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Agenda 

• STN Biosequence databases – content
– DGENE
– USGENE
– PCTGEN

• The STN on the Web Sequence Search 
Assistant

• Sequence search results and processing
• Basic search strategies
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DGENE

• Produced by Thomson Scientific
• Sequences from the basic patents of the 41 

authorities of the Derwent World Patents Index®

• Bibliography, enhanced title, abstract, indexing 
and patent location provided for each sequence

• Patent Family and Legal Status display
• 10 million patent sequence records (Dec 2007)
• Updated every two weeks
• 1981 - present
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DGENE biosequences are indexed from 
DWPI basic patent publications

WO
68%

US
23%

EP
5%

JP
2%

Other
2%

Note: the majority of DGENE patent sequences come 
from WIPO/PCT published patent applications (WO).
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Relationship between DWPI patent 
family & DGENE sequence database

AN .... WPINDEX

TI ….

PA ….

PI  FR …. A1

WO …. A1

US …. A1

US …. B2

AB ….

AN ....  Protein DGENE

PI  FR …. A1

SEQ 1 ….

AB    …… AN .... DNA DGENE

PI  FR …. A1

SEQ 2 ….

AB   …… AN .... Peptide DGENE

PI  FR …. A1

SEQ 3 ….

AB  ……
WPINDEX = Derwent World Patents Index® on STN®

DGENE = GENESEQTM on STN
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DGENE records provide

• Enhanced patent titles from DWPISM

• Enhanced English abstracts per sequence 
written by Thomson Scientific experts
– Including foreign translations (~20% of the database)

• Basic patent bibliographic details from DWPI
• Cross-reference Accession Numbers from 

corresponding DWPI records
• Displayable DWPI patent family and 

INPADOCDB Legal Status information
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How to read a DGENE record
ACCESSION NUMBER: AFS70510  DNA       DGENE
TITLE:            New isolated nucleic acid molecules comprising a Single

Nucleotide  Polymorphism, are useful in identifying an
individual who has an altered  risk for developing  
stenosis.

INVENTOR:         Cargill M; Devlin J J; Luke M
PATENT ASSIGNEE:  (APPL-N)APPLERA CORP.
PATENT INFO:      WO 2004058990   A2 20040715               129
APPLICATION INFO: WO 2003-US40977      20031222
PRIORITY INFO:    US 2002-434741P      20021220

US 2003-453050P      20030310
US 2003-466437P      20030430

PAT. SEQ. LOC:    Claim 13; SEQ ID NO 23166
DATA ENTRY DATE:  20 SEP 2007  (first entry)
DOCUMENT TYPE:    Patent
LANGUAGE:         English
OTHER SOURCE:     2004-543463 [52]
DESCRIPTION:      Human SNP-containing genomic DNA fragment SEQ ID No 

23166.
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How to read a DGENE record
KEYWORD:          ds; SNP; single nucleotide polymorphism; SNP detection;

diagnosis; prophylaxis; therapeutic; stenosis; vasotropic.
ORGANISM:         Homo sapiens.
ABSTRACT:

The present invention relates to an isolated nucleic acid molecule
comprising at least 8 contiguous nucleotides where one of the nucleotides
comprises a single nucleotide polymorphic site. The invention further
relates to an isolated polypeptide encoded by the nucleic acid; an
antibody (or antigen-binding fragment) that specifically binds to a
polypeptide; an isolated polynucleotide which specifically hybridizes to
a nucleic acid molecule of the invention; a kit for detecting an SNP
comprising a polynucleotide which specifically hybridizes to a nucleic
acid molecule of the invention; a method for identifying an individual
who has an altered risk for developing stenosis; a method for detecting
an SNP in a nucleic acid molecule; a method for detecting a variant
polypeptide; and a method for identifying an agent useful in the
treatment or prophylaxis of stenosis. The present sequence is that of a
genomic DNA-based nucleic acid sequence showing a stenosis-associated SNP
of the invention.

