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Overview of content

You can conduct similarity searching of peptides and nucleotides in the CAS REGISTRY database by
using the BLAST (Basic Local Alignment Search Tool) algorithm. CAS REGISTRY BLAST is available
only for commercial accounts.

Unique content
. Search sequences for peptides and nucleotides from GenBank® as well as from patents and

journals indexed by CAS

Find patents, journals, and other technical literature on sequences in many of the sci-tech
databases available on STN, such as BIOSIS®, CAplus®", USPATFULL, and AGRICOLA

Coverage

Naturally occurring and synthetic proteins and nucleic acid molecules

Regulatory elements and other defined genetic elements

Genetically engineered proteins or genes

Protein sequences deduced from gene translation

Oligonucleotide probes and PCR primers

Chemically modified peptides, proteins, and nucleotides

Sequences with uncommon amino acids or uncommon nucleotides

Fusion proteins, genes, and nucleic acids

Multi component protein complexes

Cyclic peptides, peptide metal complexes, and peptide nucleic acid (PNA) sequences

Unparalleled update frequency

REGISTRY is updated daily

Flexibility

Import or cut and paste large sequences (up to 50,000 characters) from an electronic file
Use the common sequence file formats (ASCIl, GCG, and FASTA)

Security

128-bit encryption



1 Click the BLAST buttonon  Accessing CAS REGISTRY BLAST
the STN Express toolbar.
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2 Select the desired setup.
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BLAST splash screen is
displayed to indicate that
you are connected.

[~ Don't show this message in future

es Mo |

CAS REGISTRY




1 In the Results Set Manager
window, you can select a
report from a previous
search or click New
Search to conduct a
new BLAST search.

2 Click Similar Sequences.

Searching similar sequences

ég Result Set Manager

File

Edit Search Taools Help
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Mew Search Sequence Sequence |10 Fast BLAST

Aerts Profiles Help Exit

Manage and Review Re

sults

Repotts | alerts Reparts |

MHame

Type Created /

Status Results Reviewed

ELAST search for Dr. Smith

BLASTh |2004-10-06 10:14 AM

Complete 200

o

1 result (100 maximurm)

V=0 Resultsl

[Delete Resultsl

=10f ]

Select One:

Fast BLAST

Similar Sequences
Identify similar seguences using BLASTE.

Similar Seguences using Sequence |dentifier
o Use Sequence ID to specify guery in BLAST search,

Search a new sequence Using previous settings.

AsT
wed
Existing Alerts Profiles
Update vour existing Alerts profiles.

Cancell




3 Enter a name to track and
save the search results
and the searched
sequence. You can enter
the sequence by typing it,
copying/pasting it from
another application, or
"opening”, "inserting”,
or "reading" a sequence
from an existing file.

The limit for entering
sequences is 50,000
characters. Click OK.

4 Select a BLAST program.

gl

File Edit Help

Result Name {optional): Icoagulat,ion fact,m:l

Fecall Seguence | Read fram File... |
Sequence to be searched:

atggctoactocoocgytycagtogyyoc tyocogycatycagaacc taaagyocagacce agaagagﬂ
cotttyyagaggtyticasagyoattyacaatoyyactoayasaytyytLyccatasagarcatty
traacaagyasatoacaytyctyaytcaytytyacagtocatatytaaccaaatattatyyatcota
rtatcttyytygagyctocyoactayatctattayascotyyccoattagatyasacccayatcyct

atctooattoggagaagaasatccacagagacattasagogyocaacytootyotyte tgagcaiglj
1 »

Example #1: a nucleotide sequence
tococooctoctoo ctatgoaggt toococtggbgec aggocagogct gactotgoca
gactcattat cagoaaatct gygagasact gtcaggataa cotggtotgg
aggtagoctat gattatggtt gogcaccagoa gaaatcacch ggoagbgccc
ctytocactyt gatctatage aacaacaaga gaccctoygga catcoocthca

Example #2: a protein sequence
TWDOHLC GSHLVEALY SVIIVHE AKGLPRARAGAP GCVRAE LWLDGALLARTAPRAGE G
QLFWAERFHFEALPPARRLSLELRGLGPGEAVLGRYALALEELDAPRAPALGLERWF
PLLGAPAGAALRARTRARRLRYLEP SERYEELAEFLTFHYARLCGALEPALPA

OKl Cancel |

Program Selection - coagulation factor i

=0l

Mucleotide Query

BLASTn
Compare a nucleotide sequence against a nucleotide database.

BLASTX
Compare a nucleotide sequence translated in all reading frames
against a protein database.

IBLASTX
Compare a nucleotide sequence against a nucleotide database,
comparing translations in all reading frames.

3@ @

Protein Query

BLASTp
Compare a protein sequence against a protein database.

IBLASTn
Compare a protein sequence against a nucleotide database
translated in all reading frames.

