PSNMEETQQKSNLELLRISLLLIESWLEPVRFLRSMFANNLVYDTSDSDDYHLLKDLEEG
Sbjct: 61 PSNMEETQQKSNLELLRISLLLIESWLEPVRFLRSMFANNLVYDTSDSDDYHLLKDLEEG

STN OFIZ Karlsruhe
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5) Review answers with a free-of-charge
format including alignment

L3 ANSWER 5 OF 153 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN
TI Novel antiangiogenic peptide agents and their therapeutic and
diagnostic use (PublishedApplication)
MTY Protein The 5th from top hit
SQL 192 comes from a U.S.

ORGN Homo Sapiens published application.
SCORE 387 99% of query self score 390

BLASTALIGN
Query = 191 letters
Length = 192
Score = 387 bits (995), Expect = e-] B| AQT glignment details are
Identities = 189/191 (98%), Positives . .
Query: 1 VOTVPLSRLFDHAMLEAHRAHELAIDT explained on the next slide. . . .
VQTVPLSRLFDHAML+AHRAH+LAIDTYQEFEETYIPKDQKYSFLHDSQTSFCFSDSIPT
Sbjct: 2 VQTVPLSRLFDHAMLQAHRAHQLAIDTYQEFEETYIPKDQKYSFLHDSQTSFCFSDSIPT
Query: 61 PSNMEETQQKSNLELLRISLLLIESWLEPVRFLRSMFANNLVYDTSDSDDYHLLKDLEEG
PSNMEETQQKSNLELLRISLLLIESWLEPVRFLRSMFANNLVYDTSDSDDYHLLKDLEEG
Sbjct: 62 PSNMEETQQKSNLELLRISLLLIESWLEPVRFLRSMFANNLVYDTSDSDDYHLLKDLEEG

STN OGFIZ Karlsruhe
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Understanding BLAST alignments

47

Query the length of the query sequence

Length the length of the answer sequence

Score a relative score assigned by BLAST

Expect Expectation Value — a value representing the

chance that an answer is a random hit. The closer
to zero, the less likely the hit is random

Identities the number of exact letter matches between query
and answer within the displayed local alignment.
The amino acid letter is repeated® in the display

Positives a combination of identities and amino acid family
matches shown with + (plus) in the alignment

Gaps shown as dashes - where BLAST must break the
query or answer to maintain an alignment

(* For nucleic acid searches a vertical bar is used to indicate nucleotide identities in the alignment display.)

STN OFIZ Karlsruhe

USGENE provides text search options for
refining sequence searches

+ The USGENE default text search index — known
on STN as the Basic Index (/Bl) — comprises
— Original publication Title (/Tl) and abstract (/AB)
— Organism name (/ORGN) and Molecule Type (/MTY)
* The Exemplary Claim (/ECLM) and Feature
Table (/FEAT) can also be added to a search
— Either specify the fields: => S VIRUS/BI,FEAT
— Or use SET SFIELDS: => SET SFIELDS Bl ECLM

* The Basic Index and Feature Table both offer
simultaneous left and right truncation (SLART)

48
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USGENE provides bibliographic search
options for refining sequence searches

Patent Assignee (/PA) and Inventor (/IN)

— Examples: GLAXO/PA, SMITH JOHN/IN

Granted or application Sequence Source (/SSO)

— Examples: APPLICATION/SSO, GRANTED/SSO

— Examples: PY < 2001

Publication date (/PD) or publication year (/PY)
, PD <1 Mar 1995

Application date (/AD) or application year (/AY)

— Examples: AY <2002, AD < 1 Mar 1998

WO application date (/RLD) or year (/RLY)

— Examples: RLY <1993, RLD < 1 Aug 1986

STN

OGFIZ Karlsruhe
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Option: refine USGENE BLAST results with
additional text and/or date search terms

ENTER EITHER THE NUMBER OF ANSWERS

OR ENTER MINIMUM PERCENT OF SELF SCORE FOLLOWED BY %

(BEST ANSWER PERCENTAGE IS 100%)

ENTER (ALL) OR ? : 853 <«— In this example, 85% of the Query

L2 RUN STATEMENT CREATED

L2 153 VQTVPLSRLFDHAMLEAHRAHELATI
SFCFSDSIPTPSNMEETQQKSNLEL]
LVYDTSDSDDYHLLKDLEEGIQTLMGRLEDGSRRTGQILKQTYSKFDTNS
HNHDALLKNYGLLYCFRKDMDKVETFLRMVQCRSVEGSCGF/SQP.-F F

YOU WISH TO KEEP

Self Score is used to select out
just the most relevant results (L2).

Answer set arranged by accession n
similarity score, enter at an arro

=> SOR SCORE D
PROCESSING COMPLETED FOR L2

L3 153 SOR L2 SCORE D

The BLAST search (L2) is further refined
to sequences from granted patents, with
application year prior to 1996, and to a
specific text search term (L4).

=> S L2 AND SOMATOMAMMOTROPIN/BI,ECLM AND AY<1996 AND GRANTED/SSO
L4 2 L2 AND SOMATOMAMMOTROPIN/BI,ECLM AND AY<1996 AND GRANTED/SSO

=> SOR SCORE D
PROCESSING COMPLETED FOR L4
L5 2 SOR L4 SCORE D

If you limit using text and/or date terms
remember to SORT SCORE D again!

STN

OGFIZ Karlsruhe
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The 7 basic steps of USGENE BLAST

51
6) Display selected relevant answers in a
bibliographic format including alignment
» DL5BIBABECLM SCORE ALIGN 156
7) Ensure your STN Express session transcript
was captured and then logoff
STN OFIZ Karlsruhe
6) Display selected USGENE answersina

preferred bibliographic format

=> D BIB AB ECLM ORGN SSO SCORE ALIGN 1-2

L5 ANSWER 1 OF 2 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN
AN 4363877.1 Protein USGENE
TI Recombinant DNA transfer vectors (Patent| This sequence hit comes
IN Goodman Howard M. (San Francisco, CA); S} from g U.S. granted patent’
CA) ; Seeburg Peter H. (San Francisco, CA with an application date prior
PA The Regents of the University of Califor to 1996 dak t
PI US 4363877 A 19821214 .O » and a key COI?CGp
AT US 1978-897710 19780419 in the abstract and claims.
AB Recombinant DNA transfer vectors containing codons for human
somatomammotropin and for human growth hormone.
ECLM US4363877 A: What is claimed is:
1. A recombinant DNA transfer vector comprising codons for human
chorionic somatomammotropin comprising the nucleotide o o
ORGN Unknown Note: this USGENE sequence
SSO  PROTEIN; EMBL; GRANTED record, sourced from EMBL, is an
SCORE 390 100% of query self score ] example of one which is not
2822 3000 o g e indexed in DGENE or REGISTRY.

STN
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Useful USGENE display fields/formats

53
TRIAL® Title, Molecule Type, Sequence Length
SCAN’ Random Title
ALIGN® BLAST/GETSIM Sequence Alignment
SCORE" Similarity Score and Score Percentage (%)
BIB Inventors, Assignees, numbers, dates
AB Original abstract
ECLM Exemplary (1s!) claim text
CLM All claims text
BRIEF BIB + AB + ECLM, sequence, sequence
source (SSO), feature table (FEAT)
ALL BRIEF with CLM instead of ECLM
(* Free of charge display formats in USGENE.)
STN OFIZ Karlsruhe
The importance of using the correct BLAST |,

advanced options

=> RUN BLAST GSSFLSPEHQR/SQP
NO ANSWERS FOUND BELOW EXPECTATION VALUE OF 10.0

=> RUN BLAST GSSFLSPEHQR/SQP -M PAM30 -W 2 -E 1000 -F F

1107 ANSWERS FOUND BELOW EXPECTATION VALUE OF 1000.0

Changing BLAST

QUERY SELF SCORE VALUE IS 38 options is especially
BEST ANSWER SCORE VALUE IS 38 important for short

sequence queries!

ENTER EITHER THE NUMBER OF ANSWERS YOU WISH TO KEEP
OR ENTER MINIMUM PERCENT OF SELF SCORE FOLLOWED BY %
(BEST ANSWER PERCENTAGE IS 100%)

ENTER (ALL) OR ? : ALL

Ll RUN STATEMENT CREATED

Ll 1107 GSSFLSPEHQR/SQP.-M PAM30 -W 2 -E 1000 -F F

Answer set arranged by accession number; to sort by descending
similarity score, enter at an arrow prompt (=>) "sor score d".

STN OGFIZ Karlsruhe
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The importance of using the correct BLAST
advanced options (cont.)

=> SOR L1 SCORE D
PROCESSING COMPLETED FOR L1
L2 1107 SOR L1 SCORE D

Correct use of BLAST options
finds relevant sequence hits.

=> D TRI ORGN SCORE ALIGN

L2 ANSWER 1 OF 1107 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN
TI Antibodies against the PRO1754 polypeptides (Patent)
MTY Protein
SQL 117
ORGN Homo Sapiens
SCORE 38 100% of query self score 38
BLASTALIGN
Query = 11 letters
Length = 117
Score = 37.5 bits (81), Expect = 4e-09
Identities = 11/11 (100%), Positives = 11/11 (100%)
Query: 1 GSSFLSPEHQR 11
GSSFLSPEHQR
Sbjct: 24 GSSFLSPEHQR 34

STN OFIZ Karlsruhe
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Review: 7 steps of USGENE BLAST

1) SAVE, UPLOAD, and VERIFY the query (L1)
2) RUN the BLAST search (/SQP or /SQN)
3) Decide how many answers to keep (L2)
4) SORT SCORE in Descending order (L3)

5) Review answers in a free-of-charge format,
e.g. D L3 TRI ORGN SCORE ALIGN 1-

6) Display selected answers in bibliographic
format, e.g. D L3 BIB AB ECLM ALIGN 1,3,10

7) Ensure transcript was captured and Logoff

STN OGFIZ Karlsruhe
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* BLAST and Patent Family SORT (FSORT)

STN OFIZ Karlsruhe

USGENE answer sets may be grouped by source
publications using Family SORT (FSORT)

+ FSORT gathers multiple sequence hits from the same
applications together via publication, application and/or
WO/PCT related application numbers

« FSORT organizes answers into two subgroups: multiple
sequence hit (multi-record) families and single sequence
hit (individual-record) families

* When FSORT is used on an answer set previously
sorted by similarity SCORE, the two FSORT subgroups
each separately retain their similarity sort order

+ FSORT makes it possible to review, e.g. just the most
similar sequence answer for each application retrieved,
or all the sequences from a single application

STN OGFIZ Karlsruhe
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USGENE answer sets may be grouped by source
publications using Family SORT (FSORT)

Search Question:

Find all relevant U.S. published application and
patent references with sequences similar to the
Banana Bunchy Top Virus (BBTV) Replication
Initiation Protein (NCBI: AAG44003).

STN OFIZ Karlsruhe

Banana Bunchy Top Virus (BBTV) Replication
Initiation Protein (NCBI: AAG44003)

) NCBI Sequence Viewer v2.0 - Mozilla Firefox EEX

File Edt View History Bookmarks Tools Help

@ - - @ ﬁ (= | S http:fjwns ncbi.nim. ity fegizquery_k proteintaty= |~ | B | [[Gl- @, ‘.'.'a B

= STH Inkernational 5 STH/CAS Hame Page ] FIZ K,

e Inc % STMonthe Web & STN viewer CRS Summary Sheets - DWFIReference - DWFI user guides

o X3 Y My NCBI
S Protein [Sign In] [Register]
Fubled cleatide ote Genome Structure PO y OMint Books
Search | Protein v | for
Limits Previewindex History Clipboard Details

Dlspla v ghow 5 ~|Sendto v

Al ool

C1: AAG44003. Reports replication inifi...[g:12004326] Bl GRS

Domains, Links
>gi|12004326|gb|AAG44003. 1|AF216221_1 replication initiation protein [Banana bunchy tep virus]
MESFEWCETLNY S SAAEREDFLALLEEEELNY AVVGDEVAPS SGOEHLOQGY LELERKSTKELGGLEEEY S SR
AHWERARGSDEDNAKYCSKETLIL,
KEEFVHECLDREPWQIOQLTEATDEE] S M= I [ el
DEGSEKHIVFDI PRCNQDYLNYD
IIYC

File Edit Format VYiew Help

MSSFRWCFTLNYSSAAEREDFLALLKEEEL MY AVVGDEVAPSSGOKHLOGYLSLKKSIKLGGLERKY SR
AHWERARGSDEDMAKYCSKETLILELGFPASOGESNRRKLSEMYSRSPERMRIEQPEI Y HRY TSV KLKKF
KEEFVHPCLDRPWOIQLTEATDEERPDDR ST IWh Y GPMGNEGK ST Y AKSLMKK DWFY TRGGKKENT LFSYW
DEGZEKHIVFDIPRCMODYLMY DVIEALKDRYVIESTKYERPIKLVEL INIHVIVMANFMPEFCKISEDRIK
IIvC
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Select fields, fonts, colors, change field order,
customize field names and save templates

— |

Choose fields, field order, formats
and personalized names.

Save the template
for future use.

] -

STN OFIZ Karlsruhe

STN Express Table Tool output can be

90
edited and adjusted as needed
 — If needed, go back and edit
. choices fields, formats, etc.
STN OGFIZ Karlsruhe
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STN Express Table Tool output can be
edited, adjusted and saved in Excel format

B9 Microsoft Excel

Las-

[]1%]

) me Edt gen Iset rFomat Ioos Data Wndow ACTI beb  AdoheOr Ty 5 st 1 o %
HEN=AERENETIER. NN - TN - S A R AR SRS YN X - RPN Y |
il w0 - Bz u|[E] |8 % > b % ERRwe |
) - R 62047405 cONA _ LSGENE
A & 3 = H =
Accession | Tille Patent Tnventor Abstract Cxemplary Clain DLAST | Gequence | OLAGT Alignment
1| Mumber Assignes Score | Lengtn
FORIZAME | Ostegiivgenin | Pyl Wilkarr | T o it UsPoRazan AT Wit i | oReR | 138A Quesy - 1058 durieis
A (atent) (housang | (Maorparic, CA; | disclosss a novel socrotod | claimed 1s:1. A mothod of B 1358
UssEnE Daks 0A) | Lacey D polypeptide, termed increasing levels of 2606 Bice Liashy.iiEese w00
(Tiausand Oaks. | Osteopioteserin, which is | osteoprategern in a ieis Lasz/a0ce(200t)
CAy, Calzona | 2 member af the tumor | mammal comprising
Frank | s vt g | anivisiving b PO ——
(Westlake superfamily and is invobved | mammal a nucleic acid Ny
Village, EA) in the reguiation of b encoding asteoprotegerin, angens 1 PR R
Chang Ming:Ghi | metabolism. Also wherein the administration
Nowbury arlc, | diocloocd arc nuclers an increace in Quecy. 61 LU
Aoty | HeSess AT e il I
Osteoprotegerin, osteoprstegein and e e
polypeptdos, recambinant | whero the incroass in Umerg 171 ghgm e
[ T T I
expression, antibadies ostesgrotegerin in the S 121 slaLbLLgL e e
which bind mammal results in
Osteoprotegerin, and increased bone density. Query: 181 satcatgacgasgasscctctcateager
pharmaceut cal VT
e sp3ce: isi cattatgacoaagasacstetsatcaser
polypeptides are used to erys 241 cvasmacascactgtacageasa
rost bone dicoaes i T
vttt b Shjce: 241 cemsmacmacact gtacagemsastavas
increased resorption such
as osteoporosis, Querv: 301 cacacasacacctascasascascaacas
VT
BI547285 | Osteoprotegern Boyle Willarm J. | The present vention USGI04726 61 What 1= | 2685 | 1355 Ty
comaA ent) (Thousand | (Maorparic, CA), | discloses a novel secreted | claimed is:1. An isolated 355
UsGENE Oaks CA) | Lacey David L | polypeptide. termed polypeptide consisting of o8 pine (1353). Exect = 0.0
(Inaueand Usice, | Otacproredann, which 1 | he amin seid ssquence Tacmeseser - 13850355 L00n)
CA). Coleimme | ittt e | s st in FIG 95 “
Frank J necrosis factor receptor | (SEQ ID NOS) from (uarys 1 granananasconosnogeaangonG
(westiake Superfamily and is nvohved | residues 22 ta 401 T
Village., CA) in the regulation of bone | inclusive Sice 1 smleetessebast s
Chang Ming Shi | metaboliom
pewbury Park, | disclosed are nucleie auery: 61 eenessgga:
S e AT
Osteoprotegenn, o~
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or the full printout of this table. |
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Agenda

» Sequence Code Match (SCM) with GETSEQ
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Sequence code match (SCM) searching in
USGENE using RUN GETSEQ

« GETSEQ is designed to retrieve either exact
matches to a sequence query, or answers with
conservative variation using special symbols

« It can also be used to retrieve exact length
matches, or subsequence hits, i.e. where the
query is a small part of a larger hit sequence

« GETSEQ can be prove to be a fast, precise and
effective alternative to BLAST for very short
sequence queries, e.g. DNA probes and primers

The DGENE Workshop Manual is the complete guide (page 38):
http://www.stn-international.com/training_center/bioseq/dgene_wm.pdf

STN OFIZ Karlsruhe
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Sequence code match (SCM) searching in
USGENE using RUN GETSEQ

Search Question:
Find all relevant U.S. published application and
patent references which were applied for prior to
2001, disclosing sequences with this fragment:

DSDGLAPPQHLIRV

STN OGFIZ Karlsruhe
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RUN GETSEQ command syntax

95

Sequence Code Match searching with GETSEQ

=> RUN GETSEQ L1 (sequence or L-number)
/SQEP (exact protein) (default)
/SQEFP (exact family protein)
/SQSP (subsequence protein)
/SQSFP (subsequence family protein)
/SQEN (exact nucleotide)
/SQSN (subsequence nucleotide)

STN OFIZ Karlsruhe

Amino acid families for RUN GETSEQ
SQEFP and SQSFP search options

Group Amino acids
Neutral — weakly hydrophobic P, A, G, S, T

96

Acid Amine — hydrophilic Q,N,E,D,B,Z

Basic — hydrophilic H, K, R

Hydrophobic I, M, L,V

Aromatic F,W, Y

Cross-linking C

STN OGFIZ Karlsruhe
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GETSEQ searches can be combined with

97
other search terms, e.g. application year
=> FILE USGENE
FILE 'USGENE' ENTERED AT 21:33:23 on 13 [ USGENE is updated within 3 days
COPYRIGHT (C) 2008 SEQUENCEBASE CORP of publication by the USPTO.
FILE LAST UPDATED: 9 MAY 2008 <20080509/UP>
MOST RECENT PUBLICATION DATE: 8 MAY 2008 <20080508/PD>
FILE COVERS 1982 TO DATE
>>> SIMULTANEOUS LEFT AND RIGHT TRUNCATION (SLART) IS AVAILABLE
IN THE BASIC INDEX (/BI) AND FEATURE TABLE (/FEAT) FIELDS <<<
=> RUN GETSEQ DSDGLAPPQHLIRV/SQSP
RUN GETSEQ AT 21:34:46 ON 13 MAY 2008
COPYRIGHT (C) 2008 FIZ KARLSRUHE GMBH
L1 RUN STATEMENT CREATED
L1 186 DSDGLAPPQHLIRV/SQSP .
© s 79 sequence hits (L2) have been
=> S L1 AND AY<2001 found in USGENE containing the
L2 [LSRL R ENDRRTE 200 sequence fragment of interest.
STN OFIZ Karlsruhe
The BRIEF format provides full bibliography .

and abstract ....