NUC. ACID COUNTS: 61 A; 52 C; 44 G; 43 T; 0 U; 1 Other
SEQUENCE LENGTH:  201
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How to read a DGENE record
SEQUENCE

1 tcactacttc tctgaccata actgatcact aaagccgctt tgtcattacc
51 atgtaagcca ccacaaaaca acaatttata gctcatagaa aaatctatag
101 magcaggctg ggctcggggg ctcacacctg taatcccagg actttgagag
151 gccaaggcgg gcggatcaca aggtcaggag atcgagacca tcctggctaa
201 t                                                     

FEATURE TABLE:
Key       |Location|Qualifier |                       
==========+========+=============+=======================
variation |101     |*tag=  a     |                       

|        |standard_name|"Single nucleotide     
|        |             |polymorphism"          
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DGENE patent family display (FAM)
L1    ANSWER 1 OF 1  DGENE  COPYRIGHT 2007 THE THOMSON CORP on STN 
PI    WO 2004058990   A2 20040715 (200452)* EN  129[1]    

US 20040166519  A1 20040826 (200457)  EN
AU 2003299817   A1 20040722 (200476)  EN
EP 1583770      A2 20051012 (200567)  EN
AU 2003299817   A8 20051110 (200634)  EN             
US 20070031847  A1 20070208 (200713)  EN

ADT   WO 2004058990 A2 WO 2003-US40977 20031222; US 20040166519 A1 Provisional
US 2002-434741P 20021220; US 20040166519 A1 Provisional US 2003-453050P
20030310; US 20040166519 A1 Provisional US 2003-466437P 20030430; AU
2003299817 A1 AU 2003-299817 20031222; AU 2003299817 A8 AU 2003-299817
20031222; EP 1583770 A2 EP 2003-800091 20031222; US 20040166519 A1 US
2003-741601 20031222; EP 1583770 A2 WO 2003-US40977 20031222; US
20070031847 A1 Provisional US 2003-453050P 20030310; US 20070031847 A1
Provisional US 2003-466437P 20030430; US 20070031847 A1 US 2004-796280
20040310

FDT   AU 2003299817   A1 Based on WO 2004058990   A; EP 1583770 A2 Based
on WO 2004058990   A; AU 2003299817   A8 Based on WO 2004058990   A

PRAI  US 2003-466437P      20030430
US 2002-434741P      20021220
US 2003-453050P      20030310
US 2003-741601       20031222
US 2004-796280       20040310
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DGENE legal status display (LS)
LEGAL STATUS  INPADOCDB   COPYRIGHT 2007 EPO / FIZ KARLSRUHE on STN 
AN    AFS70510 DGENE
20040715 WOAK       + DESIGNATED STATES

WO                   A2           
AE AG AL AM AT AU AZ BA BB BG BR BW BY BZ CA CH CN CO CR
CU CZ DE DK DM DZ EC EE EG ES FI GB GD GE GH GM HR HU ID
IL IN IS JP KE KG KP KR KZ LC LK LR LS LT LU LV MA MD MG
MK MN MW MX MZ NI NO NZ OM PG PH PL PT RO RU SC SD SE SG
SK SL SY TJ TM TN TR TT TZ UA UG US UZ VC VN YU ZA ZM ZW

20040715 WOAL       + DESIGNATED COUNTRIES FOR REGIONAL PATENTS
WO                   A2           
BW GH GM KE LS MW MZ SD SL SZ TZ UG ZM ZW AM AZ BY KG KZ
MD RU TJ TM AT BE BG CH CY CZ DE DK EE ES FI FR GB GR HU
IE IT LU MC NL PT RO SE SI SK TR BF BJ CF CG CI CM GA GN
GQ GW ML MR NE SN TD TG

20040908 WO121        EP: THE EPO HAS BEEN INFORMED BY WIPO THAT EP WAS
DESIGNATED IN THIS APPLICATION

20050617 WOENP        ENTRY INTO THE NATIONAL PHASE IN:
JP 2005510048        A            

20050617 WOWWE      + WIPO INFORMATION: ENTRY INTO NATIONAL PHASE
JP 2005510048                     
200744.................................20071102
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PCTGEN

• Produced by WIPO / FIZ Karlsruhe
• Sequences submitted electronically as a formal 

part of WIPO/PCT patent applications
• Information as given by patent applicant
• Bibliography and original publication title 

provided for each sequence
• Publication, application and related application 

numbers and dates
• 5.7 million sequence records (Dec 2007)
• Updated weekly
• August 2001 - present
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Relationship between PCTFULL and 
PCTGEN databases

AN … PCTFULL

TI ....

PA ....

PI  WO …. A1

AB ….

DETD ....

CLM ....

AN ....  Protein PCTGEN

PI  WO …. A1

SEQ 1 ….

AN .... DNA PCTGEN

PI  WO …. A1

SEQ 2 ….

AN .... Peptide PCTGEN

PI  WO …. A1

SEQ 3 ….