® |2

Backl

Cancel




5 Select the entire database ~ EIESMEEUSREEREREETIIN =10lx]

or a database subset. @

Select Mucleotide Subsets:

= All Seguences

" All Referenced Sequences

" Referenced in at least one Patent document

" Referenced in a non-patent document

" All GenBank® Sequences

" EST- Expressed Seguence Tags

(" 5T5 - Sequence Tagged Sites

” G8S- Genome Survey Sequences

" HTGS - High Throughput Genomic Sequences
&l other GenBank® Sequences

[ Only retrieve sequences with 50 bases or less

ﬂl Elackl Cancell ‘

6 Specify the BLAST g
SetﬁngS, Enter the BLASTn Settings - coagulation factor @

maximum number of

. Additional Option Presets Basic Options
answers to be retrieved or S b
accept the default. Click J W Low Complexity Filtering
| | | K | | |
OK Fewer Answers —k More Answers Gueny Genetic Code; |E;tandard(1; LI
, . I~ Show Additional Options MaxNo. of Answers: | 2507 |
For more information on

BLAST settings, refer to
the NCBI BLAST web o] Bk cancel |

page:

www.ncbi.nlm.nih.qgov/
BLAST/




The Result Set Manager =10l
window automatically Al S SR A el
shows you the status of gg %) o |y E%a
= |
yOUf' search. If yOU C/OSe Mew Search Sequence Sequence [0 Fast BLAST | Aerts Profiles Help Exit
this window before the Manage and Review Results
search is complete, the
search continues to run

Reports | Alerts Reports

. Mame Type Created / Status Results Reviewed
in the background. You coagulation factor BLASTn [2008-06-11 10:18 AM |Complete 250 iI
can VieW the reSUItS after BLAST search for Dr. Smith |[BLASTn |2004-10-06 10:14 AM |Complete 200 s

Complete is displayed in
the Status column.

2 results {100 maximurm)

e Resultsl Delete Resultsl ‘

Results are kept in the table until you have 100 sets of results. When
you reach 100 sets of results, you have to delete one set before you
can conduct another search.



Viewing CAS REGISTRY BLAST results

1 In the Result Set Manager =1of x|

. . . Eile Edit Search Tools Help
window, right-click on the = =
set of results and select gg %D neh S Eaﬂ e
VieW Results New Search Sequence Sequence 1D Fast BLAST; Aerts Profiles Help Exit

Manage and Review Results

Repotts | alerts Reports

Mame Created / Status Results Reviewed
coagulation factor BLASTn |2008-06-11 10:18 AM| Complete =
BLAST search for Dr. Smith|[BLASTn |2004-10-08 10:14 AM|Complete

Wiew Results

Examine Query

Eename Result
SetlUp Alert

Dielete Results  Delete

=]

2 results {100 maximurm)

= Resulisl Delete Resultsl |

The BLAST results report File Edit View Search Tools Help

shows: Unigue Sequences: 144 Redundant; 82 Selected Results: 0
[~ Alignment Scores

e Number of sequences

in the reSU/tS [ Alignment Summary

e Alignment scores e ————

« Alignment summary ! i i il o
with each line j

representing an |
individual answer, and
the color of each line

Alignment Details

corresponding to the #0240 1e-60 (445360-37.9)1: PN WOO0B0051 SEGID: 1 unclaimed DNA ﬂ
score range [ [IT 240 1e-60 (405354-35.0)1: Pl WO224723 SEQID: 1 unclaimed DA
o Alignment details H O 240 le-sd (381999.01.8) GenBank AROT1308

H| T 240 le-60 (384412-58-2) GenBank ANS328
A 240 le-60 (386074-15.3) GenBank AR138377
4|0 240 le-60 (386074-17-5) GenFank AR138378
#0240 le-60 (3891859-15-5) GenFank 414113

I o e 0B T B0 R et (OGS E
Kl »
Cancell 8 ‘

Result complete.




1 Click the Sequences ID
button on the toolbar.

&

Sequence 1D

2 Enter the sequence
identifier to be searched

and a name for the results.

10

Searching by sequence identifier

5;3 Result Set Manager

File Edit Search Tools Help

= (=l

= 8|8 | = | & | H B

MNew Search Sequence Sequence |0 Fast BLAST | Merts Profilas Help Exit

similar Sequences using Sequence Identifier = |E||1|

Result Mame {optional): IM‘1

Seqguence ldentifier to be searched:

AFOTOE1T

Example Sequence [dentifiers:

330866-54-1 CAS Registry Mumber
a34245 GenBank Accession Mumber
AF070917 GenBank Accession Mumber

0K| Cancell ‘

Follow the same steps as for searching similar sequences:

Select the database or a database subset.
Specify the BLAST settings.
Run the search.

el N

Select a BLAST program in the Program Selection window.



