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Example #1: a nucleotide sequence
LocccctotoC ctatgoaggt toocbggige aggcagcgct gactctgoca
gactcattat cagocaaatct gggagasact ghcaggataa cotggtotodg
aggtagyctat gattatggtt ggcaccagoa gaaatcaccht ggoagtgooo
ctgtcactgt gatctatago aacaacaaga gaccctocgga catcccttoa

Example #2: a protein sequence
TVDOHLCGSHLYEAL T 3VIIVHE AEGL PFRAAAGAF GVRAELWLD GALLARTAFRAGEG
QLFAERFHFEALFPARRLSLELEGL GPGSAVLGRVALLLEE LDAPRAPALGLERWF
PLLGAPAGAAILRARTRARRIEVLFSERYEELAEFLTFHYARLCGALEFALPA
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Campare a protein sequence adainst a protein datahase.
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— Alignment Details

CAS Registry BLAST

= ¥ 439 e-122 05 - - =
Length = 217
Gdocore = 439 Expect = e-122
Identities = 2137213 (100%) Positives = 2137213 (100%)
Query: 1 MEFYLVREHGETUWNLEGEFQGANY This is the best REGISTRY answer. Even
. . Egiﬁgﬁgﬁigﬁggﬂ though the answer is longer than the query,
ect: . . .
! this does not affect the score (100% identity).
Query: Ee LGRARDTYWNILNDANSCPEEIHYTPOLEEWALGTLEGCETATMOATYPEQMTAFY 110
LGRARD TVNILNDANSCPREIHY TEPOLREWALGTLEGCETATMOATYPROMTAFY
subject: &0 LGRARDTVNILNDANSCEEEIHY! Note that this is a different best answer from
oo N0 GRRLATEEERR SR those found in both PCTGEN and DGENE
QNPLOFEHDMFGAE LY TTHRVESFLEALASEN Y DEVLIVGHGANLTAZTESLL
Subject: 115 ONPLOFEHDMFGAE ZLYOQTTHREVESFLESLASENYDEVLIVGHGANLTASTIRESLL 169
Query: leg GYOY¥GSLHYEDELDNASLTIIETHDFEDFNCLTWNDEZYLEQEVEMTH 213
Q¥R LHYEDELDNASLTIIETHD FEDFNCLTWNDESY LEQEVEMTH
subject: 170 GYOYGARLHYEDELDNASLTIIETHDFEDFNCLTWNDESYLEOQEVEMTH 217
* f




Get STN Data

CAS Registry BLAST

Retrieve the following data:
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: _ < | »
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Help
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CAS Registry BLAST

=> FILE REGISTRY

=> QUE (479125-93-4 OR 440171-08-4

The STN Express script runs automatically
to create an L-number in REGISTRY (L25)

L6 QUE (479125-93-4 OR 440171-08-4 OR 422580-99-2 OR . . t)/RN

=> QUE (612128-61-7)/RN
L24 QUE (612128-61-7)/RN

=> S L6 OR L7 OR L8 OR L9 OR L10 OR L11 OR L12 OR L13 OR L14 OR L15 OR
L16 OR L17 OR L18 OR L19 OR L20 OR L21 OR L22 OR L23 OR L24 OR L24

L25 253 L6 OR L7 OR L8 OR L9 OR L10 OR L11 OR L12 OR L13 OR L14
OR L15 OR L16 OR L17 OR L18 OR L19 OR L20 OR L21 OR L22

OR L23 OR L24
=> FILE HCAPLUS

=> S L25
L26 135 L25

=> S L26 AND P/DT
L27 122 L26 AND P/DT

Crossover results to HCAPLUS

Limit to HCAPLUS patent records with P/DT

STN

(O FIZ KARLSRUHE
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=> D BIB HITRN 1-

L27
AN
Tl
IN
PA

Pl

PRAI
IT

ANSWER 1 OF 122 HCAPLUS COPYRIGHT 2004 ACS on STN

2004:181844 CAPLUS

Methods of testing for bronchial asthma or chronic obstructive .
Ohtani, Noriko; Sugita, Yuji; Yamaya, Mutsuo; Kubo, Hiroshi;
Genox Research, Inc., Japan

PATENT NO. KIND DATE APPLICATION NO. DATE

EP 1394274 A2 20040303 EP 2003-254857 20030804

R: AT, BE, CH, DE, DK, ES, FR, GB, GR, IT, LI, LU, NL, SE, MC, PT,

IE, SI, LT, LV, FI, RO, MK, CY, AL, TR, BG, CZ, EE, HU, SK

JP 2002-229312 A 20020806 .
663637-03-4 663642-53-3
RL: ANT (Analyte); BSU (Biological study, unclassified); DGN (Diagnostic
use); PRP (Properties); THU (Therapeutic use); ANST (Analytical study);
BIOL (Biological study); USES (Uses)

(amino acid sequence; methods of testing for bronchial asthma .