PCTFULL = WIPO/PCT patent applications full-text

PCTGEN = WIPO/PCT patent application biosequences 
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How to read a PCTGEN record
ACCESSION NUMBER: 2007127522.84  DNA       PCTGEN
TITLE:            MODULATING ALKALOID BIOSYNTHESIS
PATENT ASSIGNEE:  Ceres, Inc.
PATENT INFO:      WO 2007127522     20071108
REL APPL INFO:    US 2006-360039 20060222; US 2005-654927P 20050222
FILE UPDATE DATE: 20071108
DOCUMENT TYPE:    Patent
ORGANISM:         Arabidopsis thaliana
SEQUENCE LENGTH:  996
SEQUENCE

1 gtcgattgga tgatgaacat tctacatata taattattat gtttaagcac
51 ttagacagca taaattcttt ctaattatat aaatctaacc ttgttacatt
101 gtacatctat aaattacttg aagaaataac gagttctatt tctttttaaa
151 aattaaaaat actataccat atctcagtga ttaagttgaa ccaaaaggta
201 cggaggagaa acaagcattt gattcttcct tattttattt tattcatctc
251 tcactaatga tggtggagaa aaaaagaaaa tacctaacaa acaaatatat
301 attgtcatac aaaaatattt ctatattttt agttaattag tttatattcc
351 tcacttttca gggcttatat aagaaagtga gcaaacacaa atcaaaatgc
…………………

Related application information
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How to read a PCTGEN record
401 agcagcaaat actatcatca cccatctcct tagttctatt ttataattcc
451 tcttcttttt gttcatagct ttgtaattat agtcttattt ctctttaagg
501 ctcaataaga ggaggtacta ttactacact tctctctact tttacttgta
551 ttttagcatt aaaatcctaa aatccgtttt aaattcaaaa ataaacttag
601 agatgtttaa tctcgattcg gtttttcggc tttaggagaa taattatatg
651 aaattagtat ggatatcttt actagtttcc attcaaatga ttctgatttc
701 aatctaatac tctcactctt taattaaact atatgtagtg taatttcaca
751 ctgttaaatt tctaccatgt catgtatatt agagttgcat agaaaattgt
801 aaaacatcca tttgaattcg aatgaaacaa aatgttttaa aataaaattt
851 tggtttttaa aagaaaaatc taaaactgaa ttatatcgtt taaccaagtt
901 gtaaaagtca taaaacgtag tatcttgtaa atcgctcttc cacggtccaa
951 atagacttct agtaataaac aagtaaaact aattttggtt tcttac

FEATURE TABLE:
Key         |Location  |                       
============+==========+=======================
misc_feature|(1)..(996)|Ceres Promoter YP0115  
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PCTGEN original sequence (SEQO)
SEQO
acatcacatc tttcactctg acccctggac gtgcgcccac ctgcctgctc tgcgggcgcc     60
caaccttttc tcacttcctg ggcaagatgc ccggttgaag ggacagtgcc tggcgaactg    120
ggagggagag gggacgaggg cggaacctca gccacttctc ccctccctta gagtcacaat    180
caaaagcttg ggtgaggaca aacagacctc agtgggtcga gcccttacaa aactcgcccc    240
agtgggccag caaggcgagc gtcactgcgg ggcctctcca atctgtgtcc cgccggggac    300
atggacgcct gagaacccgt gggtccggta ggtcacagaa cacagaaaac accgggactc    360
gggaccgtc atg cac tcc aag act gct cca agg ttc ctg gtg ttc ctg ctg    411

Met His Ser Lys Thr Ala Pro Arg Phe Leu Val Phe Leu Leu
1               5                   10

ctt acc ctg ctg cta ctc ctg gct gcc tct cct gtg gct agc aag ggc 459
Leu Thr Leu Leu Leu Leu Leu Ala Ala Ser Pro Val Ala Ser Lys Gly
15                  20                  25                  30
tgt gtc tgc aaa ggc aaa gga caa tgc ctc tgc gcg ggg acc aaa ggg 507
Cys Val Cys Lys Gly Lys Gly Gln Cys Leu Cys Ala Gly Thr Lys Gly

35                  40                  45
gag aag ggg gag aaa ggg gtt cct ggt tcc cct gga ttt cct ggc cag 555
Glu Lys Gly Glu Lys Gly Val Pro Gly Ser Pro Gly Phe Pro Gly Gln

50                  55                  60
.................
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USGENE®

• Produced by the SequenceBase Corporation
• Sequences from all relevant USPTO published patent 

applications and issued (granted) 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, SEQ ID, molecule 
type, and feature tables for features/modifications

• Updated weekly – within 7 days of publication
• 1982 – present
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USGENE® is compiled technologically 
from several disparate sources

USPTO biblio, 
title, abstract 

and claims text

USPTO PSIPS 
Sequences

INSDC
USPTO nucleotide

Sequences

NCBI/EMBL-EBI
USPTO peptide

Sequences

USPTO full-text 
sequences

http://www.fiz-k.com/usgene
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Relationship between USPATFULL/2 
and USGENE® databases

AN … USPATFULL

TI ....