=> D BRIEF

L2 ANSWER 1 OF 79 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN

AN 7294459.25 Protein USGENE

TI Cell regulatory genes, encoded products, and uses related thereto
(Patent)

IN Yang Annie (Boston, MA); McKeon Frank (Boston, MA)

PA President and Fellows of Harvard College (Cambridge MA)

PI  US 7294459 Bl 20071113 | Thjs sequence hit comes from

AI US 1998-174493 19981015

- e a US granted patgnt, with an

DT Patent application date prior to 2001.

AB This application describes the cloning of p63, a gene at chromosome

3g27-29, that bears homology to the tumor suppressor p53. The p63
gene encodes at least six different isotypes. p63 was detected in a
variety of human and mouse tissue and demonstrates remarkably
divergent activities, such as the ability to transactivate p53
reporter genes and induce apoptosis. Isotopes of p63 lacking a
transactivation domain act as dominant negatives towards the
transactivation by p53 and p63.

Continued on next slide.... |

STN OGFIZ Karlsruhe
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.... plus the exemplary claim and sequence

ECLM

sSs0
ORGN
SQL
SEQ

HITS AT:

US7294459 Bl: 1. An isolated nucleic acid, which enc
comprising an amino acid sequence that is at least abouc—ov=
identical to the amino acid sequence set forth in SEQ ID NOs:
or 18, wherein said protein:
(b) transactivates a target gene from a
element; or (c) induces apoptosis.

14, 15, 16, 17
p53-responsive
p53-responsive

PROTEIN; USPTO;

Homo Sapiens
393

a
51
101
151

meepgsdpsv
eqwftedpgp

ktyqggsygfr
pppgtrvram

201
251
301
351

lrveylddrn
iltiitleds
pgstkralpn
kdagagkepg
184-197

element;

GRANTED

epplsqgetfs
deaprmpeaa
lgflhsgtak
aiykgsghmt

tfrhsvvvpy
sgnllgrnsf
ntssspgpkk
gsrahsshlk

dlwkllpenn vlsplpsgam ddlmlspddi

(a)

pPpPvapapaap tpaapapaps
svtctyspal nkmfcqlakt

D BRIEF (cont.) |

13,
binds a

wplsssvpsq
cpvglwvdst

pghlirvegn

eppevgsdct tihy
evhvcacpgr drrt
kpldgeyftl girg

%

ymcns
eenlr
erfem

scmggmnrrp
kkgephhelp
frelnealel

skkd

The hit portion of the answer sequence
is highlighted with double underlining.

STN
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Sequence code match (SCM) searching in
USGENE using RUN GETSEQ

X,=VorlL
X, = any amino acid except, G or H
X; = any amino acid

LGPX,QLCX,VX,CAP

Search Question:
Find all relevant U.S. published application and
patent references disclosing one or more of the
sequences represented by this Markush:

100
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Variability symbols for RUN GETSEQ
sequence code match searches

Symbol

Function

[1
[-]
{}
?

*

Specify alternate residues

Exclude a specific residue or alternate residues
Repeat the preceding symbol(s) (humber or range)
Repeat the preceding symbol(s) zero or one time
Repeat the preceding symbol(s) zero or more times
Repeat the preceding symbol(s) one or more times
Query appears at the beginning or the end of a sequence
Alternate sequence expressions

A gap of one residue

A gap of zero or one residues

Concatenate (join together) sequence queries

OGFIZ Karlsruhe
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GETSEQ can be a flexible alternative to
BLAST for short sequence queries

=> FILE USGENE
=> RUN GETSEQ LGP[VL]QLC[-GH]LV.CAP/SQSP

RUN GETSEQ AT 21:42:25 ON 13 MAY 2008 13 hits (L1 h
COPYRIGHT (C) 2008 FIZ KARLSRUHE GMBH sequence hits (L1) have

L1 RUN STATEMENT CREATED
Ll 32 LGP[VL]QLC[-GH]LV.CAP/SQSP

=> D TRI SEQ

Ll ANSWER 1 OF 32 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN
TI Nucleotide and amino acid sequences, and assays and methods of use
thereof for diagnosis of prostate cancer (Patent)

MTY Protein
SQL 417
SEQ

1 mrfawtylll gplglcalvh cappaagqqq
51 ngqvfsITsI gsqygpqrrr dpgaavpgaa nasaqqprtp illirdnrta

401 rytghhayas gctispy
HITS AT: 10-23

been found in USGENE
containing the sequence
fragment(s) of interest.

The hit portion of the answer
sequence is highlighted with
[ double underlining.

STN
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+ GETSIM (FASTA) similarity searching

STN OFIZ Karlsruhe

Similarity searching in USGENE using
FASTA-based RUN GETSIM

+ GETSIM was originally developed by FIZ
Karlsruhe for DGENE, and it has since been
implemented in both PCTGEN and USGENE

* Itis based on the industry standard FASTA
methodology, and offers the same basic search
modes as BLAST (/SQP, /SQN and /TSQN)

» Since GETSIM requires more computational

time than BLAST, it is a usually a good idea to
make use of the offline BATCH search mode

104

The DGENE Workshop Manual is the complete guide (page 60):
http://www.stn-international.com/training_center/bioseq/dgene_wm.pdf

STN OGFIZ Karlsruhe
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General differences between FASTA
(GETSIM) and BLAST algorithms

105

BLAST FASTA (GETSIM)

Faster than FASTA Slower than BLAST

Equivalent for highly similar sequences

Misses some less similar sequences Better for less similar sequences
Comparison of shorter sequence parts Comparison of entire sequence length
Less sensitive when using default settings More sensitive, misses less homologs
Less separation between true homologs More separation between true homologs
and random hits and random hits

Calculates significance “on the fly” from the
given dataset

STN OFIZ Karlsruhe

Calculates probabilities

Similarity searching in USGENE using
FASTA-based RUN GETSIM

106

Search Question:

Find sequences in U.S. published applications
and patents which are similar to the following
nucleic acid query sequence:

GGGUUUAGGAGUGGUAGGUCUUACGA
UGCCAGCUGUAAUGCCUACCGGATAA

STN OGFIZ Karlsruhe
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RUN GETSIM command syntax

107

Similarity Searching with GETSIM (protein/polypeptides)

=> RUN GETSIM L1 (sequence or L-number)
ISQP (protein) (default)
BATCH (offline)
ALERT (current awareness)

STN OFIZ Karlsruhe

RUN GETSIM command syntax

108

Similarity Searching with GETSIM (nucleotides)

=> RUN GETSIM L1 (sequence or L-number)
/SQN (nucleotide)
SIN (single strand) (default)
COM (complementary strand)
BOTH (both strands)
BATCH (offline)
ALERT (current awareness)

STN OGFIZ Karlsruhe

54




Similarity searching in USGENE using
FASTA-based RUN GETSIM

=> FILE USGENE

FILE 'USGENE' ENTERED AT 21:47:56 ON 13 MAY
COPYRIGHT (C) 2008 SEQUENCEBASE CORP

FILE LAST UPDATED: 9 MAY 2008 directly on the command line.
MOST RECENT PUBLICATION DATE: 8 MAY 2008 Longer sequences must be

FILE COVERS 1982 TO DATE

=> RUN GETSIM GGGUUUAGGAGUGGUAGGUCUUACGAUGCCAGCUGUAAUGCCU

ACCGGATAA/SQN «— | -

/80 Note: to automatically search

RUN GETSIM AT 21:48:28 ON 13 MAY 2008 the nucleotide sequence and
COPYRIGHT (C) 2008 FIZ KARLSRUHE GMBH its complement Specify BOTH:

70000 SEQUENCES PROCESSED
230000 SEQUENCES PROCESSED
410000 SEQUENCES PROCESSED

8270000 SEQUENCES PROCESSED
8650000 SEQUENCES PROCESSED

Sequences of less than 256
characters may be searched

uploaded (see slides 27-31).

=>RUN GETSIM . .. /SQN BOTH

GETSIM runs the search
sequence-by-sequence against
the entire database.

STN
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Decide how many answers to keep

4350 ANSWERS FOUND ABOVE A THRESHOLD OF 65

QUERY SELF SCORE VALUE IS

BEST ANSWER SCORE VALUE IS 251

Similarity
Score

|
|
|
|
|
|
|
|
|
|
126 |
|
|
|
|
|
|
|
|
n

Answer Cou

260 «<—| The Query Self Score is the ideal
score for a perfect answer match.

The Best Answer Score is also
given (in this example the best
answer is not a perfect match.)

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 in the answer set.

111 11
111 11
i i
2610 350 (Cont. ..)

STN
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SORT by SCORE descending

New !

ENTER EITHER THE NUMBER OF ANSWERS YOU WISH TO KEEP
OR ENTER MINIMUM PERCENT OF SELF SCORE FOLLOWED BY %

(BEST ANSWER PERCENTAGE IS 96%)

ENTER (ALL) OR ? : ALL o |

Ll
Ll

Answer set arranged by accession number; to sort by descending
similarity score, enter at an arrow prompt (=>) "sor score d4d".

=> SOR SCORE D
PROCESSING COMPLETED FOR L1

L2

RUN STATEMENT CREATED | cCreatea

In this example, ALL answers are kept to

GETSIM results answer set (L1).

4350 GGGUUUAGGAGUGGUAGGUCUUACGAUGCCAGCUGUAAUGCCUACC

GGATAA/SQN

4350 SOR L1 SCORE D

As with a BLAST search, the
initial GETSIM search answer set
should be sorted by similarity
score descending, to bring the
best answers to the top.

STN
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Review answers with a free-of-charge

format including

alignment

=> D

L2

TI
MTY
SQL
ORGN
SCORE
ALIGN

L2
TI

MTY
SQL
ORGN
SCORE
ALIGN

TRI ORGN SCORE ALIGN 1-100

ANSWER 1 OF 4350 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN
Capsid polypeptides and use to inhibit viral packaging (Patent)

DNA

4580

Unknown

251 96% of query self score 260
Smith-Waterman score: 251

52 na overlap starting at 1958

gggtttaggagtggtaggtcttacgatgccagctgty

ANSWER 2 OF 4350 USGENE COPYRIGHT 2
Detection kits, such as nucleic acid
expression or 10,000 or more Drosophf
(PublishedApplication)
DNA

2327

DROSOPHILA

101 38% of query self score 260

The GETSIM ALIGN display:

« First line: portion of query
with similarity

» Second line: similarity
(identical- 2 dots, no match-
blank, one dot- family match)

* Third line: portion of retrieved
sequence with similarity

Smith-Waterman score: 101
46 na overlap starting at 144

STN
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Display selected USGENE answers in a
preferred bibliographic format

=> D BIB AB ECLM ORGN SQL SCORE ALIGN

L2 ANSWER 1 OF 4350 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN

AN 5831013.1 DNA USGENE

TI Capsid polypeptides and use to inhibit viral packaging (Patent)

IN Bruenn Jeremy A. (Buffalo, NY); Yao Wensheng (Kenmore, NY)

PA The Research Foundation of State University of New York (Amherst NY)

PI US 5831013 A 19981103

AI US 1996-674351 19960702 USGENE records can be

DT Patent . . X

AB The present invention is directed to a vipy dlsplayed in a wide variety
capable of inhibiting viral packaging, th¢ of customized formats
consisting of a portion of a viral capsid .
including a multimerization domain of the viral capsid protein. The
invention further provides an isolated nucleic acid . .

ECLM US5831013 A: 1. A viral capsid polypeptide capable of 1nh1b1t1ng
viral packaging, said viral capsid polypeptide having an amino acid
sequence selected from the group consisting of amino acids 1 to 473
of SEQ ID NO:2 and amino acids 1 to 443 of SEQ ID NO:4.

ORGN Unknown

SQL 4580

SCORE 251 | 96% of query self score 260|

ALIGN Smith-Waterman score: 251

52 na overlap starting at 1958 | The SCORE display field includes the
ggguuuaggagugguagguennacgandceq percentage of the Query Self Score.

gggtttaggagtggtaggtcttacgatgccagctgtaatgecctaccggagaa

STN
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Agenda

Offline BATCH search mode

STN
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BLAST and GETSIM similarity searches can _,

both be run offline in BATCH search mode

« Multiple BATCH requests may be queued, to run
sequentially one after another

— A maximum of 16 requests can be queued per STN Login ID

« BATCH request results may be collected in an online
session up to 3 months from initiation

— Results that have been collected may be re-retrieved multiple
times at no additional cost, up to 8 days from the initial retrieval

— For example: multiple times each at a different score percent (%)

« BATCH is most useful for GETSIM queries, as these can
take considerable computational time when run online

— Also a higher query length limit of 2,000 characters is permitted

STN OFIZ Karlsruhe

Similarity searching in USGENE using
FASTA-based RUN GETSIM

Search Question:

Find sequences in U.S. published applications
and patents which are similar to this specific
cholinesterase protein (NCBI: AAA98113):

MPSSVSWGILLLAGLCCLVPVSLAEDPQGDAAQKTDTSHHDQDHPTFNKITPN
LAEFAFSLYRQLASTNIFFSPVSIATAFAMLSLGTKADTHDEILEGLNFNLTE
IPEAQIHEGFQELLRTLNQPDSQLQLTTGNGLFLSEGLKLVDKFLEDVKKLYH
SEAFTVNFGDTEEAKKQINDYVEKGTQGKIVDLVKELDRDTVFALVNYIFFKG
KWERPFEVKDTEEEDFHVDQVTTVKVPMMKRLGMFNIQHCKKLSSWVLLMKYL
GNATAIFFLPDEGKLQHLENELTHDIITKFLENEDRRSASLHLPKLSITGTYD
LKSVLGQLGITKVFSNGADLSGVTEEAPLKLSKAVHKAVLTIDEKGTEAAGAM
FLEATIPMSIPPEVKFNKPFVFLMIEQNTKSPLFMGKVVNPTQK

116
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Similarity searching in USGENE using
GETSIM in offline BATCH mode

1
These commands are automatically run by the STN
=> UPL R BLAST | Express Sequence Query Upload wizard (slides 27-31).
|

117

=> FILE USGENE

UPLOAD SUCCESSFULLY COMPLETED
Ll GENERATED

=> D L1 LQUE

Ll ANSWER 1 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN

LQUE MPSSVSWGILLLAGLCCLVPVSLAEDPQGDAAQKTDTSHHDQDHPTFNKITPNLAE
FAFSLYRQLASTNIFFSPVSIATAFAMLSLGTKADTHDEILEGLNFNLTEIPEAQTI
HEGFQELLRTLNQPDSQLQLTTGNGLFLSEGLKLVDKFLEDVKKLYHSEAFTVNFG
DTEEAKKQINDYVEKGTQGKIVDLVKELDRDTVFALVNYIFFKGKWERPFEVKDTE
EEDFHVDQVTTVKVPMMKRLGMFNIQHCKKLSSWVLLMKYLGNATAIFFLPDEGKL
QHLENELTHDIITKFLENEDRRSASLHLPKLSITGTYDLKSVLGQLGITKVFSNGA
DLSGVTEEAPLKLSKAVHKAVLTIDEKGTEAAGAMFLEAIPMSIPPEVKFNKPFVF
LMIEQNTKSPLFMGKVVNPTQK

STN OFIZ Karlsruhe

Similarity searching in USGENE using
GETSIM in offline BATCH mode

118

=> FILE USGENE

FILE 'USGENE' ENTERED AT 19:46:34 oN 13 | USGENE is updated within 3 days

COPYRIGHT (C) 2008 SEQUENCEBASE CORP of publication by the USPTO.
FILE LAST UPDATED: 9 MAY 2008 <20080509/upP>
MOST RECENT PUBLICATION DATE: 8 MAY 2008 <20080508/PD>
FILE COVERS 1982 TO DATE / Add BATCH for BATCH mode.