REGISTRY BLAST alignments can be
merged in with the bibliographic results
using a post processing feature. RNs
must be included when displaying

CAPLUS records for this feature to work.




Post-process Registry alignments
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L33 ANSWER 2 OF 49 CAPLUS coPYRIGHT 20| This is an example of a CAPLUS record with a

AN 2004:176539  CAPLUS merged REGISTRY BLAST alignment.
DN  140:176343

Tl Nucleic acid and amino acid sequences relating to Streptococcus .
IN Doucette-stamm, Lynn; Bush, David; Zeng, Qiandong; . .
PA  Genome Therapeutics Corporation, USA
PATENT NO. KIND DATE APPLICATION NO. DATE
Pl US 6699703 Bl 20040302 US 2000-583110 20000526
PRAI US 1997-51553P P 19970702
US 1998-85131P P 19980512
US 1998-107433 A2 19980630

IT  660059-83-6 660040-29-9 660049-22-9 - - -
RL: BSU (Biological study, unclassifiedy| | IS S€quence was uniquely retrieved by

660059-83-6 REGISTRY BLAST, because the patent

Length = 206  Score = 235  Expect = | hag not yet been indexed into DGENE.
Score = 235 Expect = 4e-61

Identities = 120/204 (58%) Positives = 141/204 (69%)

Query: 1 MKFYLVRHGKTQWNLEGRFQGANGDSPLLEEAIEELEELGQYLSSIHFDAVYSSD 55
MK Y VRHG+T WN EGRFQGA+GDSPLL E+IE L+ LGQYL I FD +YSSD
Subject: 1 MKLYFVRHGRTLWNQEGRFQGASGDSPLLPESIETLKRLGQYLKEIPFDQIYSSD 55
Query: 56 LGRARDTVNILNDANSCPKEIHYTPQLREWALGTLEGCKIATMQAIYPRQMTAFY 110
L RA + I+ P + P LREW LG LEG KIAT++AIYP+Q+ AF
Subject: 56 LPRAVKSAEIIQSQLYTPCSLEIVPNLREWQLGKLEGLKIATLEAIYPQQIQAFR 110
Query: 111 QNPLQFKHDMFGAESLYQTTHRVESFLRSLASKNYDKVLIVGHGANLTASIRSLL 165
N QF MFGAESLY TT R F++SL +++L1VGHGANLTAS+R+LL
Subject: 111 SNLAQFDTRMFGAESLYSTTQRTIQFIKSLKDSPAERILIVGHGANLTASLRTLL 165
Query: 166 GYQYGSLHYKDKLDNASLTIIETHDFKDFNCLTWNDKSY 204
GY+ L L NASLTIIETHDF+ F  TWND SY
Subject: 166 GYKEPLLRKDGGLANASLTIIETHDFETFTLNTWNDTSY 204




DGENE & PCTGEN

STN Express Upload Sequence Query Wizard

Select a structure or zequence query ta upload to STH. and click He:t.

|C:\.D0c:uments and Settingz\blpS84.Deskiop I Browsze. . I

(1) Click Discover! and Upload...
(2) Browse, select & Upload Query.

Click Cancel to return to STH.

File Hame

(3) Choose the STN file of interest.

)

s S

NMPIREAVQDDT KTLIKTIWVTR INDISHTQSWY
SSKORWVAGLD FIPGLHPWLS

LSKMDQTLAI ¥QQILTGLPS RMWVWVQISMDL
EMLRDLLHLL ASSKMNCPLPR

IMRGLETLESL GGALEASLYS TEVVALSRELQ

Select a Database 4

Search by
Display by

Review Saved Items...

Create an SO1 Alert
Edit an Alert...

Set Loginid Parameters...

Dizplay Session Costs
Logoff Your STH Session

I SLADMLWRL DLSPGC

< Back

| Mext > |

Cancel

To exit the Wizard click Cancel.

(3)

r
STN Upload Query Wizard
Select a databaze from the lizt below, or more than one database by holding the
X Ctrl key while making your zelection. and click Finizh

ot =t
1 | DGEM
PCTGEM
d

Dierwent Geneseq Databasze 1981 - present
Wwhorld Patent Application Biozequences

The sequence becomes a Query L-
11 number in the file of choice for use
’ with the RUN BLAST command.

< Back

et on the wWeb

I Finizh I

Cancel




DGENE & PCTGEN B
Uploading The Query

=> FILE DGENE
=> FILE PCTGEN

UPLOAD SUCCESSFULLY COMPL&
L1 GENERATED

=> D L1 LQUE
L1 ANSWER 1 PCTGEN COPYRIGHT

FGAESLYQTTHRVESFLRSLASKNYD

STN

After logging on to STN the sequence
guery is UPLOADed to DGENE,
PCTGEN

The process for query upload using STN

Express (8.x) is on the previous slide. . .