PA ....

PI  US …. A1

AB ….

DETD ....

CLM ....

AN ....  Protein USGENE

PI  US …. A1

SEQ 1 …. AN .... DNA USGENE

PI  US …. A1

SEQ 2 ….

AN … USPAT2

TI ....

PA ....

PI  US …. B2

AB ….

DETD ....

CLM ....

AN ....  Protein USGENE

PI  US …. B2

SEQ 1 …. AN .... DNA USGENE

PI  US …. B2

SEQ 2 ….

USPATFULL/2 = USPTO applications/patents full-text

USGENE = The USPTO Genetic Sequence Database
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How to read a USGENE record
ACCESSION NUMBER:   7261897.30  Protein       USGENE
TITLE:              Fusion proteins of mycobacterium tuberculosis (Patent)
INVENTOR(S):        Skeiky Yasir (Bellevue, WA); Reed Steven (Bellevue, WA);

Alderson Mark (Bainbridge Island, WA)
PATENT ASSIGNEE:    Corixa Corporation (Seattle WA)
PATENT INFORMATION: US 7261897          B2   20070828

US 20060171965      A1   20060803
APPLICATION INFO:   US 2006-396117           20060330
ENTRY DATE:         20070831
DOCUMENT TYPE:      Patent
ABSTRACT:           The present invention relates to compositions and fusion

proteins containing at least two Mycobacterium sp.
antigens, and nucleic acids encoding such compositions 
and fusion proteins. The compositions of the invention 
increase serological sensitivity of sera from individuals 
infected with tuberculosis, and methods for their use in 
the diagnosis, treatment, and prevention of tuberculosis
infection.
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How to read a USGENE record
CLAIM:              US7261897 B2: 1. A fusion polypeptide comprising a first

amino acid sequence having at least 95% sequence identity
to SEQ ID NO:8 and a second amino acid sequence having at
least 95% sequence identity to SEQ ID NO:2.

2. The polypeptide of claim 1, further comprising a third
amino acid sequence having at least 95% sequence identity
to SEQ ID NO:6.

3. The polypeptide of claim 1, which has at least 95%
sequence identity to SEQ ID NO:10 or SEQ ID NO:12.

4. The polypeptide of claim 1, comprising the amino acid
sequence of SEQ ID NO:8 and the amino acid sequence of SEQ
ID NO:2.

5. The polypeptide of claim 4, further comprising the amino
acid sequence of SEQ ID NO:6.

6. The polypeptide of claim 4 or 5, further comprising a
6?histidine tag.
…………………
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How to read a USGENE record
SEQUENCE SOURCE:    PROTEIN; USPTO; GRANTED
ORGANISM NAME:      Mycobacterium tuberculosis
SEQUENCE LENGTH:    340
SEQUENCE:           

1 mtffeqvrrl rsaattlprr vaiaamgavl vyglvgtfgg patagafsrp
51 glpveylqvp sasmgrdikv qfqgggphav ylldglraqd dyngwdintp
101 afeeyyqsgl svimpvggqs sfytdwyqps qsngqnytyk wetfltremp
151 awlqankgvs ptgnaavgls msggsalila ayypqqfpya aslsgflnps
201 egwwptligl amndsggyna nsmwgpssdp awkrndpmvq iprlvanntr
251 iwvycgngtp sdlggdnipa kflegltlrt nqtfrdtyaa dggrngvfnf
301 ppngthswpy wneqlvamka diqhvlngat ppaapaapaa

FEATURE TABLE:
Key       |Location|                         
==========+========+=========================

|        |85 complex antigen (MTB85
|        |complex antigen)         
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Sequence searching methods

• GETSEQ for simple sequence queries 
(Sequence Code Match)

• GETSIM for advanced similarity (homology) 
searching (based on FastA algorithm)

• BLAST®
 

for advanced similarity (homology) 
searching (based on Blast®

 
algorithm)