=> RUN GETSIM L1 /SQP BATCH

Name the
BATCH search.

PLEASE ENTER BATCH IDENTIFIER (MAX. 8 CHARS): EXAMPLE4

RUN GETSIM AT 23:47:15 ON 13 MAY 2008
COPYRIGHT (C) 2008 FIZ KARLSRUHE GMBH

In this example, there is already
PREVIOUS BATCH REQUEST STILL RUNNING <«— .
BATCH PROCESSING QUEUED FOR EXAMPLE4 a _BATCH search running, so
this request has been Queued.

=> LOG H
SESSION WILL BE HELD FOR 120 MINUTES
STN INTERNATIONAL SESSION SUSPENDED AT 19:48:03 ON 13 MAY 2008

STN OGFIZ Karlsruhe
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Use RUN GETBATCH to retrieve and

manage the results of BATCH searches

* % % % % % RECONNECTED TO STN INTERNATIONAL * * LOg"]VWth 2 hoUrSifyoU
SESSION RESUMED IN FILE 'USGENE'
FILE 'USGENE' ENTERED AT 20:15:09 ON 13 MAY 2008

=> RUN GETBATCH

Please enter your batch identifier
or enter # for batch id list
or enter * for batch id at top of list

or enter - before batch id to delete -
or enter . for M Enter # for a BATCH ID list.
BATCH REQUEST: #

Batch result files remaining:
EXAMPLE1 Retrieved (blast)
EXAMPLE2 Retrieved (getsim)
EXAMPLE3 Completed (blast)
EXAMPLE4 Completed (getsim)

Please enter your batch identifier
or enter # for batch id list
or enter * for batch id at top of list

or enter - before batch id to delete Enter the name of the BATCH

or enter . for (end)
BATCH REQUEST: EXAMPLE4

AT 20:15:09 ON 1

want to reconnect to your
previous STN session.

BATCH results file status
can be: Queued, Running,
Completed or Retrieved.

search results to retrieve.

STN
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Decide how many answers to keep

New !

2549 ANSWERS FOUND ABOVE A THRESHOLD OF 234

QUERY SELF SCORE VALUE IS 4147 «<—| The Query Self Score is the ideal
BEST ANSWER SCORE VALUE IS 4147

Similarity
Score

Answer Cou

score for a perfect answer match.

The Best Answer Score is also
given (in this example there is at
least one perfect answer match.)

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 in the answer set.

¥
1
o (Cont. . .)

STN
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After BATCH collection all search, sort and display 1
options are the same as in online search mode

ENTER EITHER THE NUMBER OF ANSWERS YOU WISH TO KEEP New !
OR ENTER MINIMUM PERCENT OF SELF SCORE FOLLOWED BY %

BEST ANSWER PERCENTAGE IS 100% B
¢ ) In this example, 80% of the Query

ENTER (ALL) OR ? : 80%

Ll RUN STATEMENT CREATED Self Score is used to select out
L1 243 MHSKVTIICIRFLFWFLLLCMLIG!
just the most relevant results (L2).

TSFFPKVLEMTGNIDEAEWEWKAG
GL/SQP

Answer set arranged by accession number; to sort by descending
similarity score, enter at an arrow prompt (=>) "sor score d".

=> SOR SCORE D -
PROCESSING COMPLETED FOR L1 Reminder: BATCH results

L2 243 SOR L1 SCORE D
that have been collected, may
=> D TRI ORGN SCORE ALIGN 1-10

be re-retrieved multiple times
L2 ANSWER 1 OF 243 USGENE COPYRIGHT 2008 Y
TI Albumin fusion proteins (PublishedAppl at no additional cost, up to8

MTY Protein initi i
e days from the initial retrieval.
ORGN Homo Sapiens

SCORE 4147 100% of query self score 4147

ALIGN Smith-Waterman score: 4147
602 aa overlap starting at 1
mhskvtiicirflfwflllcmligkshteddiiiatkngkvrgmnltvfggtvtaflgip

mhskvtiicirflfwflllcmligkshteddiiiatkngkvrgmnltvfggtvtaflgip

STN OFIZ Karlsruhe
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 Multifile searching with DGENE
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Reminder: USGENE and DGENE often capture
sequences from different patent family members

AN .... Protein USGENE AN .... WPINDEX AN .... Protein DGENE
Pl Us.... A1 —» PI WO .... A1
SEQ1 .... SEQ1 ....

AN .... DNA USGENE
Pl Us.... A1
SEQ2....

AN .... DNA DGENE
N Pl WO .... A1
SEQ2....

AN .... Protein USGENE
PI UsS ....B2
SEQ1 ....

DGENE sequences
are indexed by
Thomson from DWPI
basic publications.

AN .... DNA USGENE
Pl Us ....B2

SEQ 2 DGENE = GENESEQ™ on STN
USGENE® = USPTO Genetic Sequence Database

STN OFIZ Karlsruhe

WPINDEX = Derwent World Patents Index® on STN

The “best-practice” recipe for multifile
searching incorporates DWPI patent families

124

PN PN

/\ /_\
USGENE DWPl  pGeENE

Sequences Patent Sequences
Families

N~

The connection between DWPI and patent sequence databases
DGENE and USGENE is via publication numbers (PN).

STN OGFIZ Karlsruhe
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The basic mechanics of the “best-practice”
multifile patent sequence search

125

1) Ensure preferred file default display formats are set
2) UPLOAD the sequence query via STN Express (L1)
3) USGENE: BLAST (L2); SORT SCORE D (L3)

Option: review and isolate chosen hits with SORT AN 1-x (L4)
4) DGENE: BLAST (L5); SORT SCORE D (L6);

Option: review and isolate chosen hits with SORT AN 1-x (L7)

5) WPINDEX: TRA PN L4 (L9); TRA PN L7 (L11);
combine answer sets L9 OR L11 (L12)

6) Merge: DUP IDE L4 L7 L12 (L13); FSORT (L14)
7) Display results: D PFAM=1- TOTAL

STN OFIZ Karlsruhe

The basic mechanics of a the “best-practice”
multifile patent sequence search

Search Question:
Find relevant patent references for Eukaryotic
translation elongation factor 1 gamma (NP_001395)

MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGQTNRTPEFLRKFPAGKVPAFEG
DDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQWVSFADSDIVPPASTWVFPTLGIMHHNKQ
ATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSFRQAFPNTNR
WEFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREEKQKPQAERKEEK
KAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNEDTLSVALPYFWEHFD
KDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASVILFGTNNSSSISGVWVER
GQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWEGAFQHVGKAFNQGKIFK

( Search conducted on May 14, 2008.)
°
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1) Ensure preferred user-defined file default

display formats are set

FILE STNGUIDE
SET FORMAT .MYUSGENEALIGN TRI

SET FORMAT .MYWPINDEX BIB

ORGN SEQN SEQC|SCORE ALIGN

SET FORMAT .MYDGENEALIGN TRI OS SCORE ALIGN

FILE USGENE; SET DFORMAT .MYUSGENEALIGN
FILE DGENE; SET DFORMAT .MYDGENEALIGN
FILE WPINDEX; SET DFORMAT .MYWPINDEX

ORGN = Organism Name.
SEQN = SEQ ID Number.
SEQC = Sequence Count.

A simple STN script can
be used to issue all these

e

=> D FORMAT

Review all user-defined
formats with D FORMAT.

commands automatically.

USER-DEFINED FORMAT DEFINITION

FOR FILE
.MYDGENEALIGN TRI OS SCORE ALIGN DGENE
.MYUSGENEALIGN TRI ORGN SEQN SEQC SCORE ALIGN USGENE
.MYWPINDEX BIB WPINDEX

DEFAULT FORMAT

STN
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2) UPLOAD the sequence query

(1) Click Upload Sequence.
(2) Choose file of interest.
(3) Select database.

Set Loginid Parameters. ..

Select a Database (1 )
Search by
Upload Sequence or Structure ko STN...

STN Upload Query Wizard

Select 3 stucture or sequence query to upload to STH, and click Next.

Click Cancel ta retum to STN.

|C:\Documents and Setfings\Robert Austin | Browse:

MAAGTLYTYPENWRAF KALIAADYSGAOVRYLSA
PPHFHF GAQTNRTPEFLRKFPAGKYPAFEGDDGFC

File Name

(2

ESNAIAYYVYVENEELRGSTPEAAAQWYAWWEFAD
[EDIVPPASTWAFPTLGIMHHMIKQATENAKEEVRRI
LG

LLDAYLKTRTFLVGERYTLADI VY CTLLWL Y KIGVL
[EPSFROAFPNTHRWFLTCINOP OF RAVL GEVKLC

(Backl Nest > ‘I

Concel |

Display by »
Analyze »
STH AnaVist 4
Get Related >
SDI >
Save 4

Display Session Costs Ctrl+M
Logoff Your STN Session »

I Transcript:

| From the Discover! button menu.

STN

SIN Upload Query Wizard

Select a database from the list below, of more than one database by holding the
Cul key while making your slection, and click Finish

To ext the Wizard click Cancel,

Datab:

esent
‘world Patent dpplcation Biosequences

The sequence becomes a Query
L-number in the database of
choice for use with RUN BLAST.

<Back I Finish I

concel |

OGFIZ Karlsruhe
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2) UPLOAD the sequence query (cont.)

129

1
These commands are automatically run by the
=> UPL R BLAST STN Express Sequence Query Upload wizard.
|

=> FILE USGENE

UPLOAD SUCCESSFULLY COMPLETED
Ll GENERATED

Verify that the UPLOAD was
=> D L1 LQUE successful with D LQUE.

Ll ANSWER 1 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN

LQUE MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGQTNRTPEFLRKFPAGKVP
AFEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQWVSFADSDIVPPASTWVFPTL
GIMHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLE
PSFROQAFPNTNRWFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKG
SREEKQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKR
KYSNEDTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRK

NAFAbq FSEETQTLV

rEYFSW 1he sequence query is now ready for searching in
USGENE and DGENE using the L-number (L1).

STN OFIZ Karlsruhe

3) RUN the USGENE BLAST search

S @ETLERUSCENE USGENE is updated within 3 days
of publication by the USPTO.

FILE 'USGENE' ENTERED AT 21:29:18 ON 14
COPYRIGHT (C) 2008 SEQUENCEBASE CORP

FILE LAST UPDATED: 9 MAY 2008 <20080509/UP>
MOST RECENT PUBLICATION DATE: 8 MAY 2008 <20080508/PD>

FILE COVERS 1982 TO DATE

>>> SIMULTANEOUS LEFT AND RIGHT TRUNCATION (SLART) IS AVAILABLE
IN THE BASIC INDEX (/BI) AND FEATURE TABLE (/FEAT) FIELDS <<<

Turn the Low Complexity Filter off for the

=> RUN BLAST L1 /SQP -F F
protein (SQP) search using... /SQP —-F F

BLAST Version 2.2
The BLAST software is used herein with permission of the
National Center for Biotechnology Information (NCBI) of
the National Library of Medicine (NLM).

STN OGFIZ Karlsruhe
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3) RUN the USGENE BLAST search (cont.)

131

2056 ANSWERS FOUND BELOW EXPECTATION VALUE OF 10.0

QUERY SELF SCORE VALUE IS 902 <— The Query Self Score is the ideal
BEST ANSWER SCORE VALUE IS 902
score for a perfect answer match.
Similarity \
S .

D o The Best Answer Score is also
given (in this example there is at
least one perfect answer match.)

The graphic representation gives a count
e of hit sequences (x-axis) and similarity

clue about the distribution of similar and
not so similar sequences in the answer set.

|
I
I
I
I
I
I
|
|
I score (y-axis). The graph gives a visual
I
I
I
|
I
I
n

Il
111
11
Il
Il
[AARRN [NARRRN NRRN
t

111 111 (NN 1111 111
Answer Cou 420 840 1260 1680 2100 (Cont . ..)
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3) RUN the USGENE BLAST search (cont.)
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ENTER EITHER THE NUMBER OF ANSWERS YOU WISH TO KEEP
OR ENTER MINIMUM PERCENT OF SELF SCORE FOLLOWED BY %
(BEST ANSWER PERCENTAGE IS 100%)

ENTER (ALL) OR ? : 50% <«— In this example, 50% of the

L2 RUN STATEMENT CREATED Query Self Score is used to

L2 15 MAAGTLYTYPENWRAFKALIAAQ select out the best results (L2).
RKFPAGKVPAFEGDDGFCVFESNATAYYVSNEELRGS TPEARAQVVOWVS
FADSDIVPPASTWVFPTLGIMHHNKQATENAKEEVRRILGLLDAYLKTRT
FLVGERVTLADITVVCTLLWLYKQVLEPSFRQAFPNTNRWFLTCINQPQF
RAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREEKQKPQAERKE
EKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLD
KLRKNAFASVILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWR
KLDPGSEETQTLVREYFSWEGAFQHVGKAFNQGKIFK/SQP.-F F

Answer set arranged by accession number; to sort by descending
similarity score, enter at an arrow prompt (=>) "sor score d".

=> SOR SCORE D Use SORT SCORE D to sort

PROCESSING COMPLETED FOR L2 by descending BLAST score
L3 15 SOR L2 SCORE D .

STN OGFIZ Karlsruhe

66




3) RUN the USGENE BLAST search (cont.)

133

=> D 1-15 < Review answers in the free-of-charge

13  aANSWER 1 OF 15 uscenE copyri| de€fault format, including alignment.

TI Tissue-and serum-derived glycoproteins and methods of their use
(PublishedApplication)

MTY Protein

SQL 437

T Eenw Beptems The SCORE display field includes the

SEQH = 10919 tage of the Query Self Score

SEQC 14918 percentag Yy :

SCORE 902 | 100% of query self score 902

BLASTALIGN

Query = 437 letters

Length = 437

Score = 902 bits (2331), Expect = 0.0

Identities = 437/437 (100%), Positives = 437/437 (100%)
Query: 1 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGQTNRTPEFLRKFPAGKVPA

MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGQTNRTPEFLRKFPAGKVPA

Sbjct: 1 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGQTNRTPEFLRKFPAGKVPA
Query: 61 FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQWVSFADSDIVPPASTWVFPTLGI

STN OFIZ Karlsruhe

3) RUN the USGENE BLAST search (cont.)

134

=> D SCORE 1-15 <—| Another way to review quickly is by BLAST SCORE. |

L3 ANSWER 1 OF 15 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN
SCORE 902 100% of query self score 902

L3 ANSWER 10 OF 15 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN
SCORE 788 87% of query self score 902

L3 ANSWER 13 OF 15 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN
SCORE 656 72% of query self score 902

L3 ANSWER 14 OF 15 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN
SCORE 656 72% of query self score 902

L3 ANSWER 15 OF 15 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN

SCORE 495 54% of query self score 902

=> SOR AN 1-14 -
PROCESSING COMPLETED FOR L3 Gather selected USGENE hits into a
L4 14 SOR L3 1-14 AN new L-number with SORT AN (L4).

STN OGFIZ Karlsruhe
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4) RUN the DGENE BLAST search

135

> FILE DGENE Turn the Low Complexity Filter off for the

=> RUN BLAST L1 /SQP -F F protein (SQP) search using... /SQP -F F

ENTER EITHER THE NUMBER OF ANSWERS YOU WISH TO KEEP
OR ENTER MINIMUM PERCENT OF SELF SCORE FOLLOWED BY %
(BEST ANSWER PERCENTAGE IS 100%)

ENTER (ALL) OR ? : 50% +«———— In this example, 50% of the
LSRR ST’;gEMENT Clet sy Query Self Score is used to
L5 MAAGTLYTYPENWRAFKALIAA(

RKFPAGKVPAFECDDGECVEES select out the best results (L2).

KLRKNAFASVILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWR
KLDPGSEETQTLVREYFSWEGAFQHVGKAFNQGKIFK/SQP.-F F

Answer set arranged by accession number; to sort by descending
similarity score, enter at an arrow prompt (=>) "sor score d".

=> SOR SCORE D
PROCESSING COMPLETED FOR L5 Use SORT SCORE D to sort

L6 20 SOR L5 SCORE D by descending BLAST score.

STN OFIZ Karlsruhe

4) RUN the DGENE BLAST search (cont.)
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=> D 1-30 <— Review answers in the free-of-charge
L6 ANSWER 1 OF 20 DGENE COPYRI] default format, including alignment.

AN AEL43555 protein DGENE

TI New human cancer suppressor proteins and DNA, useful for diagnosing,

preventing, and treating human cancers, e.g. cancer of the breast,
brain, heart, muscles, large intestine, thymus, spleen, kidney,
liver, or small intestine.
DESC Human cancer suppressor protein GIG35.
Kw diagnosis; therapeutic; prophvlaxis: gene therapov: cancer: tumor:
sor 2‘;‘7’13135'“7 cytostatic; GI{ Other Source (OS) = the Accession Number
os  2006-747536 [76] — | {rom the corresponding DWPI family record.