LQUE MKFYLVRHGKTQWNLEGRFQGANGDSPLLEEAIEELEELGQYLSSIHFDAVYSSDLGRAR
DTVNILNDANSCPKEIHYTPQLREWALGTLEGCKIATMQA1YPROMTAFYQNPLQFKHDM

2004 WIPO on STN

LA LL B\ /LI ARNLL "TACRBEDNCL L _AN/AN\N/AC L LINZILZINLZL TN L

Verify the uploaded query with D LQUE |-

(® FIZ KARLSRUHE



DGENE, PCTGEN & USGENE - BLAST search;

=> FILE DGENE RUN BLAST SQP for a BLASTP
_ _ peptide similarity search. Reuse
> RUN BLAST L1/5QP —F F the PCTGEN sequence query

BLAST Version 2.2

[1]1]]
220 1111

Answer Count

90 180 270 360 45

HOW MANY ANSWERS WOULD YOU LIKE TO KEEP ? (ALL) OR ?: ALL

L4 RUN STATEMENT CREATED

L4 171 MKFYLVRHGKTQWNLEGRFQGANGDSPLLEEAIEELEELGQYLSSIHFDA
VYSSDLGRARDTVNILNDANSCPKE IHYTPQLREWALGTLEGCKIATMQA
1 YPROMTAFYQNPLQFKHDMFGAESLYQTTHRVESFLRSLASKNYDKVLI

VGHGANLTASIRSLLGYQYGSLHYKDKLDNASLT I IETHDFKDFNCLTWN
DKSYLRQEVKMTH/SQP.-F F

{
0

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

=> SOR SCORE D SORT the answer set by
PROCESSING COMPLETED FOR L3

L5 171 SOR L4 SCORE D descending similarity SCORE




e
=> D SCORE TRIAL ALIGN | \vaksuton selailuformaatti

=> D BIB ALIGN - ) ’

Hyva maksullinen muoto,

L5 ANSWER 1 OF 171 DGENE COPYRIGHT koska mukana a”gnment

AN ABP29690 Protein DGENE

Tl New Streptococcus protein for the treatment or prevention of iInfection or
disease caused by Streptococcus bacteria, such as meningitis, and for
detecting a compound that binds to the protein

IN Telford J; Masignani V; Margarit Ros Y I; Grandi G; Fraser C; Tettelin H

PA (CHIR-N) CHIRON SPA (GENO-N) INST GENOMIC RES.

Pl WO 2002034771 A2 20020502 999p

Al WO 2001-GB4789 20011029

PRAI GB 2000-26333 20001027

0S 2002-352536 [38]

CR N-PSDB: ABN70321

DESC Streptococcus polypeptide SEQ ID NO 8556.

BLASTALIGN
Query = 213 letters
Length = 213
Score = 439 bits (1130), Expect = e-128

Identities = 213/213 (100%), Positives = 213/213 (100%)
Query: 1  MKFYLVRHGKTQWNLEGRFQGANGDSPLLEEAIEELEELGQYLSSIHFDAVYSSDLGRAR
MKFYLVRHGKTQWNLEGRFQGANGDSPLLEEAIEELEELGQYLSSIHFDAVYSSDLGRAR
Sbjct: 1  MKFYLVRHGKTQWNLEGRFQGANGDSPLLEEAIEELEELGQYLSSIHFDAVYSSDLGRAR
Query: 61 DTVNILNDANSCPKEIHYTPQLREWALGTLEGCKIATMQATIYPRQMTAFYQNPLQFKHDM
DTVNILNDANSCPKE IHYTPQLREWALGTLEGCKIATMQAIYPRQMTAFYQNPLQFKHDM
Sbjct: 61 DTVNILNDANSCPKEIHYTPQLREWALGTLEGCKIATMQAIYPRQMTAFYQNPLQFKHDM
Query: 121 FGAESLYQTTHRVESFLRSLASKNYDKVLIVGHGANLTASIRSLLGYQYGSLHYKDKLDN
FGAESLYQTTHRVESFLRSLASKNYDKVLIVGHGANLTASIRSLLGYQYGSLHYKDKLDN
Sbjct: 121 FGAESLYQTTHRVESFLRSLASKNYDKVLIVGHGANLTASIRSLLGYQYGSLHYKDKLDN
Query: 181 ASLTIIETHDFKDFNCLTWNDKSYLRQEVKMTH 213
ASLT 1 IETHDFKDFNCLTWNDKSYLRQEVKMTH
Sbjct: 181 ASLTIIETHDFKDFNCLTWNDKSYLRQEVKMTH 213
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