BLAST is a registered trademark of the National Library of Medicine. 
BLAST software is used with permission of the National Center for Biotechnology Information 

(NCBI) of  the National Library of Medicine (NLM).
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Comparison of homology algorithms

BLAST® FASTA

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 and 
random hits

More separation between true homologs and 
random hits

Calculates probabilities Calculates significance “on the fly” from the 
given dataset
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Sequence searching methods

• Offline BATCH homology sequence 
searching (e.g. for GETSIM searches)

• Current awareness ALERT feature
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Interfaces for sequence searching

• DGENE, PCTGEN and USGENE can be 
searched in two ways
– In commandline mode via STN Express or 

STN on the Web (with RUN command and 
three search options, Getseq, Getsim, Blast)

– Via Sequence Search Assistant and Results 
Assistant in STN on the Web (with point & 
click access)
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The Sequence Search Assistant
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The Sequence Search Assistant



29

The Sequence Search Assistant
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Defining the sequence search
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Uploading the query sequence
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Valid Sequence Format!

• For successfully uploading sequences 
please use the following sequence format:
– ASCII txt file
– each line may not exceed 300 characters 

(essential: carriage return at least every 300 
characters)

– FASTA format
– no blank lines before the sequence start
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Valid Sequence Format!

gcacccggca gcggtctcag gccaagcccc ctgccagcat ggccagcgag ttcaagaaga
agctcttctg gagggcagtg gtggccgagt tcctggccac gaccctcttt gtcttcatca
gcatcggttc tgccctgggc ttcaaatacc cggtggggaa caaccagacg gcggtccagg
acaacgtgaa ggtgtcgctg gccttcgggc tgagcatcgc cacgctggcg cagagtgtgg
gccacatcag cggcgcccac ctcaacccgg ctgtcacact ggggctgctg ctcagctgcc
agatcagcat cttccgtgcc ctcatgtaca tcatcgccca gtgcgtgggg gccatcgtcg
ccaccgccat cctctcaggc atcacctcct ccctgactgg gaactcgctt ggccgcaatg
acctggctga tggtgtgaac tcgggccagg gcctgggcat cgagatcatc gggaccctcc
agctggtgct atgcgtgctg gctactaccg accggaggcg ccgtgacctt ggtggctcag
ccccccttgc catcggcctc tctgtagccc ttggacacct cctggctatt gactacactg
gctgtgggat taaccctgct cggtcctttg gctccgcggt gatcacacac aacttcagca
accactggat tttctgggtg gggccattca tcgggggagc cctggctgta ctcatctacg
acttcatcct ggccccacgc agcagtgacc tcacagaccg cgtgaaggtg tggaccagcg
gccaggtgga ggagtatgac ctggatgccg acgacatcaa ctccagggtg gagatgaagc
ccaaatagaa ggggtctggc ccgggcatcc acgtaggggg caggggcagg ggcgggcgga
gggaggggag gggtgaaatc catactgtag acactctgac aagctggcca aagtcacttc
cccaagatct gccagacctg catggtcaag cctcttatgg gggtgtttct atctctttct
....................
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Uploading the query sequence
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Defining search modes
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Defining search options
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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.
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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 
BLOSUM62 (next slide)
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Guidelines from NCBI on the use of 
Advanced Settings for peptide sequence 

searching are as follows:

Query Length Matrix Gap costs

<35 PAM-30      (9,1)
35 – 50          PAM-70      (10,1)
50 – 85          BLOSUM-80 (10,1)
>85              BLOSUM-62 (11,1)  (BLAST default)
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Starting the sequence search
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The search result diagram

The graphic representation gives a count 
of hit sequences (x-axis) and similarity 
score (y-axis). The graph gives a visual 
clue about the proportion of similar and not 
so similar sequences in the answer set.