SCORE 902 100% of query self score 902
BLASTALIGN
Query = 437 letters
Length = 437
Score = 902 bits (2331), Expect = 0.0
Identities = 437/437 (100%), Positives = 437/437 (100%)
Query: 1 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGQTNRTPEFLRKFPAGKVPA
MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGQTNRTPEFLRKFPAGKVPA
Sbjct: 1 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGQTNRTPEFLRKFPAGKVPA

STN OGFIZ Karlsruhe
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4) RUN the DGENE BLAST search (cont.)

137

L6 ANSWER 14 OF
SCORE 880 97%

L6 ANSWER 18 OF

SCORE 656 72%

L6 ANSWER 19 OF
SCORE 495 54%

L6 ANSWER 20 OF
SCORE 495 54%

=> D SCORE 1-20 —' Another way to review quickly is by BLAST SCORE. |

L6 ANSWER 1 OF 20
SCORE 902 100% of query self score 902

20
of

20

of

20
of

20
of

=> SO 1-18
P§OCES§I§§ COMPLETED FOR L6 Gather selected DGENE hits into a
L7 18 SOR L6 1-18 AN new L-number with SORT AN (L7).

DGENE COPYRIGHT 2008 THE THOMSON CORP on STN

DGENE COPYRIGHT 2008 THE THOMSON CORP on STN
query self score 902

DGENE COPYRIGHT 2008 THE THOMSON CORP on STN
query self score 902

DGENE COPYRIGHT 2008 THE THOMSON CORP on STN
query self score 902

DGENE COPYRIGHT 2008 THE THOMSON CORP on STN
query self score 902

STN
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o) Transfer PNs from USGENE and DGENE _,
and combine answer sets in DWPI

=> FILE WPINDEX

=> TRA L4 PN; TRA L7 PN

L8 TRANSFER L4 1- PN : [ 14 USGENE sequence hits (L4)
L9 11 18 «— | found 11 DWPI records (L9)
ey TRANSFER L7 1- BN :| 18 DGENE sequence hits (L7)
L1l 15 L10 «————

found 15 DWPI records (L11).

=> S L9 OR L11

Ll12 20 L9 OR Ll11

L4 = USGENE selected BLAST hits.
/ L7 = DGENE selected BLAST hits.

Total DWPI records is 20 (L12) — both USGENE and
DGENE have found unique DWPI patent families!

OGFIZ Karlsruhe
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6) Merge results with duplicate identify (DUP
IDE) and sort by patent family (FSORT)

=> DUP IDE L4 L7 Ll12

L4 = USGENE selected BLAST hits.
DUPLICATE IS NoT avarraBiE IN 'usGene, | L7 = DGENE selected BLAST hits.

ANSWERS FROM THESE FILES WILL BE consIf L12 = corresponding DWPI records.

FILE 'USGENE' ENTERED AT 21:36:23 ON 14 MAY 2008
COPYRIGHT (C) 2008 SEQUENCEBASE CORP

FILE 'DGENE' ENTERED AT 21:36:23 ON 14 MAY 2008
COPYRIGHT (C) 2008 THE THOMSON CORPORATION

FILE 'WPINDEX' ENTERED AT 21:36:23 ON 14 MAY 2008
COPYRIGHT (C) 2008 THOMSON REUTERS

PROCESSING COMPLETED FOR L4
PROCESSING COMPLETED FOR L7
PROCESSING COMPLETED FOR L12

L13 52 DUP IDE L4 L7 L12 (INCLUDES 0 SETS OF DUPLICATES)
ANSWERS 'l-14' FROM FILE USGENE
ANSWERS '15-32' FROM FILE DGENE
ANSWERS '33-52' FROM FILE WPINDEX

STN OFIZ Karlsruhe
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Note that an FSORT patent family may be
represented by one or more DWPI records

Pl WO....A1 —~—
SEQ1 .... Pl Pl WO ... A1
AN.. DNA  USGENE EP ..... I ep Al
PI US .... B1 ‘
SEQ1 .... us..... B1
AN .... DNA DGENE AN .... WPINDEX GB.... A1
PI GB.... A1 -

Pl |GB..... A1 JP ..... A1
SEQ1 ....
AN.. DNA  USGENE JP..... A1 us..... B1
Pl usS .... B1 ~_m
SEQ1 ....

STN OGFIZ Karlsruhe
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6) Merge results with DUP IDE and sort by
patent family (FSORT) (cont.)

=> FSORT L13 The 20 DWPI records (L12), 14 USGENE
T sequence hits and 18 DGENE sequence
114 52 FSO L13 hits belong to 19 FSORT families (L14).
19 Multi-record Families Answers 1-52
Family 1 Answers 1-3
Family 2 Answers 4-11
Family 3 Answers 12-14
Family 4 Answers 15-16
Family 5 Answers 17-18
Family 6 Answers 19-20
Family 7 Answers 21-23
Family 8 Answers 24-26
Family 9 Answers 27-28
Family 10 Answers 29-30
Family 11 Answers 31-33
Family 12 Answers 34-36
Family 13 Answers 37-39
Family 14 Answers 40-41
Family 15 Answers 42-43
Family 16 Answers 44-45
Family 17 Answers 46-48
Family 18 Answers 49-50
Family 19 Answers 51-52
0 Individual Records
0 Non-patent Records

STN OFIZ Karlsruhe
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Use the patent family display (PFAM) feature to
display selective records from a FSORT L-number

General format of PFAM:
=>D L# PFAM=# RECORD# FORMAT

Examples using PFAM:
=>D PFAM=1-10

1st member of patent family number 1-10 in
default display format

=>D PFAM=2 TRI ORGN ALIGN TOTAL

All members of family number 2 in a free
sequence review format

STN OGFIZ Karlsruhe
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7) Display results using the customized file
default display formats (see slide 127)

143

=> D PFAM=1- TOTAL «—— This displays all records (TOTAL), from all

families (PFAM=1-) in file default format.

L14 ANSWER 12 OF 52 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STNFAMILY

TI Compositions and methods for the diagnosis and treatment of tumor
(PublishedApplication)
MTY Protein
SQL 437
ORGN Homo Sapiens
zigg 2;?; USGENE hit sequence display(s). |
SCORE 889 98% of query self score 902
BLASTALIGN
Query = 437 letters
Length = 437
Score = 889 bits (2296), Expect = 0.0

Identities = 430/437 (98%), Positives = 433/437 (98%)
Query: 1 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGQTNRTPEFLRKFPAGKVPA
MAAGTLYTYPENWRAFKALIAAQYSGAQ+RVLSAPPHFHFGQTNRT EFLRKFPAGKVPA
Sbject: 1 MAAGTLYTYPENWRAFKALIAAQYSGAQIRVLSAPPHFHFGQTNRTSEFLRKFPAGKVPA
Query: 61 FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQWVSFADSDIVPPASTWVFPTLGI

STN
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7) Display results using the customized file
default display formats (cont.)

L14 ANSWER 13 OF 52 DGENE COPYRIGHT 2008 THE THOMSON CORP on ST
AN ABM80939 protein

TI New tumor-associated antigenic target polypeptides and nucleic acids,

DESC Tumour-associated antigenic target (TAT) polypeptide PRO81615,

KW Tumour-associated antigenic target; TAT; human; overexpression;

SQL 437 . .
&= 2004-347921 [32] DGENE hit sequence display(s). |
SCORE 889 98% of query self score 902
BLASTALIGN
Query = 437 letters
Length = 437
Score = 889 bits (2296), Expect = 0.0

useful in preparing a medicament for treating or detecting a
proliferative disorder, e.g. breast, lung, colorectal, ovarian or
prostate cancer or tumor.

SEQ:2421.

cancer; tumour; diagnosis; cell proliferative disorder; breast
cancer; colorectal cancer; lung cancer; ovarian cancer;

Identities = 430/437 (98%), Positives = 433/437 (98%)
Query: 1 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGQTNRTPEFLRKFPAGKVPA
MAAGTLYTYPENWRAFKALIAAQYSGAQ+RVLSAPPHFHFGQTNRT EFLRKFPAGKVPA
Sbjct: 1 MAAGTLYTYPENWRAFKALIAAQYSGAQIRVLSAPPHFHFGQTNRTSEFLRKFPAGKVPA

STN OGFIZ Karlsruhe
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7) Display results using the customized file
default display formats (cont.)

145

L14 ANSWER 14 OF 52 WPINDEX OPYRIGHT 2008 THOMSON REUTERS on ST
AN  2004-347921 [32] @

TI New tumor-associated antigenic target polypeptides and nucleic acids,
useful in preparing a medicament for treating or detecting a
proliferative disorder, e.g. breast, lung, colorectal, ovarian or
prostate cancer or tumor

DC  B04; D16; S03

IN WU T D; ZHANG Z; ZHOU Y

PA  (GETH-C) GENENTECH INC | WPINDEX patent family display.

cYc 105

PIA WO 2004030615 A2 20040415 (200432)* EN 7273[635] <--
AU 2003295328 Al 20040423 (200465) EN
EP 1594447 A2 20051116 (200575) EN

JP 2006516089 W 20060622 (200641) JA 1466
ADT WO 2004030615 A2 WO 2003-US28547 20030929; AU 2003295328 Al

AU 2003-295328 20030929; EP 1594447 A2 EP 2003-786510 20030929;

EP 1594447 A2 WO 2003-US28547 20030929; JP 2006516089 W

WO 2003-US28547 20030929; JP 2006516089 W JP 2004-541530 20030929
FDT AU 2003295328 Al Based on WO 2004030615 A; EP 1594447 A2

Based on WO 2004030615 A; JP 2006516089 W Based on WO 2004030615 A
PRAI US 2002-414971P 20021002

STN OFIZ Karlsruhe

Summary of results for Eukaryotic translation
elongation factor 1 gamma (NP_001395)

DGENE 1957 18 15 15 14
USGENE | 2056 14 13 11 11
Overlap - - 0 6 6
Total - - 28 20 19

STN OGFIZ Karlsruhe
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Example: USGENE unique retrieval

L14 ANSWER 29 OF 52 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on ST

TI Genetic polymorphisms associated with coronary heart disease, methods
of detection and uses thereof (PublishedApplication)

MTY Protein

SQL 437 This USGENE hit sequence uniquely
ORGN Homo Sapiens retrieved the DWPI record on the
SEQN 138 : ; th

e T following slide (as of May 14, 2008).
SCORE 889 98% of query self score 902

BLASTALIGN

Query = 437 letters
Length = 437
Score = 889 bits (2296), Expect = 0.0
Identities = 430/437 (98%), Positives = 433/437 (98%)
Query: 1 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGQTNRTPEFLRKFPAGKVPA
MAAGTLYTYPENWRAFKALIAAQYSGAQ+RVLSAPPHFHFGQTNRT EFLRKFPAGKVPA
Sbjct: 1 MAAGTLYTYPENWRAFKALIAAQYSGAQIRVLSAPPHFHFGQTNRTSEFLRKFPAGKVPA
Query: 61 FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQWVSFADSDIVPPASTWVFPTLGI
FEGDDGFCVFESNATIAYYVSNEELRGSTPEAAAQVVQWVSFADSDIVPPASTWVFPTLGI
Sbjct: 61 FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQWVSFADSDIVPPASTWVFPTLGI
Query: 121 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF

STN OFIZ Karlsruhe
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Example: USGENE unique retrieval (cont.)

L14 ANSWER 30 OF 52 WPINDEX COPYRIGHT 2008 THOMSON REUTERS on STN

AN 2005-630949 [64] WPINDEX

TI New isolated nucleic acid molecule comprising a single nucleotide
polymorphism, useful for identifying an individual at an increased
risk of developing coronary heart disease, or for treating or
preventing myocardial infarction

DC B04; D16 .
IN CARGILL M; DEVLIN J; DEVLIN J g Ihis relevant DWPI record was

PA  (APPL-N) APPLERA CORP uniquely retrieved via a USGENE
cyc 108 / BLAST search (as of May 14th, 2008).
PIA WO 200 T=T

0061012 X200668) EN <--

0124 (200708) EN

ADT WO 2005087953 A2 WO 2005-US7453 20050307; US 20060228715 Al
Provisional US 2004-550051P 20040305; US 20060228715 Al Provisional US
2004-567831P 20040505; US 20060228715 Al Provisional US 2004-617163P
20041012; US 20060228715 Al US 2005-73360 20050307; EP 1745147 A2
EP 2005-724897 20050307; EP 1745147 A2 WO 2005-US7453 20050307

FDT EP 1745147 A2 Based on WO 2005087953 A
PRAI US 2004-617163P 20041012

US 2004-550051p 20040305

US 2004-567831P 20040505

US 2005-73360 20050307

STN OGFIZ Karlsruhe
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Agenda

« Comparisons and conclusions

STN

OGFIZ Karlsruhe
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How does USGENE compare to other
USPTO sequence data sources?

Update Typical Backfile |Value
Frequency |Timeliness |coverage |added
USGENE Weekly 3 days 1982 -
DGENE :
DOENE ) |Biweekly |65days  |1981- @
REGISTRY | b1y 27 days | 1957 - @
(CAplus basics)
NCBI/EMBL | Daily 1-3 months [ 1982 -
STN OGFIZ Karlsruhe
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How does USGENE compare to other
USPTO sequence data sources? (cont.)

151

USPTO USPTO USPTO Value
PGPs Patents claims text | added

wsoeve | [ &
DGENE
(DWPI basics)

REGISTRY %
(CAplus basics)

NCBI/EMBL

STN OFIZ Karlsruhe
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Comparing STN databases...

152

DGENE

— The most comprehensive patent sequence database
— Implemented in-house at major patent offices
REGISTRY

— More timely than DGENE; complementary indexing
— Unique non-patent literature coverage

USGENE

— More timely than DGENE and REGISTRY (3 days)
— Sequences from equivalent USPTO applications and patents
PCTGEN

— The most timely database (24 hours)

— Sequences from equivalent WIPO/PCT publications

STN OGFIZ Karlsruhe
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STN OFIZ Karlsruhe

Conclusions

153

USGENE is a vital new tool for business critical patent
searches, providing a complete collection of U.S. Issued
Patent sequences with searchable claims text
USGENE also provides a collection of published
application sequence data, not covered by NCBI/EMBL
USGENE provides the most timely source of USPTO
patent sequence data — within 3 days of publication
DGENE and REGISTRY provide additional value-added
indexing for U.S. patents and published applications
DGENE, REGISTRY and USGENE are all required for a
comprehensive search of USPTO sequence data

€-

) The USPTO Genetic Sequencedatabase, USGENE, has been released - Mozilla Firefox EEX
Fle Edt View Hsory ookmerls Tods Hel
-@ (% [& rey html

@ ST International < STHICAS Home Page &

gN FIZ Karlsruhe Home | Terms and Conditions | Contact

STN Interfaces The USPTO Geneti
STN Anavist

Workshops

STH Express USGENE on STN e-Seminars

News ST Viewer v Getting Staried
ST Easy i

ST on the Web || Sign up for the USGENE Workshop at the 2008 PIUG Annual Conference - 18 May 2008! STN Express

SN Easy ) Interactive Training
ST Basy Latest USGENE reference materials: B
Full-Text Solution « e USGENE workshop manual oz:2000) B Searching STH

Site Adrministration

Visit www.fiz-k.com/usgene for the latest

USGENE reference materials h

<[> [CF] 4R -

ST anthe Web &~ STN Vewer 58S SummaryShects S Sequences on STN - DWPI Reference ~+ DWPTuser gukdes &) INPADOC Home @) LPT0 search [l Espcenet. & SoquenceBiose

Home | About us | Guided Tour | @ STN Easy | G STN on the Web | Search Site

« Complete USGENE online HELP text (0772007) &

STN Easy Dermo

ST  FAQ about BLAST/GETSIM searching in USGENE wsrzo07) )

I + USGENE Database Summary Sheet

by Categories Summary of USGENE

Summary Sheets

g e USGENE is the unparallsled resource ta perform freedom-to-operate, priar art, validity and infingement patent sequence searches in US gene patent publications.

