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Resources 

Basic STN Command 
(https://www.cas.org/sites/default/files/documents/basic.pdf) 
 
CAS REGISTRYSM: Exact and pattern searching of nucleic acid sequences 
(https://www.cas.org/sites/default/files/documents/nucleic.pdf) 
 
CAS REGISTRYSM: Exact and pattern searching of protein sequences 
(https://www.cas.org/sites/default/files/documents/protseq.pdf) 
 
Sequence Motif Searches in CAS REGISTRYSM  
(https://www.stninternational.org/uploads/tx_ptgsarelatedfiles/20130730
_Sequence_Motif_Searches_in_REGISTRY.pdf) 
 
CAS REGISTRYSM: BLAST® similarity searching via STN Express® 
(https://www.cas.org/sites/default/files/documents/blast_0.pdf) 
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Introduction to STN 

Why sequence searching on STN 
 

 Comprehensiveness: largest collection of sequence data 
• DGENE (Derwent GeneseqTM) 
• CAS REGISTRYSM 

• USGENE 
• PCTGEN 

 

 Reliability: value-added data 
 

 Flexibility:  
• Different search algorithms (BLAST, GETSIM, GETSEQ) 
• Combination with text searching in DWPI, CAplus, and INPADOC 
• STN’s sophisticated search language including script language 
 

 Embedded in STNext: modern, web-based interface 



DGENE (Derwent GeneseqTM) 

 Sequences from 1981 of the basic patents of the Derwent World 
Patents Index, covering 47 patent-issuing authorities 

 

 Nucleotides of 10 or more bases, amino acid sequences of 4 or more 
residues and primers and probes of any length 

 

 Sequences intellectually derived by indexers 
 

 Value-added patent sequence data produced by Clarivate Analytics 
• Enhanced titles from DWPI 
• Concise one-line description of the sequence 
• Keyword indexing and abstract focused on sequence 
• Abstract providing information on sequence and context 
• Additionally feature table(FEAT), patent sequence location (PSL), etc. 
 

 Legal status data from INPADOCDB (D LS or LS2) directly displayable 



CAS REGISTRYSM 

 Value-added database produced by Chemical Abstracts Service (CAS) 
 

 Most comprehensive collection of sequences from life science 
journals and basic patents from CAplusSM from 63 authorities 
• 60 M nucleic sequences 
• 11 M protein sequences 

 

 Sequence details include sequence type, sequence length, nucleic 
acid type, 1 and 3 letter amino acid codes 

 

 Unique sequence types covered and searchable (e.g. multi-chain, 
cyclic peptides, peptide-metal complexes, etc.) 
 

 Sequences linked to value-added CAplus records by RNs 



PCTGEN 

 All peptide and nucleic acid sequences electronically submitted to 
WIPO, 2001 to present 

 

 Records created from image format sequence listings are clearly 
marked (,,… created by using OCR…”) 

 

 Updated weekly, within 1 day of publication 
 

 Bibliographic details including publication and application details, 
assignee and inventor names 

 

 Sequence details include molecule type, organism, sequence length, 
feature table 

 

 Original published application title 



USGENE 

 All available peptide and nucleic acid sequences from published 
applications and issued patents of USPTO 

 

 Protein (>3 aa) and nucleic acid (>9 nt) sequences 
 

 USPTO consolidates four sources (/SSO) 
 

 1981 – present, updated weekly, within 3 days of publication 
 

 Bibliographic details including publication and priority details, 
assignee and inventor names 

 

 Sequence details including one-line description, organism name, 
length, molecule type, sequence source, feature table and patent 
sequence location (PSL) from 2005 onwards 

 

 Original title, abstract and claims text (ECLM searchable) 



STNext 



Basic Commands 



Basic Commands 



Basic Commands 



Basic Commands 

Proximity operators 



Exact and pattern Searching 



Searching exact sequences 
 

To find an exact sequence of a nucleotide in REGISTRY, enter the sequence in the 
Exact Sequence Search (/SQEN) field.  

Using SEQLINK 
 

The SEQLINK EXACT command is used to locate additional nucleic acid sequences 
that match a sequence that has already been retrieved from REGISTRY.  

Nucleic acid sequences 



Nucleic acid sequences 



Nucleic acid sequences 



Nucleic acid sequences 



Searching partial sequences 
 

To find partial sequences or sequences with gaps, repeating units, or alternate 
units, search the partial sequence in the Subsequence Search (/SQSN) field in 
REGISTRY. You can use the codes for specific nucleotides or ambiguity codes.  

Nucleic acid sequences 



Pattern Searching 
 

Complex pattern searching of nucleic acid subsequences is possible using special 
notations for gaps, repeating resides, and other types of variability.  

Nucleic acid sequences 



Pattern Searching 

Nucleic acid sequences 



Pattern Searching 

Nucleic acid sequences 



Nucleic acid sequences 



Nucleic acid sequences 



Nucleic acid sequences 



Nucleic acid sequences 

Searching length 
 

You can refine a sequence search by combining it with a search of sequence 
length in the Sequence Length (/SQL) field.  



Nucleic acid sequences 



Protein sequences 



Protein sequences 

Tips 
 

• Use 1-letter codes for common resides 

• Use 3-letter codes for uncommon residues 

   - Enclose 3-letter codes in single quotes 

• 1-letter and 3-letter codes can be mixed 

    e.g. => S ‘AIB’A’ABU’’PIP’/SQSP 

• Search shortcuts for Blocking groups in the 

Notes (NTE) field 

    e.g. => S BOC/NTE 



Search options 

Protein sequences 



Protein sequences 

Searching for exact sequence strings 
 



Protein sequences 

Searching for exact sequence strings (cont.) 
 



Protein sequences 

Searching Subsequences 
 



Protein sequences 

Searching for functionally similar sequences 
 

To search for functionally similar sequences, use the “family” search options: 
• Family Exact Sequence Search (/SQEFP) 
• Family Subsequence Search (/SQSFP) 
 
In family searches, each common amino  
acid in the query has to match either  
the exact amino acid or a functionally  
similar “equivalent”. 



Protein sequences 

Searching motifs and patterns 
 



Protein sequences 

Searching motifs and patterns 
 



Protein sequences 

Gaps 
 



Protein sequences 



Protein sequences 



STN Blast Search 



Two different procedures depending on database 
 

STN BLAST Search 



Two different procedures depending on database 
 

STN BLAST Search 



Install CAS Registry BLAST 
 

CAS Registry BLAST Search 



Launch CAS Registry BLAST client 
 

CAS Registry BLAST Search 



CAS Registry BLAST Result Set Manager 
 

CAS Registry BLAST Search 



Input the search query 

CAS Registry BLAST Search 



Start your BLAST search 

CAS Registry BLAST Search 



View results of your completed search 

CAS Registry BLAST Search 



Evaluate and select 

CAS Registry BLAST Search 



THANK YOU! 