Recommendation: keep ALL answers
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Processing sequence search results

After result retrieval you can change into 
the Results Assistant for further processing 
of the sequence search answer set.
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The Results Assistant

Sort the answer set and display selected 
answers via the Results Assistant.
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Processing sequence search results

2 sorting options are valid for 
sequence search results: 1) sort by 
field code and 2) sort by patent family.
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Re-sorting according to SCORE

Re-sort the complete answer set 
according to descending SCORE 
value to get the best answers first.
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Re-Sorting according to SCORE
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Displaying results

Display selected answers in 
pre-defined formats.
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Displaying results

Free-of-charge display formats:
TRIAL, ALIGN
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Review the sequence search 
results and check their relevance.
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In DGENE the Enhanced Title (TI), 
Description (DESC) and Keywords 
(KW) give a clue to the functional 
relevance of a similar sequence.
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Using the Results Assistant
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Sorting according to patent family

Add a patent family sort to the 
SCORE sorted answer set.
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Sorting according to patent family
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Patent family sort
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Displaying patent family sorted answers
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Displaying answers

The first (=best) hit from 
the first multi-record patent 
family (answers 1-5).
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Displaying answers

The first (=best) hit from mutli- 
record patent family 15.
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Batch and Alert results

Check your BATCHes and ALERTs 
via the Sequence Search Assistant.
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Retrieving Batch and Alert results

Select the database from 
which to check the 
BATCH or ALERT results.
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Batch result status

‘Show Results’ will show the 
search results diagram.
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Alert results
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Save the session transcript
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For price information use HELP COST in each file
=> help cost

STN International Fees and Prices, Effective Jan 1, 2007

DGENE File                         Euro
---------- -------
Connect Hour Fee (per hour) .      121,00
SDI Search Fee (every 2 weeks)      29,80
SDI PACKAGE Component Fee  1)       29,80
SDI PACKAGE Component Frequency: every 2 weeks

Display Fee (per answer). . .
- BIB, IBIB  . . . . . . . .        3,03
- ABS  . . . . . . . . . . .        3,03
- SQIDE, SQ3IDE  . . . . . .        6,16
- ALL, IALL  . . . . . . . .       12,22
- FAM  . . . . . . . . . . .        9,20
- LS, LS2  . . . . . . . . .        0,87

(from the INPADOCDB file)
- TRIAL (TRI, SAM), SCAN . .        FREE

Print Fee (per answer)
- BIB, IBIB  . . . . . . . .        3,18
- ABS  . . . . . . . . . . .        3,18
- SQIDE, SQ3IDE  . . . . . .        7,52
………………

- ALL, IALL  . . . . . . . .       13,88
- FAM  . . . . . . . . . . .       11,20
- LS, LS2  . . . . . . . . .        0,87

(from the INPADOCDB file)
- TRIAL (TRI, SAM) . . . . .        0,81

Offline Print Postage Fee
(additional per answer)  . .        0,16

Sequence Search
- Sequence Search per RUN GETSEQ    16,48
- Homology Search per RUN GETSIM    21,73

GETSIM Batch Initiation Fee       8,14
GETSIM Batch Collection Fee      26,78
GETSIM Alert Collection Fee       8,14

- Homology search per RUN BLAST     21,73
BLAST Batch Initiation Fee        8,14
BLAST Batch Collection Fee       26,78
BLAST Alert Collection Fee        8,14

……………………
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For price information use HELP COST in each file
=> help cost

STN International Fees and Prices, Effective Jul 29, 2007

USGENE File                         Euro
----------- -------
Connect Hour Fee (per hour) .       83,00
SDI Search Fee (weekly)             11,00
SDI PACKAGE Component Fee  1)       11,00
SDI PACKAGE Component Frequency: weekly

Display Fee (per answer)
- AB . . . . . . . . . . . .        0,83
- BIB, IBIB  . . . . . . . .        1,30
- SQIDE, SQ3IDE  . . . . . .        3,00
- ECLM . . . . . . . . . . .        0,46
- CLM  . . . . . . . . . . .        0,92
- ALL, IALL  . . . . . . . .        6,05
- BRIEF, IBRIEF  . . . . . .        5,59
- TRIAL (TRI, SAM), FREE,

SCAN . . . . . . . . . . .        FREE
……………

Select Fees (per record)

- AN, AP, PN, RLN . . . . . .        0,17
Sequence Search
- Sequence Search per RUN GETSEQ    15,84
- Homology Search per RUN GETSIM    15,84

GETSIM Alert Collection Fee       5,42
GETSIM Batch Initiation Fee       5,42
GETSIM Batch Collection Fee      18,33

- Homology search per RUN BLAST     15,84
BLAST Alert Collection Fee        5,42
BLAST Batch Initiation Fee        5,42
BLAST Batch Collection Fee       18,33

………………
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More information is available

Training Material
http://www.stn- 

international.de/training_center/mat_sea_stn.html#Bioseq

Helpdesk Contact
http://www.stn-international.com/service/custserv.html

http://www.cas.org/supp.html

International Workshops 
http://www.stn- 

international.de/training_center/workshops/workshop.html
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