D is also ideal for anyone who needs the most up-to-date sequence data from the United States Patent and Trademark Office (USPTO)

LI T USGENE covers all available peptide and nucleic acid sequences from the published applications and issued patents of the USPTO dating back to 1982. Each

Help Desk

g £ database record cantains a sequence and related data including organism name, sequence length and feaure tables for modificatians and other features. Extensive
epresentatives

Prices/Order Forms
Acadermic Page

bibliographic and text search options, including publication title, abstract, patent assignees at issue, full inventor names plus the complete set of publication,
application and parent case WIPO/PCT nurmbers and dates are also provided. Data are typically available within 3 days of publication by the U

A summary of USGENE content and coverage is available

FAG
USGENE offers three advanced sequence searching methods: NCBI BLAST®, FastA-based GETSIM and GETSEQ for fragment or malif sequence gueries.
USGENE is produced by the SequenceBase Corporation, and is provided on STN by FIZ Karlsruhe as File USGENE
A typical USGENE® database record in IALL ALIGN display format
I1  ANSWER 1 OF 1 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STH QUSGENE Accession
ACCESSION NUMBER: 7304209.10 Dna @ USGENE Number (AN), including the
TITLE Otierbicide—tolerant plants through bypassing metabolic sequence identity number
pathvay (Patent) (5EQ D
INVENTOR(S) Zink Olivier (Clermont-Ferzand, FR): Paget Eric (Caluire.
FR). Rulland Anus (Lyons, FR). Soilland alain DMolecule Type (MTY)
(Saint—Didisr—Autoni—d'nr FR)- Frevssines Georass v
Done

STN OGFIZ Karlsruhe

77



Visit www.sequencebase.com for the latest
USGENE reference materials

) Welcome to SequenceBase and USGENI
Ele Edt Vew Hstoy Bookmarks ook Hep

@ D@ O M} T i oo >

S SN Incermationsl <@ 1N/CAS Home Fage % 511 onthe Web & 1N Viewer Ut surmary Sheets S Sequences on SIN -+ DWHL Keference —+ Uil user qudes 40 IN4ADOCHome @ Usw 10 search (Bl Espexenet o sequencetisse

gé SeouenceBasce

s

AboutiUS GENE Welcome to SequenceBase and USGENE

Online Scarching

The SequenceBase Corporation is a leader in providing patent sequence
information to the biotechnology, legal, pharmaceutical, scientific,
el SenifEo technical and academic bioinformatics communities.

FAQ

Data Subscriptions

USGENE® is our ground-breaking resource for life-science intellectual
property professionals, providing unrivalled searchable access to all
News and Events avallable peptide and nucleotide sequences from the published
applications and issued patents of the United States Patent and

Publicati

Legal
& Trademark Office (USPTO),

Site Map

P USGENE data are available for customized subscription download, to

suit various in-house molecular biology patent information needs, or can
@) +1-732-5418-5133 be searched directly via the world’s premier Sci-Tech online information
service STN® International.

Learn how to:

License our data for in-house use, or
Search our data e via STN®

=
?IJSEEHE

S e e S e G T a1 g
OENE is o reulslureu lraderiiark uf SequerceBase Curpuraliun. © 2008 SeyuenceBuss Curpuraliui. All Huhls reserved @
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Home | About LISGENE | Cinline Searching | Diata Subscriptions | Related Servicas |
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USGENE® and DGENE on STN® Multifile techniques

Example: patent family based duplicate identification/removal

=> D FORMAT

USER-DEFINED FORMAT DEFINITION DEFAULT FORMAT FOR FILE
.MYDGENEALIGN TRI OS SCORE ALIGN DGENE

.MYPCTGENALIGN TRI ORGN SEQN SCORE ALIGN PCTGEN

.MYUSGENEALIGN TRI ORGN SEQN SEQC SCORE ALIGN USGENE

.MYWPINDEX BIB WPINDEX

=> FILE USGENE

FILE 'USGENE' ENTERED AT 21:29:18 ON 14 MAY 2008
COPYRIGHT (C) 2008 SEQUENCEBASE CORP

FILE LAST UPDATED: 9 MAY 2008 <20080509/UP>
MOST RECENT PUBLICATION DATE: 8 MAY 2008 <20080508/PD>

FILE COVERS 1982 TO DATE

>>> SIMULTANEOUS LEFT AND RIGHT TRUNCATION (SLART) IS AVAILABLE
IN THE BASIC INDEX (/BI) AND FEATURE TABLE (/FEAT) FIELDS <<<

>>> FOR THE LATEST USGENE REFERENCE MATERIALS, PLEASE VISIT:
http://www.stn-international.com/stndatabases/details/usgene-first-p.html

>>> DOWNLOAD RUN BLAST/GETSIM FREQUENTLY ASKED QUESTIONS:
http://www.stn-international.com/training center/bioseq/usgenefaq.pdf

>>> DOWNLOAD COMPLETE USGENE HELP AS PDF':
http://www.stn-international.com/training center/bioseqg/usgene help.pdf <<<

>>> USGENE now provides USPTO sequence data within 3 days of publication
- see NEWS <<

>>> SEARCH AND DISPLAY OF USPTO EXEMPLARY CLAIM (ECLM) IS AVAILABLE !! <<<
' .MYUSGENEALIGN' IS DEFAULT FORMAT FOR 'USGENE' FILE
=> UPL R BLAST

UPLOAD SUCCESSFULLY COMPLETED
L1l GENERATED

=> D LQUE

Ll ANSWER 1 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN

LOQUE MAAGTLYTYPENWRAFKALTIAAQYSGAQVRVLSAPPHFHFGOTNRTPEFLRKFPAGKVPAFEGDDGECVEFESN
ATAYYVSNEELRGSTPEAAAQVVOWVSFADSDIVPPASTWVEPTLGIMHHNKQATENAKEEVRRILGLLDAYL
KTRTFLVGERVTLADITVVCTLLWLYKQVLEPSFRQAFPNTNRWEFLTCINQPQFRAVLGEVKLCEKMAQEFDAK
KFAETQPKKDTPRKEKGSREEKQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEVLDE
FKRKYSNEDTLSVALPYFWEHEFDKDGWSLWYSEYREFPEELTQTEFMSCNLITGMFQRLDKLRKNAFASVILEGT
NNSSSISGVWVEFRGOELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYEFSWEGAFQHVGKAENQGKIFK
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USGENE® and DGENE on STN® Multifile techniques

=> RUN BLAST L1 /SQP -F F
BLAST Version 2.2

The BLAST software is used herein with permission of the
National Center for Biotechnology Information (NCBI) of

the National Library of Medicine (NLM). See also, Altschul,
Stephen F., Thomas L. Madden, Alejandro A. Schaffer, Jinghui
Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein
database search programs." Nucleic Acids Res. 25:3389-3402

BLAST SEARCHING
BLAST SEARCHING
BLAST SEARCHING
Database USGENE AA
Posted date: May 9, 2008 9:22 PM
Number of letters in database: 780,053,602

Number of sequences in database: 3,476,130
Lambda K H
0.319 0.134 0.412
Gapped
Lambda K H
0.267 0.0410 0.140

Matrix: BLOSUMG62

Gap Penalties: Existence: 11, Extension: 1

Number of Hits to DB: 743,892,365

Number of Sequences: 3476130

Number of extensions: 32820345

Number of successful extensions: 247686

Number of sequences better than 10.0: 2056

Number of HSP's better than 10.0 without gapping: 793
Number of HSP's successfully gapped in prelim test: 1300
Number of HSP's that attempted gapping in prelim test: 216440
Number of HSP's gapped (non-prelim): 15667

length of query: 437

length of database: 780,053,602

effective HSP length: 128

effective length of query: 309

effective length of database: 335,108,962

effective search space: 103548669258

effective search space used: 103548669258

T: 11

A: 40

X1l: 16 ( 7.4 bits)
X2: 38 (14.6 bits)
X3: 64 (24.7 bits)
Sl: 41 (21.8 bits)
S2: 75 (33.5 bits)
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USGENE® and DGENE on STN® Multifile techniques

2056 ANSWERS FOUND BELOW EXPECTATION VALUE OF 10.0

QUERY SELF SCORE VALUE IS 902
BEST ANSWER SCORE VALUE IS 902

Similarity
Score

LEerrrrrrerrrrrrrererrrrrer e rrre e
420 840 1260 1680 2100

+t - — — — — —

Answer Coun

ENTER EITHER THE NUMBER OF ANSWERS YOU WISH TO KEEP
OR ENTER MINIMUM PERCENT OF SELF SCORE FOLLOWED BY %
(BEST ANSWER PERCENTAGE IS 100%)

ENTER (ALL) OR ? :50%

L2 RUN STATEMENT CREATED

L2 15 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGOTNRTPEFL

RKEFPAGKVPAFEGDDGEFCVFESNAIAYYVSNEELRGSTPEAAAQVVQWVS
FADSDIVPPASTWVFPTLGIMHHNKQATENAKEEVRRILGLLDAYLKTRT
FLVGERVTLADITVVCTLLWLYKQVLEPSFROQAFPNTNRWELTCINQPQF
RAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREEKQKPQAERKE
EKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTEMSCNLITGMEFQRLD
KLRKNAFASVILEFGTNNSSSISGVWVEFRGOQELAFPLSPDWQVDYESYTWR
KLDPGSEETQTLVREYFSWEGAFQHVGKAFNQGKIFK/SQP.-F F

X

Answer set arranged by accession number; to sort by descending
similarity score, enter at an arrow prompt (=>) "sor score d".

=> SOR SCORE D
PROCESSING COMPLETED FOR L2
L3 15 SOR L2 SCORE D
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USGENE® and DGENE on STN® Multifile techniques

=> D 1-15 ( = customized default format .MYUSGENEALIGN)
L3 ANSWER 1 OF 15 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN
TI Tissue-and serum-derived glycoproteins and methods of their use
(PublishedApplication)
MTY Protein
SQL 437
ORGN Homo Sapiens
SEQN 10979
SEQC 14918
SCORE 902 100% of query self score 902
BLASTALIGN
Query = 437 letters
Length = 437
Score = 902 bits (2331), Expect = 0.0

Identities = 437/437 (100%), Positives = 437/437 (100%)

Query: 1 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHEFGOQTNRTPEFLRKEPAGKVPA
MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGOTNRTPEFLRKEFPAGKVPA
Sbjct: 1 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHEFGOQTNRTPEFLRKFPAGKVPA
Query: 61 FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQWVSFADSDIVPPASTWVEPTLGI
FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQWVSFADSDIVPPASTWVEPTLGI
Sbjct: 61 FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQWVSFADSDIVPPASTWVFPTLGI
Query: 121 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
Sbjct: 121 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
Query: 181 RQAFPNTNRWFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
ROAFPNTNRWELTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Sbjct: 181 RQAFPNTNRWELTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Query: 241 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
KOKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEVLDEFKRKYSNE
Sbjct: 241 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEFVLDEFKRKYSNE
Query: 301 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTEFMSCNLITGMFQRLDKLRKNAFASV
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
Sbjct: 301 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
Query: 361 ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
ILFGTNNSSSISGVWVEFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYEFSWE
Sbjct: 361 ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE

Query: 421 GAFQHVGKAFNQGKIFK 437

GAFQHVGKAFNQGKIFK

Sbjct: 421 GAFQHVGKAFNQGKIFK 437
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USGENE® and DGENE on STN® Multifile techniques

L3 ANSWER 14 OF 15 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN
TI Compositions and methods for the treatmetn of natural killer cell related
diseases (PublishedApplication)
MTY Protein
SQL 317
ORGN Homo Sapiens
SEQN 900
SEQC 1477
SCORE 656 72% of query self score 902
BLASTALIGN
Query = 437 letters
Length = 317
Score = 656 bits (1692), Expect = 0.0
Identities = 317/317 (100%), Positives = 317/317 (100%)
Query: 121 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSFEF
Sbjct: 1 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
Query: 181 RQAFPNTNRWFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
ROAFPNTNRWEFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Sbjct: 61 RQAFPNTNRWEFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Query: 241 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEFVLDEFKRKYSNE
KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEVLDEFKRKYSNE
Sbjct: 121 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEFVLDEFKRKYSNE
Query: 301 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTEFMSCNLITGMFQRLDKLRKNAFASV
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
Sbjct: 181 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
Query: 361 ILFGTNNSSSISGVWVEFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
Sbjct: 241 ILFGTNNSSSISGVWVEFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
Query: 421 GAFQHVGKAFNQGKIFK 437
GAFQHVGKAEFNQGKIFK
Sbjct: 301 GAFQHVGKAFNQGKIFK 317
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USGENE® and DGENE on STN® Multifile techniques

L3 ANSWER 15 OF 15 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN
TI Detection kits, such as nucleic acid arrays, for detecting the expression or
10,000 or more Drosophila genes and uses thereof (PublishedApplication)
MTY Protein
SQL 430
ORGN DROSOPHILA
SEQN 2148
SEQC 43008
SCORE 495 54% of query self score 902
BLASTALIGN
Query = 437 letters
Length = 430
Score = 495 bits (1274), Expect = e-144
Identities = 248/433 (57%), Positives = 322/433 (74%), Gaps = 8/433 (1%
Query: 6 LYTYPENWRAFKALTIAAQYSGAQVRVLSAPPHFHFGOQTNRTPEFLRKFPAGKVPAFEGDD
LYTYPEN+RA+KALTAAQYSGAQV+V +F FG+TN++ EFL+KEFP GKVPAFE +
Sbijct: 5 LYTYPENFRAYKALIAAQYSGAQVKVAD---NFKFGETNKSAEFLKKFPGGKVPAFETAE
Query: 66 GFCVFESNAIAYYVSNEELRGST-PEAAAQVVQWVSEFADSDIVPPASTWVEPTLGIMHHN
G + ESNAIAY ++NE+LRG P AQV QW+SFAD++IVP + WVFEFP LGI+
Sbjct: 62 GQYLSESNATIAYLLANEQLRGGKCPFVQAQVQQOWISFADNEIVPASCAWVFPLLGILPQQ
Query: 125 KQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSFRQAF
K +T AK+E +L L+ L+ TFL GER+TLADI V +LL LY+ VLEPS R AF
Sbjct: 122 KNST--AKQEAEAVLQQLNQKLQDATFLAGERITLADIVVFSSLLHLYEYVLEPSVRSAF
Query: 185 PNTNRWFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREEKQKP
N NRWF+T +NQ Q +AV+ + KLCEK FD KK+AE Q K + ++ ++++KO+
Sbjct: 180 GNVNRWEVTILNQKQVQAVVKDYKLCEKALVFDPKKYAEFQAKTGAAKPQQQAQQQKQEK
Query: 245 QAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEVLDEFKRKYSNEDTLS
+ + K+E A P EE+D ++ALAAEPK+KDPEF LPK TEF D+FKR YSNED +
Sbjct: 240 KPKEKKEAPKKAAEPAEELDAADEALAAEPKSKDPFDALPKGTENEFDDFKRVYSNEDE-A
Query: 305 VALPYFWEHEFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASVILEG
++PYF++ FD + +S+W+ EY++ EEL++ FMSCNLITGMFQRLDK+RK AFASV LFG
Sbjct: 299 KSIPYFFDKFDAENYSIWFGEYKYNEELSKVFMSCNLITGMEFQRLDKMRKAAFASVCLEG
Query: 365 TNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWEGAFQ
+ +S+ISG+WV+RGQ+LAF LSPDWQ+DYE Y W+KLD SEET+ LV +YFSW G +
Sbjct: 359 EDGNSTISGIWVWRGQODLAFTLSPDWQIDYEVYDWKKLDAKSEETKKLVTQYFSWSGTDK
Query: 425 HVGKAFNQGKIFK 437
G+ FNQGKIFK
Sbjct: 419 D-GRKENQGKIFK 430

=> SOR AN 1-14
PROCESSING COMPLETED FOR L3
L4 14 SOR L3 1-14 AN
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USGENE® and DGENE on STN® Multifile techniques

=> FILE DGENE

FILE 'DGENE' ENTERED AT 21:32:30 ON 14 MAY 2008
COPYRIGHT (C) 2008 THE THOMSON CORPORATION

' .MYDGENEALIGN' IS DEFAULT FORMAT FOR 'DGENE' FILE
=> RUN BLAST L1 /SQP -F F
BLAST Version 2.2

The BLAST software is used herein with permission of the
National Center for Biotechnology Information (NCBI) of

the National Library of Medicine (NLM). See also, Altschul,
Stephen F., Thomas L. Madden, Alejandro A. Schaffer, Jinghui
Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997),
"Gapped BLAST and PSI-BLAST: a new generation of protein
database search programs." Nucleic Acids Res. 25:3389-3402

BLAST SEARCHING
BLAST SEARCHING
BLAST SEARCHING
BLAST SEARCHING
Database DGENE AA
Posted date: May 2, 2008 3:08 PM
Number of letters in database: 601,173,186

Number of sequences in database: 3,360,237
Lambda K H
0.319 0.134 0.412
Gapped
Lambda K H
0.267 0.0410 0.140

Matrix: BLOSUMG62

Gap Penalties: Existence: 11, Extension: 1

Number of Hits to DB: 577,070,001

Number of Sequences: 3360237

Number of extensions: 25226218

Number of successful extensions: 205415

Number of sequences better than 10.0: 1957

Number of HSP's better than 10.0 without gapping: 833
Number of HSP's successfully gapped in prelim test: 1137
Number of HSP's that attempted gapping in prelim test: 172808
Number of HSP's gapped (non-prelim): 16189

length of query: 437

length of database: 601,173,186

effective HSP length: 124

effective length of query: 313

effective length of database: 184,503,798

effective search space: 57749688774

effective search space used: 57749688774

T: 11

A: 40

X1l: 16 ( 7.4 bits)
X2: 38 (14.6 bits)
X3: 64 (24.7 bits)
Sl: 41 (21.8 bits)
S2: 73 (32.7 bits)
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USGENE® and DGENE on STN® Multifile techniques

1957 ANSWERS FOUND BELOW EXPECTATION VALUE OF 10.0

QUERY SELF SCORE VALUE IS 902
BEST ANSWER SCORE VALUE IS 902

Similarity
Score
902
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FEEErerrr et ettt ettt ettt rrrrrrrtd
Answer Count 400 800 1200 1600 2000

ENTER EITHER THE NUMBER OF ANSWERS YOU WISH TO KEEP
OR ENTER MINIMUM PERCENT OF SELF SCORE FOLLOWED BY %
(BEST ANSWER PERCENTAGE IS 100%)

ENTER (ALL) OR ? :50%

L5 RUN STATEMENT CREATED

L5 20 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGQTNRTPEFL

RKEFPAGKVPAFEGDDGEFCVFESNAIAYYVSNEELRGSTPEAAAQVVQWVS
FADSDIVPPASTWVFPTLGIMHHNKQATENAKEEVRRILGLLDAYLKTRT
FLVGERVTLADITVVCTLLWLYKQVLEPSFROQAFPNTNRWELTCINQPQF
RAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREEKQKPQAERKE
EKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTEMSCNLITGMEFQRLD
KLRKNAFASVILEFGTNNSSSISGVWVEFRGOQELAFPLSPDWQVDYESYTWR
KLDPGSEETQTLVREYFSWEGAFQHVGKAFNQGKIFK/SQP.-F F

X

Answer set arranged by accession number; to sort by descending
similarity score, enter at an arrow prompt (=>) "sor score d".

=> SOR SCORE D
PROCESSING COMPLETED FOR L5
L6 20 SOR L5 SCORE D
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USGENE® and DGENE on STN® Multifile techniques

=> D 1-20 ( = customized default format .MYDGENETRIAL)

L6 ANSWER 1 OF 20 DGENE COPYRIGHT 2008 THE THOMSON CORP on STN

AN AEL43555 protein DGENE

TI New human cancer suppressor proteins and DNA, useful for diagnosing,

preventing, and treating human cancers, e.g. cancer of the breast, brain,
heart, muscles, large intestine, thymus, spleen, kidney, liver, or small

intestine.
DESC Human cancer suppressor protein GIG35.
KW diagnosis; therapeutic; prophylaxis; gene therapy; cancer; tumor; neoplasm;
cytostatic; GIG35; EEF1G.
SQL 437
0s 2006-747536 [76]
SCORE 902 100% of query self score 902
BLASTALIGN
Query = 437 letters
Length = 437
Score = 902 bits (2331), Expect = 0.0

Identities = 437/437 (100%), Positives = 437/437 (100%)
Query: 1 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGQTNRTPEFLRKFPAGKVPA
MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGOQTNRTPEFLRKFPAGKVPA
Sbjct: 1 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGOQTNRTPEFLRKFPAGKVPA
Query: 61 FEGDDGEFCVFESNAIAYYVSNEELRGSTPEAAAQVVOWVSFADSDIVPPASTWVEPTLGI
FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQOQWVSFADSDIVPPASTWVFPTLGI
Sbjct: 61 FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQOQWVSFADSDIVPPASTWVFPTLGI
Query: 121 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSFEF
Sbjct: 121 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
Query: 181 RQAFPNTNRWFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
ROAFPNTNRWFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Sbjct: 181 RQAFPNTNRWELTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Query: 241 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
KOKPOAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEFVLDEFKRKYSNE
Sbjct: 241 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEFVLDEFKRKYSNE
Query: 301 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTEFMSCNLITGMFQRLDKLRKNAFASV
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
Sbjct: 301 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
Query: 361 ILFGTNNSSSISGVWVEFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
ILFGTNNSSSISGVWVEFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
Sbjct: 361 ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
Query: 421 GAFQHVGKAFNQGKIFK 437
GAFQHVGKAFNQGKIFK
Sbjct: 421 GAFQHVGKAFNQGKIFK 437
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USGENE® and DGENE on STN® Multifile techniques

L6 ANSWER 18 OF 20 DGENE COPYRIGHT 2008 THE THOMSON CORP on STN

AN ADO19963 protein DGENE

TI Novel PRO polypeptide e.g., PR0O69614, PRO71106, or PR0O86388 useful for
treating an immune related disorder such as systemic lupus erythematosus,
rheumatoid arthritis, osteoarthritis, Jjuvenile chronic arthritis or
spondyloarthropathy.

DESC Human PRO polypeptide #437.

KW Human; PRO; immune related disorder; systemic lupus erythematosus; rheumatoid
arthritis; osteocarthritis; juvenile chronic arthritis; systemic sclerosis;
Sjogren's syndrome; vasculitis; sarcoidosis; autoimmune haemolytic anaemia;
autoimmune thrombocytopenia; thyroiditis; diabetes mellitus; renal disease;
demyelinating disease; central nervous system; peripheral nervous system;
demyelinating polyneuropathy; Guillain-Barre syndrome; chronic inflammatory
demyelinating polyneuropathy.

SQL 317

0s 2004-420067 [39]

SCORE 656 72% of query self score 902

BLASTALIGN

Query = 437 letters
Length = 317
Score = 656 bits (1692), Expect = 0.0

Identities = 317/317 (100%), Positives = 317/317 (100%)
Query: 121 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF

MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSFE

Sbjct: 1 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSFE
Query: 181 RQAFPNTNRWFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE

ROAFPNTNRWEFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE

Sbjct: 61 RQOAFPNTNRWFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Query: 241 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE

KOKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEFVLDEFKRKYSNE

Sbjct: 121 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEFVLDEFKRKYSNE
Query: 301 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTEFMSCNLITGMFQRLDKLRKNAFASV

DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTEMSCNLITGMFQRLDKLRKNAFASV

Sbjct: 181 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
Query: 361 ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE

ILFGTNNSSSISGVWVFRGOELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE

Sbjct: 241 ILFGTNNSSSISGVWVEFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
Query: 421 GAFQHVGKAFNQGKIFK 437

GAFQHVGKAFNQGKIFK

Sbjct: 301 GAFQHVGKAFNQGKIFK 317
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USGENE® and DGENE on STN® Multifile techniques

L6 ANSWER 19 OF 20 DGENE COPYRIGHT 2008 THE THOMSON CORP on STN
AN AFB82105 protein DGENE
TI Nucleic acid detection reagent, useful in detecting the presence of 2000,
5000, 10000 or more genes from Drosophila for developing insecticides or
therapeutics.
DESC Fruit fly protein, SEQ ID NO: 2148.
KW genome; DNA sequencing; DNA detection; microarray.
SQL 430
OF] 2005-682689 [70]
SCORE 495 54% of query self score 902
BLASTALIGN
Query = 437 letters
Length = 430
Score = 495 bits (1274), Expect = e-144

Identities = 248/433 (57%), Positives = 322/433 (74%), Gaps = 8/433 (1%
Query: 6 LYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHEFGOQTNRTPEFLRKFPAGKVPAFEGDD
LYTYPEN+RA+KALIAAQYSGAQV+V +F FG+TN++ EFL+KFP GKVPAFE +
Sbjct: 5 LYTYPENFRAYKALIAAQYSGAQVKVAD---NFKFGETNKSAEFLKKFPGGKVPAFETAE
Query: 66 GFCVFESNAIAYYVSNEELRGST-PEAAAQVVQWVSFADSDIVPPASTWVFPTLGIMHHN
G + ESNAIAY ++NE+LRG P AQV QW+SFAD++IVP + WVFP LGI+
Sbjct: 62 GQYLSESNAIAYLLANEQLRGGKCPFVQAQVOQOWISFADNEIVPASCAWVEPLLGILPQQ
Query: 125 KQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSFRQAF
K +T AK+E +L L+ L+ TFL GER+TLADI V +LL LY+ VLEPS R AF
Sbjct: 122 KNST--AKQEAEAVLOQLNQKLQODATFLAGERITLADIVVEFSSLLHLYEYVLEPSVRSAF
Query: 185 PNTNRWFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREEKQKP
N NRWF+T +NQ QO +AV+ + KLCEK FD KK+AE Q K + ++ ++++KO+
Sbjct: 180 GNVNRWEVTILNQKQVQAVVKDYKLCEKALVFDPKKYAEFQAKTGAAKPQQQAQQQKQEK
Query: 245 QAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEFVLDEFKRKYSNEDTLS
+ + K+E A P EE+D ++ALAAEPK+KDPF LPK TF D+FKR YSNED +
Sbjct: 240 KPKEKKEAPKKAAEPAEELDAADEALAAEPKSKDPFDALPKGTFNEFDDFKRVYSNEDE-A
Query: 305 VALPYFWEHEFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASVILEG
++PYF++ FD + +S+W+ EY++ EEL++ FMSCNLITGMFQRLDK+RK AFASV LFG
Sbjct: 299 KSIPYFFDKFDAENYSIWFGEYKYNEELSKVFMSCNLITGMFQRLDKMRKAAFASVCLFEG
Query: 365 TNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWEGAFQ
+ +S+ISG+WV+RGQ+LAF LSPDWQ+DYE Y W+KLD SEET+ LV +YFSW G +
Sbjct: 359 EDGNSTISGIWVWRGQODLAFTLSPDWQIDYEVYDWKKLDAKSEETKKLVTQYFSWSGTDK
Query: 425 HVGKAFNQGKIFK 437
G+ FNQGKIFK
Sbjct: 419 D-GRKEFNQGKIFK 430

=> SOR AN 1-18
PROCESSING COMPLETED FOR L6
L7 18 SOR L6 1-18 AN
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USGENE® and DGENE on STN® Multifile techniques

=> FILE WPINDEX

FILE 'WPINDEX' ENTERED AT 21:35:28 ON 14 MAY 2008
COPYRIGHT (C) 2008 THOMSON REUTERS

' MYWPINDEX' IS DEFAULT FORMAT FOR 'WPINDEX' FILE

=> TRA L4 PN; TRA L7 PN

L8 TRANSFER L4 1- PN : 13 TERMS
L9 11 L8
L10 TRANSFER L7 1- PN : 15 TERMS
L1l 15 110

=> S L9 OR L11
L12 20 L9 OR L11

=> DUP IDE L4 L7 L12

DUPLICATE IS NOT AVAILABLE IN 'USGENE, DGENE'.
ANSWERS FROM THESE FILES WILL BE CONSIDERED UNIQUE
FILE 'USGENE' ENTERED AT 21:36:23 ON 14 MAY 2008
COPYRIGHT (C) 2008 SEQUENCEBASE CORP

FILE 'DGENE' ENTERED AT 21:36:23 ON 14 MAY 2008
COPYRIGHT (C) 2008 THE THOMSON CORPORATION

FILE 'WPINDEX' ENTERED AT 21:36:23 ON 14 MAY 2008

COPYRIGHT (C) 2008 THOMSON REUTERS

PROCESSING COMPLETED FOR L4

PROCESSING COMPLETED FOR L7

PROCESSING COMPLETED FOR L12

L13 52 DUP IDE L4 L7 L12 (INCLUDES O SETS OF DUPLICATES)
ANSWERS 'l1-14' FROM FILE USGENE
ANSWERS '15-32' FROM FILE DGENE
ANSWERS '33-52' FROM FILE WPINDEX
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USGENE® and DGENE on STN® Multifile techniques

=> FSORT L13

SET SMARTSELECT ON
SET COMMAND COMPLETED

SET HIGHLIGHTING OFF
SET COMMAND COMPLETED

SEL L13 1- PN,APPS
L14 SEL L13 1- PN APPS : 228 TERMS
'L14' DELETED

L14 52 FSO L13

19 Multi-record Families Answers 1-52
Family 1 Answers 1-3

Family 2 Answers 4-11

Family 3 Answers 12-14
Family 4 Answers 15-16
Family 5 Answers 17-18
Family 6 Answers 19-20
Family 7 Answers 21-23
Family 8 Answers 24-26
Family 9 Answers 27-28
Family 10 Answers 29-30
Family 11 Answers 31-33
Family 12 Answers 34-36
Family 13 Answers 37-39
Family 14 Answers 40-41
Family 15 Answers 42-43
Family 16 Answers 44-45
Family 17 Answers 46-48
Family 18 Answers 49-50
Family 19 Answers 51-52

0 Individual Records
0 Non-patent Records

SET SMARTSELECT OFF
SET COMMAND COMPLETED

SET HIGHLIGHTING ON
SET COMMAND COMPLETED
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USGENE® and DGENE on STN® Multifile techniques

=> D PFAM=1,2,3,9,10 TOTAL (using customized file default formats)

L14 ANSWER 1 OF 52 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN FAMILY

TI Compositions and methods for the treatment of immune related diseases
(PublishedApplication)
MTY Protein
SQL 317
ORGN Homo Sapiens
SEQN 1068
SEQC 2442
SCORE 656 72% of query self score 902
BLASTALIGN
Query = 437 letters
Length = 317
Score = 656 bits (1692), Expect = 0.0

Identities = 317/317 (100%), Positives = 317/317 (100%)
Query: 121 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
Sbjct: 1 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
Query: 181 RQAFPNTNRWFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
ROAFPNTNRWFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Sbjct: 61 RQAFPNTNRWEFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Query: 241 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
KOKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
Sbjct: 121 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEFVLDEFKRKYSNE
Query: 301 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTEFMSCNLITGMFQRLDKLRKNAFASV
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMEFQRLDKLRKNAFASV
Sbjct: 181 DTLSVALPYFWEHEFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
Query: 361 ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
Sbjct: 241 ILFGTNNSSSISGVWVEFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
Query: 421 GAFQHVGKAFNQGKIFK 437
GAFQHVGKAFNQGKIFK
Sbjct: 301 GAFQHVGKAFNQGKIFK 317
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USGENE® and DGENE on STN® Multifile techniques

L14 ANSWER 2 OF 52 DGENE COPYRIGHT 2008 THE THOMSON CORP on STN FAMILY 1
AN ADP55092 protein DGENE
TI New PRO polynucleotides and polypeptides, useful in useful in diagnosing and

treating an immune related disease, e.g. systemic lupus erythematosus,
rheumatoid arthritis, diabetes mellitus or asthma and in stimulating an
immune response.

DESC Human PRO protein sequence SEQ ID NO:1068.

KW human; PRO; immune related disease; inflammatory immune response; immune
response stimulation; antiallergic; antianaemic; antiarthritic;
antiasthmatic; antidiabetic; antiinflammatory; antipsoriatic; antirheumatic;
antithyroid; CNS; dermatological; gastrointestinal; haemostatic;
hepatotropic; immunostimulant; immunosuppressive; muscular; nephrotropic;
neuroprotective; osteopathic; respiratory; vasotropic; virucide; gene

therapy.

SQL 317
0s 2004-376182 [35]
SCORE 656 72% of query self score 902
BLASTALIGN

Query = 437 letters

Length = 317

Score = 656 bits (1692), Expect = 0.0

Identities = 317/317 (100%), Positives = 317/317 (100%)
Query: 121 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
Sbjct: 1 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSFEF
Query: 181 ROAFPNTNRWEFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
ROAFPNTNRWELTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Sbjct: 61 RQAFPNTNRWFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Query: 241 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEVLDEFKRKYSNE
KOKPOAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEFVLDEFKRKYSNE
Sbjct: 121 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
Query: 301 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTEFMSCNLITGMFQRLDKLRKNAFASV
DTLSVALPYFWEHEFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
Sbjct: 181 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
Query: 361 ILFGTNNSSSISGVWVEFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
Sbjct: 241 ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFEFSWE
Query: 421 GAFQHVGKAFNQGKIFK 437
GAFQHVGKAFNQGKIFK
Sbjct: 301 GAFQHVGKAFNQGKIFK 317

Page 15



L14
AN
DNC
TI

DC
IN
PA
CYC
PIA

ADT

FDT

PRATI

USGENE® and DGENE on STN® Multifile techniques

ANSWER 3 OF 52 WPINDEX COPYRIGHT 2008 THOMSON REUTERS on STN FAMILY 1
2004-376182 [35] WPINDEX

C2004-141510 [35]

New PRO polynucleotides and polypeptides, useful in useful in diagnosing and
treating an immune related disease, e.g. systemic lupus erythematosus,
rheumatoid arthritis, diabetes mellitus or asthma and in stimulating an immune
response

B04; D16

AGGARWAL S; CLARK H; GURNEY A L; SCHOENFELD J; WILLIAMS P M; WOOD W I; WU T D
(GETH-C) GENENTECH INC

105

WO 2004039956 A2 20040513 (200435)* EN 3009[244] <--

AU 2003298607 Al 20040525 (200468) EN

EP 1576137 A2 20050921 (200562) EN

JP 2006517785 W 20060803 (200651) JA 676

WO 2004039956 A2 WO 2003-US34381 20031028; AU 2003298607 Al AU 2003-298607
20031028; EP 1576137 A2 EP 2003-796358 20031028; EP 1576137 A2 WO 2003-US34381
20031028; JP 2006517785 W WO 2003-US34381 20031028; JP 2006517785 W

JP 2004-548574 20031028

AU 2003298607 Al Based on WO 2004039956 A; EP 1576137 A2 Based on WO
2004039956 A; JP 2006517785 W Based on WO 2004039956 A

US 2002-422472P 20021029
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L14 ANSWER

TI Novel n
MTY Protein
SQL 516
ORGN Homo Sa
SEQN 3426
SEQC 3960
SCORE 900
BLASTALIGN
Query = 4
Length = 5
Score =
Identities
Query: 1
Sbjct: 80
Query: 61
Sbjct: 140
Query: 121
Sbjct: 200
Query: 181
Sbjct: 260
Query: 241
Sbjct: 320
Query: 301
Sbjct: 380
Query: 361
Sbjct: 440
Query: 421
Sbjct: 500

USGENE® and DGENE on STN® Multifile techniques

4 OF 52 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN FAMILY

ucleic acids and polypeptides (PublishedApplication)

piens

99% of query self score 902

37 letters

16

900 bits (2327), Expect = 0.0

= 436/437 (99%), Positives = 436/437 (99%)
MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGOQTNRTPEFLRKFPAGKVPA
MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGOTNRTPEFLRKFPAGKVPA
MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGOQTNRTPEFLRKFPAGKVPA
FEGDDGEFCVFESNATIAYYVSNEELRGSTPEAAAQVVOQWVSFADSDIVPPASTWVEPTLGI
FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQOQWVSFADSDIVPPASTWVFPTLGI
FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVOWVSFADSDIVPPASTWVFPTLGI
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSFEF
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSFEF
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSFEF
ROAFPNTNRWFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
ROAFPNTNRWFLTCINQPQFRAV GEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
ROAFPNTNRWELTCINQPQFRAVEFGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
KOKPOAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEFVLDEFKRKYSNE
KOKPOAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEFVLDEFKRKYSNE
KOKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMEFQRLDKLRKNAFASV
ILEGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
ILFGTNNSSSISGVWVEFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
GAFQHVGKAFNQGKIFK 437

GAFQHVGKAFNQGKIFK

GAFQHVGKAFNQGKIFK 516
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L14 ANSWER

TI Novel n
MTY Protein
SQL 466
ORGN Homo Sa
SEQN 1458
SEQC 3960
SCORE 880
BLASTALIGN
Query = 4
Length = 4
Score =
Identities
Query: 1
Sbjct: 7
Query: 61
Sbjct: 67
Query: 121
Sbijct: 127
Query: 181
Sbjct: 187
Query: 241
Sbjct: 247
Query: 301
Sbjct: 307
Query: 361
Sbjct: 367
Query: 421
Sbijct: 427

USGENE® and DGENE on STN® Multifile techniques

5 OF 52 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN FAMILY

ucleic acids and polypeptides (PublishedApplication)

piens

97% of query self score 902

37 letters

66

880 bits (2273), Expect = 0.0

= 426/428 (99%), Positives = 426/428 (99%)
MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGOQTNRTPEFLRKFPAGKVPA
MAAGTLYTYPENWRAFKALIAAQYSGA VRVLSAPPHFHEFGQTNRTPEFLRKFPAGKVPA
MAAGTLYTYPENWRAFKALIAAQYSGAHVRVLSAPPHFHFGOQTNRTPEFLRKFPAGKVPA
FEGDDGEFCVFESNATIAYYVSNEELRGSTPEAAAQVVOQWVSFADSDIVPPASTWVEPTLGI
FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQOQWVSFADSDIVPPASTWVFPTLGI
FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVOWVSFADSDIVPPASTWVFPTLGI
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSFEF
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSFEF
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSFEF
ROAFPNTNRWFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
ROAFPNTNRWFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
ROAFPNTNRWELTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
KOKPOAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEFVLDEFKRKYSNE
KOKPOAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEFVLDEFKRKYSNE
KOKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMEFQRLDKLRKNAFASV
ILEGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
ILFGTNNSSSISGVWVEFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
GAFQHVGK 428

GAFQHV K

GAFQHVAK 434
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USGENE® and DGENE on STN® Multifile techniques

L14 ANSWER 6 OF 52 DGENE COPYRIGHT 2008 THE THOMSON CORP on STN FAMILY 2
AN AGI34472 protein DGENE
TI New isolated human polynucleotides and polypeptides, useful for treating,

e.g. Alzheimer's, Parkinson's disease, Huntington's disease, multiple
sclerosis, rheumatoid arthritis, allergy, asthma, or and cancers.

DESC Human protein, SEQ ID 3426.

KW Neuroprotective; Nootropic; Antiparkinsonian; Immunosuppressive;
Antirheumatic; Antiarthritic; Antithyroid; Immunosuppressive; Antidiabetic;
Antiallergic; Dermatological; Ophthalmological; Antiasthmatic; Respiratory
Gen.; Cytostatic; Gene Therapy; neurological disease; autoimmune disease;
allergy; asthma; respiratory disorder; cancer.

SQL 516
0s 2007-372063 [35]
SCORE 900 99% of query self score 902
BLASTALIGN
Query = 437 letters
Length = 516
Score = 900 bits (2327), Expect = 0.0

Identities = 436/437 (99%), Positives = 436/437 (99%)
Query: 1 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGOQTNRTPEFLRKFPAGKVPA
MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGOQTNRTPEFLRKFPAGKVPA
Sbjct: 80 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGQTNRTPEFLRKFPAGKVPA
Query: 61 FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQOQWVSFADSDIVPPASTWVFPTLGI
FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVOWVSFADSDIVPPASTWVFPTLGI
Sbjct: 140 FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQWVSFADSDIVPPASTWVEPTLGI
Query: 121 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSFEF
Sbjct: 200 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
Query: 181 RQAFPNTNRWFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
ROAFPNTNRWELTCINQPQFRAV GEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Sbjct: 260 RQAFPNTNRWEFLTCINQPQFRAVFGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Query: 241 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
KOKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
Sbjct: 320 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEFVLDEFKRKYSNE
Query: 301 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
Sbjct: 380 DTLSVALPYFWEHEFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
Query: 361 ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
ILFGTNNSSSISGVWVEFRGQELAFPLSPDWOQVDYESYTWRKLDPGSEETQTLVREYFSWE
Sbjct: 440 ILFGTNNSSSISGVWVEFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
Query: 421 GAFQHVGKAFNQGKIFK 437
GAFQHVGKAFNQGKIFK
Sbjct: 500 GAFQHVGKAFNQGKIFK 516
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USGENE® and DGENE on STN® Multifile techniques

L14 ANSWER 7 OF 52 DGENE COPYRIGHT 2008 THE THOMSON CORP on STN FAMILY 2
AN AGI32504 protein DGENE
TI New isolated human polynucleotides and polypeptides, useful for treating,

e.g. Alzheimer's, Parkinson's disease, Huntington's disease, multiple
sclerosis, rheumatoid arthritis, allergy, asthma, or and cancers.

DESC Human protein, SEQ ID 1458.

KW Neuroprotective; Nootropic; Antiparkinsonian; Immunosuppressive;
Antirheumatic; Antiarthritic; Antithyroid; Immunosuppressive; Antidiabetic;
Antiallergic; Dermatological; Ophthalmological; Antiasthmatic; Respiratory-
Gen.; Cytostatic; Gene Therapy; neurological disease; autoimmune disease;
allergy; asthma; respiratory
disorder; cancer.

SQL 466
0Ss 2007-372063 [35]
SCORE 880 97% of query self score 902
BLASTALIGN
Query = 437 letters
Length = 466
Score = 880 bits (2273), Expect = 0.0

Identities = 426/428 (99%), Positives = 426/428 (99%)
Query: 1 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHEFGOQTNRTPEFLRKEPAGKVPA
MAAGTLYTYPENWRAFKALIAAQYSGA VRVLSAPPHFHFGOTNRTPEFLRKEFPAGKVPA
Sbjct: 7 MAAGTLYTYPENWRAFKALIAAQYSGAHVRVLSAPPHFHFGQTNRTPEFLRKFPAGKVPA
Query: 61 FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQWVSFADSDIVPPASTWVEFPTLGI
FEGDDGEFCVFESNAIAYYVSNEELRGSTPEAAAQVVOWVSFADSDIVPPASTWVEPTLGI
Sbjct: 67 FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQWVSFADSDIVPPASTWVFPTLGI
Query: 121 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
Sbjct: 127 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
Query: 181 RQAFPNTNRWFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
ROAFPNTNRWELTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Sbjct: 187 RQAFPNTNRWELTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Query: 241 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
KOKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEVLDEFKRKYSNE
Sbjct: 247 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEFVLDEFKRKYSNE
Query: 301 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTEFMSCNLITGMFQRLDKLRKNAFASV
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMEFQRLDKLRKNAFASV
Sbjct: 307 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
Query: 361 ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
ILFGTNNSSSISGVWVFRGQOELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
Sbjct: 367 ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
Query: 421 GAFQHVGK 428
GAFQHV K
Sbjct: 427 GAFQHVAK 434
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USGENE® and DGENE on STN® Multifile techniques

L14 ANSWER 8 OF 52 DGENE COPYRIGHT 2008 THE THOMSON CORP on STN FAMILY 2
AN AAM79780 Protein DGENE
TI Nucleic acids encoding polypeptides with cytokine-like activities, useful in

diagnosis and gene therapy -

DESC Human protein SEQ ID NO 3426.

KW Human; cytokine; cell proliferation; cell differentiation; gene therapy;
vaccine; peptide therapy; stem cell growth factor; haematopoiesis; tissue
growth factor; immunomodulatory; cancer; leukaemia; nervous system disorder;
arthritis; inflammation.

SQL 516
0s 2001-476283 [51]
SCORE 900 99% of query self score 902
BLASTALIGN
Query = 437 letters
Length = 516

Score = 900 bits (2327), Expect = 0.0
Identities = 436/437 (99%), Positives = 436/437 (99%)
Query: 1 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGQTNRTPEFLRKFPAGKVPA
MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGQTNRTPEFLRKFPAGKVPA
Sbjct: 80 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGQTNRTPEFLRKFPAGKVPA
Query: 61 FEGDDGEFCVFESNATIAYYVSNEELRGSTPEAAAQVVOWVSFADSDIVPPASTWVEPTLGI
FEGDDGEFCVFESNAIAYYVSNEELRGSTPEAAAQVVOQWVSFADSDIVPPASTWVEPTLGI
Sbjct: 140 FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQWVSFADSDIVPPASTWVEFPTLGI
Query: 121 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSFEF
Sbjct: 200 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
Query: 181 RQAFPNTNRWEFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
ROAFPNTNRWFLTCINQPQFRAV GEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Sbjct: 260 RQAFPNTNRWELTCINQPQFRAVFGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Query: 241 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
KOKPOAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEFVLDEFKRKYSNE
Sbjct: 320 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEVLDEFKRKYSNE
Query: 301 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTEFMSCNLITGMFQRLDKLRKNAFASV
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
Sbjct: 380 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
Query: 361 ILFGTNNSSSISGVWVEFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
ILEGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
Sbjct: 440 ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
Query: 421 GAFQHVGKAFNQGKIFK 437
GAFQHVGKAFNQGKIFK
Sbjct: 500 GAFQHVGKAFNQGKIFK 516
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USGENE® and DGENE on STN® Multifile techniques

L14 ANSWER 9 OF 52 DGENE COPYRIGHT 2008 THE THOMSON CORP on STN FAMILY 2
AN AAM78796 Protein DGENE
TI Nucleic acids encoding polypeptides with cytokine-like activities, useful in

diagnosis and gene therapy -

DESC Human protein SEQ ID NO 1458.

KW Human; cytokine; cell proliferation; cell differentiation; gene therapy;
vaccine; peptide therapy; stem cell growth factor; haematopoiesis; tissue
growth factor; immunomodulatory; cancer; leukaemia; nervous system disorder;
arthritis; inflammation.

SQL 466
0s 2001-476283 [51]
SCORE 880 97% of query self score 902
BLASTALIGN
Query = 437 letters
Length = 466

Score = 880 bits (2273), Expect = 0.0
Identities = 426/428 (99%), Positives = 426/428 (99%)
Query: 1 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGQTNRTPEFLRKFPAGKVPA
MAAGTLYTYPENWRAFKALIAAQYSGA VRVLSAPPHFHFGQTNRTPEFLRKFPAGKVPA
Sbjct: 7 MAAGTLYTYPENWRAFKALIAAQYSGAHVRVLSAPPHFHFGOTNRTPEFLRKFPAGKVPA
Query: 61 FEGDDGEFCVFESNATIAYYVSNEELRGSTPEAAAQVVOWVSFADSDIVPPASTWVEPTLGI
FEGDDGEFCVFESNAIAYYVSNEELRGSTPEAAAQVVOQWVSFADSDIVPPASTWVEPTLGI
Sbjct: 67 FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQOQWVSFADSDIVPPASTWVFPTLGI
Query: 121 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSFEF
Sbjct: 127 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
Query: 181 RQAFPNTNRWEFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
ROAFPNTNRWFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Sbjct: 187 RQAFPNTNRWELTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Query: 241 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
KOKPOAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEFVLDEFKRKYSNE
Sbjct: 247 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEVLDEFKRKYSNE
Query: 301 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTEFMSCNLITGMFQRLDKLRKNAFASV
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
Sbjct: 307 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
Query: 361 ILFGTNNSSSISGVWVEFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
ILEGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
Sbjct: 367 ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
Query: 421 GAFQHVGK 428
GAFQHV K
Sbjct: 427 GAFQHVAK 434
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USGENE® and DGENE on STN® Multifile techniques

L14 ANSWER 10 OF 52 WPINDEX COPYRIGHT 2008 THOMSON REUTERS on STN FAMILY 2

AN 2007-372063 [35] WPINDEX

CR 2001-442253; 2001-442255; 2001-451890; 2001-451908; 2001-451909; 2001-451912;
2001-451938; 2001-451939; 2001-457603; 2001-457740; 2001-465363; 2001-465571;
2001-465578; 2001-465705; 2001-476114; 2001-476164; 2001-476197; 2001-476198;
2001-476199; 2001-476282; 2001-476283; 2001-483140; 2001-483233; 2001-488707;
2001-488788; 2001-488875; 2001-488895; 2001-496929; 2001-496930; 2001-496931;
2001-496932; 2001-514838; 2001-522358; 2001-565565; 2001-582152; 2001-582153;
2001-589862; 2001-589934; 2001-607699; 2001-611724; 2001-611725; 2001-626375;
2001-626426; 2001-626432; 2001-626527; 2001-639362; 2001-657166; 2002-010428;
2002-025688; 2002-062370; 2002-280918; 2002-426278; 2002-575369; 2002-590824;
2002-674924; 2002-759812; 2003-018710; 2003-028924; 2003-110596; 2003-313249;
2003-381616; 2003-456302; 2003-513756; 2003-569235; 2003-625403; 2003-678194;
2003-679633; 2003-697229; 2003-697230; 2003-810980; 2003-829799; 2003-851723;
2003-852227; 2004-061257; 2004-089285; 2004-143291; 2004-167523; 2004-167906;
2004-169496; 2004-238579; 2004-441049; 2004-441076; 2004-468837; 2005-010094;
2005-072810; 2005-252261; 2005-479395; 2005-553028; 2005-562715; 2005-618089;
2005-648263; 2005-711889; 2006-009303; 2006-361825; 2006-501977; 2007-410887;
2008-C62537

DNC C2007-134881 [35]

TI New isolated human polynucleotides and polypeptides, useful for treating, e.g.
Alzheimer's, Parkinson's disease, Huntington's disease, multiple sclerosis,
rheumatoid arthritis, allergy, asthma, or and cancers

DC B04; Dl6; D21

IN ASUNDI V; CAO Y; CHEN R; DRMANAC R T; GOODRICH R W; LIU C; MA Y; REN F; TANG Y
T; WANG D; WANG J; WANG Z W; WEHRMAN T; XU C; XUE A; YANG Y; ZHANG J; ZHAO Q

A; ZHOU P
PA (NUVE-N) NUVELO INC
cyc 1
PIA US 20070042392 Al 20070222 (200735)* EN 50[0] <-=

ADT US 20070042392 Al CIP of US 2000-496914 20000203; US 20070042392 Al CIP of US
2000-560875 20000427; US 20070042392 Al Div Ex US 2000-598075 20000620; US
20070042392 Al CIP of US 2000-620325 20000719; US 20070042392 Al CIP of US
2000-654936 20000901; US 20070042392 Al Div Ex US 2000-663561 20000915; US
20070042392 Al Div Ex US 2000-693325 20001020; US 20070042392 Al CIP of US
2000-728422 20001130; US 20070042392 Al CIP of US 2001-774434 20010130; US
20070042392 Al CIP of WO 2001-Us4098 20010205; Us 20070042392 Al CIP of US
2002-112931 20020328; US 20070042392 Al CIP of US 2002-233045 20020830; US
20070042392 Al CIP of US 2002-256113 20020925; US 20070042392 Al Cont of US
2002-293244 20021112; US 20070042392 Al US 2005-218141 20050831

PRAI US 2005-218141 20050831
UsS 2000-496914 20000203
Us 2000-560875 20000427
Us 2000-598075 20000620
Us 2000-620325 20000719
Us 2000-654936 20000901
Us 2000-663561 20000915
Us 2000-693325 20001020
Us 2000-728422 20001130
Us 2001-774434 20010130
WO 2001-Us4098 20010205
Us 2002-112931 20020328
Us 2002-233045 20020830
Us 2002-256113 20020925
Us 2002-293244 20021112
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ANSWER 11 OF 52 WPINDEX COPYRIGHT 2008 THOMSON REUTERS on STN FAMILY
2001-476283 [51] WPINDEX

2001-442253; 2001-442255; 2001-451890; 2001-451908; 2001-451909; 2001-451912;
2001-451938; 2001-451939; 2001-457603; 2001-457740; 2001-465363; 2001-465571;
2001-465578; 2001-465705; 2001-476114; 2001-476164; 2001-476197; 2001-476198;
2001-476199; 2001-476282; 2001-483140; 2001-483233; 2001-488707; 2001-488788;
2001-488875; 2001-488895; 2001-496929; 2001-496930; 2001-496931; 2001-496932;
2001-514838; 2001-522358; 2001-565565; 2001-582152; 2001-582153; 2001-589862;
2001-589934; 2001-607699; 2001-611724; 2001-611725; 2001-626375; 2001-626426;
2001-626432; 2001-626527; 2001-639362; 2001-657166; 2002-010428; 2002-025688;
2002-062370; 2002-280918; 2002-426278; 2002-575369; 2002-590824; 2002-674924;
2002-759812; 2003-018710; 2003-028924; 2003-110596; 2003-174164; 2003-313249;
2003-381616; 2003-456302; 2003-513756; 2003-569235; 2003-625403; 2003-678194;
2003-679633; 2003-697229; 2003-697230; 2003-697231; 2003-810980; 2003-829799;
2003-851723; 2003-852227; 2004-061257; 2004-089285; 2004-143291; 2004-167523;
2004-167906; 2004-169496; 2004-238579; 2005-010094; 2005-072810; 2005-252261;
2005-553028; 2005-562715; 2005-618089; 2005-648263; 2005-711889; 2006-009303;
2006-361825; 2006-501977; 2007-372063; 2007-410887; 2008-C62537

C2001-142911 [51]

Nucleic acids encoding polypeptides with cytokine-like activities, useful in
diagnosis and gene therapy

B04; D16

ASUNDI V; CAO Y; CHEN R; DRMANAC R T; GOODRICH R; LIU C; MA Y; REN F; TANG Y
T; WANG D; WANG J; WANG Z W; WEHRMAN T; WEJHRMAN T; XU C; XUE A J; YANG Y;
ZHANG J; ZHAO Q A; ZHOU P

(ASUN-I) ASUNDI V; (DRMA-I) DRMANAC R T; (GOOD-I) GOODRICH R; (HYSE-N) HYSEQ
INC; (LIUC-I) LIU C; (NUVE-N) NUVELO INC; (RENF-I) REN F; (TANG-I) TANG Y T;
(WEHR-I) WEHRMAN T; (XUEA-I) XUE A J; (YANG-I) YANG Y; (ZHAN-I) ZHANG J;
(ZHAO-I) ZHAO Q A; (ZHOU-I) ZHOU P

WO 2001057190 A2 20010809 (200151)* EN 827[0] <-=
AU 2001034944 A 20010814 (200173) EN
Us 20020128187 Al 20020912 (200262) EN
Us 20030158400 Al 20030821 (200356) EN
Us 20030165921 Al 20030904 (200359) EN
EP 1572987 A2 20050914 (200560) EN

AU 2001234944 A8 20061221 (200729) EN

WO 2001057190 A2 WO 2001-UsS4098 20010205; US 20020128187 Al CIP of

US 2000-496914 20000203; US 20030158400 Al CIP of US 2000-496914 20000203;
US 20030165921 Al CIP of US 2000-496914 20000203; US 20020128187 Al CIP of
Us 2000-560875 20000427; US 20030158400 Al CIP of US 2000-560875 20000427;
US 20030165921 Al CIP of US 2000-560875 20000427; US 20030165921 Al Div Ex
US 2000-663561 20000915; US 20030158400 Al Div Ex US 2000-693325 20001020;
Us 20020128187 Al US 2000-728422 20001130; AU 2001034944 A AU 2001-34944

20010205; EP 1572987 A2 EP 2001-907128 20010205; EP 1572987 A2 WO 2001-US4098

20010205; Us 20030165921 Al US 2002-233045 20020830; Us 20030158400 Al

Us 2002-256113 20020925; AU 2001234944 A8 AU 2001-234944 20010205

AU 2001034944 A Based on WO 2001057190 A; EP 1572987 A2 Based on WO
2001057190 A; AU 2001234944 A8 Based on WO 2001057190 A

Us 2000-728422 20001130

UsS 2000-496914 20000203
Us 2000-560875 20000427
Us 2000-598075 20000620
Us 2000-620325 20000719
US 2000-654936 20000901
Us 2000-663561 20000915
Us 2000-693325 20001020
Us 2002-233045 20020830
Us 2002-256113 20020925
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L14 ANSWER
TI Composi
(Publis
MTY Protein
SQL 437
ORGN Homo Sa
SEQN 2421
SEQC 6355
SCORE 889
BLASTALIGN
Query = 4
Length = 4
Score =
Identities
Query: 1

Sbjct: 1
Query: 61

Sbjct: 61
Query: 121

Sbjct: 121
Query: 181

Sbjct: 181
Query: 241

Sbjct: 241
Query: 301

Sbjct: 301
Query: 361

Sbjct: 361
Query: 421

Sbijct: 421

USGENE® and DGENE on STN® Multifile techniques
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tions and methods for the diagnosis and treatment of tumor
hedApplication)

piens

98% of query self score 902

37 letters

37

889 bits (2296), Expect = 0.0

= 430/437 (98%), Positives = 433/437 (98%)
MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGOTNRTPEFLRKFPAGKVPA
MAAGTLYTYPENWRAFKALIAAQYSGAQ+RVLSAPPHFHFGQTNRT EFLRKFPAGKVPA
MAAGTLYTYPENWRAFKALIAAQYSGAQIRVLSAPPHFHFGQTNRTSEFLRKEFPAGKVPA
FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQOQWVSFADSDIVPPASTWVFPTLGI
FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVOWVSFADSDIVPPASTWVFPTLGI
FEGDDGEFCVFESNAIAYYVSNEELRGSTPEAAAQVVOWVSFADSDIVPPASTWVEPTLGI
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSFEF
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSFEF
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
ROAFPNTNRWFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
R+AF NTNRWELTCINQPQFRAVLGE+KLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
RRAFRNTNRWELTCINQPQFRAVLGELKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
KOKPOAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEFVLDEFKRKYSNE
KOKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
KOKPOQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMEFQRLDKLRKNAFASV
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMEFQRLDKLRKNAFASV
ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
ILFGTNNSSSISGVWVEFRGQELAFPLSPDWQVDYESYTWRKLDPG EETQTLVREYFSWE
ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGREETQTLVREYFSWE
GAFQHVGKAFNQGKIFK 437
GAFQHVGKAFN GKIFK
GAFQHVGKAFNHGKIFK 437
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USGENE® and DGENE on STN® Multifile techniques

AN ABM80939 protein DGENE

TI New tumor-associated antigenic target polypeptides and nucleic acids,
in preparing a medicament for treating or detecting a

proliferative

3

useful

disorder, e.g. breast, lung, colorectal, ovarian or prostate cancer or

tumor.
DESC Tumour-associated antigenic target (TAT) polypeptide PRO81615, SEQ:2421.
KW Tumour-associated antigenic target; TAT; human; overexpression; cancer;
tumour; diagnosis; cell proliferative disorder; breast cancer; colorectal
cancer; lung cancer; ovarian cancer; liver cancer; central nervous system

cancer; bladder cancer; pancreatic cancer; cervical cancer; melanoma;
leukaemia; hybridisation probe; chromosome identification; chromosome

mapping; gene mapping; gene therapy; cytostatic.

(O 2004-347921 [32]

SQL 437
SCORE 889
BLASTALIGN
Query
Length =
Score =
Identities
Query: 1
Sbjct: 1
Query: 61
Sbjct: 61
Query: 121
Sbjct: 121
Query: 181
Sbjct: 181
Query: 241
Sbjct: 241
Query: 301
Sbjct: 301
Query: 361
Sbjct: 361
Query: 421
Sbjct: 421

98% of query self score 902

= 437 letters

437

889 bits (2296), Expect = 0.0

= 430/437 (98%), Positives = 433/437 (98%)
MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGQTNRTPEFLRKEFPAGKVPA
MAAGTLYTYPENWRAFKALIAAQYSGAQ+RVLSAPPHFHFGQTNRT EFLRKFPAGKVPA
MAAGTLYTYPENWRAFKALIAAQYSGAQIRVLSAPPHFHFGQTNRTSEFLRKFPAGKVPA
FEGDDGEFCVFESNATIAYYVSNEELRGSTPEAAAQVVOWVSFADSDIVPPASTWVEPTLGI
FEGDDGEFCVFESNAIAYYVSNEELRGSTPEAAAQVVOWVSFADSDIVPPASTWVEPTLGI
FEGDDGEFCVFESNAIAYYVSNEELRGSTPEAAAQVVOQWVSFADSDIVPPASTWVEPTLGI
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSFEF
ROAFPNTNRWELTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
R+AF NTNRWELTCINQPQFRAVLGE+KLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
RRAFRNTNRWFLTCINQPQFRAVLGELKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
KOKPOQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEFVLDEFKRKYSNE
KOKPOQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
KOKPOQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMEFQRLDKLRKNAFASV
DTLSVALPYFWEHEFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASVYV
ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPG EETQTLVREYFSWE
ILEGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGREETQTLVREYFSWE
GAFQHVGKAFNQGKIFK 437
GAFQHVGKAFN GKIFK
GAFQHVGKAFNHGKIFK 437
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L14 ANSWER 14 OF 52 WPINDEX COPYRIGHT 2008 THOMSON REUTERS on STN FAMILY 3

AN  2004-347921 [32] WPINDEX

DNC C2004-132345 [32]

DNN N2004-278414 [32]

TI New tumor-associated antigenic target polypeptides and nucleic acids, useful
in preparing a medicament for treating or detecting a proliferative disorder,
e.g. breast, lung, colorectal, ovarian or prostate cancer or tumor

DC B04; D16; S03

IN WU T D; ZHANG Z; ZHOU Y

PA (GETH-C) GENENTECH INC

cyc 105

PIA WO 2004030615 A2 20040415 (200432)* EN 7273[635] <-=
AU 2003295328 Al 20040423 (200465) EN
EP 1594447 A2 20051116 (200575) EN
JP 2006516089 W 20060622 (200641) JA 1466

ADT WO 2004030615 A2 WO 2003-UsS28547 20030929; AU 2003295328 Al AU 2003-295328
20030929; EP 1594447 A2 EP 2003-786510 20030929; EP 1594447 A2 WO 2003-US28547
20030929; JPp 2006516089 W WO 2003-US28547 20030929; JP 2006516089 W
JP 2004-541530 20030929

FDT AU 2003295328 Al Based on WO 2004030615 A; EP 1594447 A2 Based on WO
2004030615 A; JP 2006516089 W Based on WO 2004030615 A

PRAI US 2002-414971P 20021002
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L14 ANSWER 27 OF 52 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN FAMILY 9
TI Polymorphisms in known genes associated with human disease, methods of
detection and uses thereof (Patent)
MTY Protein
SQL 443
ORGN Human
SEQN 10598
SEQC 207012
SCORE 902 100% of query self score 902
BLASTALIGN
Query = 437 letters
Length = 443
Score = 902 bits (2331), Expect = 0.0

Identities = 437/437 (100%), Positives = 437/437 (100%)
Query: 1 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGOTNRTPEFLRKFPAGKVPA

MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHEFGOQTNRTPEFLRKEPAGKVPA

Sbjct: 7 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGOTNRTPEFLRKFPAGKVPA
Query: 61 FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQWVSFADSDIVPPASTWVEPTLGI

FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQOWVSFADSDIVPPASTWVEPTLGI

Sbjct: 67 FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVQWVSFADSDIVPPASTWVFPTLGI
Query: 121 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF

MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF

Sbjct: 127 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
Query: 181 RQAFPNTNRWFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE

ROAFPNTNRWELTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE

Sbjct: 187 RQAFPNTNRWFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Query: 241 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEVLDEFKRKYSNE

KOKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEVLDEFKRKYSNE

Sbjct: 247 KOQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTEFVLDEFKRKYSNE
Query: 301 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTEFMSCNLITGMFQRLDKLRKNAFASV

DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMEFQRLDKLRKNAFASV

Sbjct: 307 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
Query: 361 ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE

ILFGTNNSSSISGVWVEFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE

Sbjct: 367 ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
Query: 421 GAFQHVGKAFNQGKIFK 437

GAFQHVGKAFNQGKIFK

Sbjct: 427 GAFQHVGKAFNQGKIFK 443
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2004-774378 [76] WPINDEX

2007-371008

C2004-271118 [76]

Novel isolated polynucleotide consisting of single nucleotide polymorphisms of

genes associated with human disease, useful for screening for human disease
susceptibility, prevention, and development of diagnostics for human disease
B04; D16

CRAVCHIK A; KALUSH F; LIU X; NAIK A; ROWE W; SUBRAMANIAN G; VENTER J C;
WOODAGE T; ZHANG J N

(APPL-N) APPLERA CORP

1

US 6812339 Bl 20041102 (200476)* EN 24[1] <--

US 6812339 Bl Provisional US 2000-231498P 20000908; US 6812339 Bl Provisional
US 2000-237768P 20001003; US 6812339 Bl Provisional US 2000-241755P 20001020;
US 6812339 B1 US 2001-949016 20010910

Us 2001-949016 20010910
Us 2000-231498Pp 20000908
Us 2000-237768P 20001003
US 2000-241755P 20001020
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L14 ANSWER 29 OF 52 USGENE COPYRIGHT 2008 SEQUENCEBASE CORP on STN FAMILY
TI Genetic polymorphisms associated with coronary heart disease, methods of
detection and uses thereof (PublishedApplication)
MTY Protein
SQL 437
ORGN Homo Sapiens
SEQN 138
SEQC 17377
SCORE 889 98% of query self score 902
BLASTALIGN
Query = 437 letters
Length = 437
Score = 889 bits (2296), Expect = 0.0

Identities = 430/437 (98%), Positives = 433/437 (98%)
Query: 1 MAAGTLYTYPENWRAFKALIAAQYSGAQVRVLSAPPHFHFGOQTNRTPEFLRKFPAGKVPA
MAAGTLYTYPENWRAFKALIAAQYSGAQ+RVLSAPPHFHFGQTNRT EFLRKFPAGKVPA
Sbjct: 1 MAAGTLYTYPENWRAFKALIAAQYSGAQIRVLSAPPHFHFGQTNRTSEFLRKFPAGKVPA
Query: 61 FEGDDGFCVFESNAIAYYVSNEELRGSTPEAAAQVVOWVSFADSDIVPPASTWVFPTLGI
FEGDDGEFCVFESNAIAYYVSNEELRGSTPEAAAQVVOWVSFADSDIVPPASTWVEPTLGI
Sbjct: 61 FEGDDGEFCVFESNATIAYYVSNEELRGSTPEAAAQVVOWVSFADSDIVPPASTWVEPTLGI
Query: 121 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
Sbjct: 121 MHHNKQATENAKEEVRRILGLLDAYLKTRTFLVGERVTLADITVVCTLLWLYKQVLEPSF
Query: 181 ROAFPNTNRWEFLTCINQPQFRAVLGEVKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
R+AF NTNRWELTCINQPQFRAVLGE+KLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Sbjct: 181 RRAFRNTNRWFLTCINQPQFRAVLGELKLCEKMAQFDAKKFAETQPKKDTPRKEKGSREE
Query: 241 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
KOKPOQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
Sbjct: 241 KQKPQAERKEEKKAAAPAPEEEMDECEQALAAEPKAKDPFAHLPKSTFVLDEFKRKYSNE
Query: 301 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTEFMSCNLITGMFQRLDKLRKNAFASV
DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMEFQRLDKLRKNAFASV
Sbjct: 301 DTLSVALPYFWEHFDKDGWSLWYSEYRFPEELTQTFMSCNLITGMFQRLDKLRKNAFASV
Query: 361 ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPGSEETQTLVREYFSWE
ILFGTNNSSSISGVWVFRGQELAFPLSPDWQVDYESYTWRKLDPG EETQTLVREYFSWE
Sbjct: 361 ILFGTNNSSSISGVWVEFRGQELAFPLSPDWQVDYESYTWRKLDPGREETQTLVREYFSWE
Query: 421 GAFQHVGKAFNQGKIFK 437

GAFQHVGKAFN GKIFK

Sbjct: 421 GAFQHVGKAFNHGKIFK 437
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ANSWER 30 OF 52 WPINDEX COPYRIGHT 2008 THOMSON REUTERS on STN FAMILY 10
2005-630949 [64] WPINDEX

C2005-189319 [64]

New isolated nucleic acid molecule comprising a single nucleotide
polymorphism, useful for identifying an individual at an increased risk of
developing coronary heart disease, or for treating or preventing myocardial
infarction

B04; D16

CARGILL M; DEVLIN J; DEVLIN J J; SHIFFMAN D; CARGILL M C G; SHIFFMAN

(APPL-N) APPLERA CORP

108

WO 2005087953 A2 20050922 (200564)* EN 135[1]

Us 20060228715 Al 20061012 (200668) EN <--
EP 1745147 A2 20070124 (200708) EN

WO 2005087953 A2 WO 2005-US7453 20050307; US 20060228715 Al Provisional US
2004-550051P 20040305; US 20060228715 Al Provisional US 2004-567831P 20040505;
US 20060228715 Al Provisional US 2004-617163P 20041012; US 20060228715 Al US
2005-73360 20050307; EP 1745147 A2 EP 2005-724897 20050307; EP 1745147 A2 WO
2005-US7453 20050307

EP 1745147 A2 Based on WO 2005087953 A
UsS 2004-617163P 20041012
Us 2004-550051Pp 20040305
Us 2004-567831P 20040505
Us 2005-73360 20050307

Page 30



USGENE on STN Workshop Manual



STN Service Centers

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

OGFIZ Karlsruhe