1 In the Result Set Manager
window, right-click on the
set of results of interest
and select Set Up Alert.

Creating alerts

After you conduct a CAS REGISTRY BLAST search, follow these steps
to create a CAS REGISTRY BLAST alert:

1=TE7

File Edit 8earch Tools Help

Hew Search Sequence | Sequence ID | Fas BLAST | Mens Profiles Help Exit

Manage and Review Results

Reports |Alens Reparts

MName Created / Results Reviewed
coagulation factar i
BLAST search for Dr. Smith [BLASTn |2004-10-08 10:14 AM|Complete

Yigw Results

Examine Query
Rename Result
SetUp Alert

Delete Results  Delete

2 results (100 maximum)

Wiew Results Delete Results

i Create Profile i =173

Eile Edit Help

Prefile Marne: ||

Database IREG\STR‘( ~1 RunFrequency [wweery =1 Expiration: IJun*ZDUS -
I¥ Include previously refrieved sequences as they are updated Set E-mail Address

Selectthe steps you want to have as part ofthe profile ¢he first step is abways included)

I semuence search with the folloming parameters:

Result Name: coagulation factor
Frogr ASTn
Subsets: Patents
Hen-patents
EST
ST

G35
HTGS
Other GenBanks
Return Sequence Length: All
Low Complexity Filtering: On
Expectation ¥alu
Word siz

10
11
s
z

Open Gap
Extend Gap
Penalty for Mism

=3
Reward for Match: 1 -

< | r
Ok Cancel |

Define the options for the alert in the Create Profile window. Click OK.
Click Set E-mail Address to specify an e-mail address for sending the
alert results and for notifying about expiration dates.

CAS REGISTRY BLAST alerts are set to expire 1 year from the date
when they are created. If you provide an e-mail address, you will be
notified via e-mail that your alert will soon expire.
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1 Select the sequences for
which you want to get STN
data.

e Choose Edit > Select
All to select all
sequences.

¢ In the Alignment
Scores section, click
the bar for the desired
range to select the
entire range.

e Click the selection
boxes for individual
sequences or their
CAS Registry
Numbers® to select
individual sequences.

2 Click Get STN Data.

3 Click the desired option.
The Transfer all
alignment data for
postprocessing box is
checked by default so that
your BLAST alignment
data is saved and can be
combined with your STN
transcript, if you choose
fo create a report.

12

Getting STN data for BLAST results

File Edit “iew Search Tools Help

Unigue Sequences: 144 Redundant: 82 Selected Results: 0

[ Alignment Scares

™ Alignment Summary

e

1 k) &1 E) 121

L« [

Alignment Details

HI LT 240 le-60 (445350-57.0) 1: PhWOOR0R0951 SEQID: 1 unclaimed DA i’
H[OT 240 1e-60 (405354.35.0) 1. P WWOO224723 SEQID. 1 unclsimest DN
#7240 le-60 (381999.01.5) GenFank AROT190E

F 0T 240 le-60 (384412.557) GenBank AIS328

HI T 240 1e-60 (386074.15.3) Genbiank ARIATT

AT 240 le-60 (386074.17.51 GenBank AR13E3T:

AT 240 le-60 (389189-18-8) GenBank 14113

F| | SAR 1A SR PDEATIT £ A% S meDanle 04400 -
4| 3

Cance\l ‘,5|
Result complete
RI=TEY

Retrieve the following data:

é, Seqguence Records
éj Retrieves Sequences from CAS Registry

Reference Records
Retrieves CAPLUS References
Seqguence and Reference Records

Retrieves CAS Registry Sequences and
CAPLUS References

¥ Transfer all alignment data for postprocessing

Cancel




4 Enter a file name in
which to save the BLAST

alignment sequence data.

The data are saved in an
STN Express Saved
Sequences (.xss) file.

Aol
Save i I-ﬂ Trnscrpt LI il =

File name:

Save |

My Metwork

roagulation Factor
Places Files of Eype:  |=Th Express Saved Sequences LI Cancel |

Kote: Use of the saved information iS subject to copytight and data use restrictions

The standard STN logon procedure is initiated. Once an online
session is initiated, STN Express automatically enters appropriate
databases and conducts searches to obtain the results that you
requested in the Get STN Data window.

Note: You can create a report from the BLAST alignment data and
records from a transcript. For the data from an STN record to be
included in the transcript, it must first be displayed in STN. Be sure
to display any data that you intend to include in a report.

e Usea dis(glay format in REGISTRY that includes CAS Registry
Numbers™ if you want the BLAST alignment data included
within the REGISTRY records in your transcript.

e Conduct a search on the REGISTRY L-number from BLAST
results in CAplus™ and display records in the desired format in
order to include bibliographic data from the transcript in your
report. For example, if you want to include bibliographic
information and abstracts for CAplus records, display answers
in the BIB ABS format.

13



Creating a report with BLAST alignment data

1 Select the data to retrieve. 52 Get ST Data I [=] E3

Retrieve the following data:
To create a report that

merges transcript results
from your STN online
session with BLAST
alignment data, make sure
that the box Transfer all
alignment data for
postprOCGSSing is ¥ Transfer all alignment data for postprocessing
checked in the Get STN
Data window of the

Seqguence Records
Retrieves Segquences fram CAS Registry

Reference Records
Retrieves CAPLUS References

Seguence and Reference Records
Retrieves CAS Registry Sequences and
CAPLUS References

Cancell

BLAST search.
File Logon Query | Resulks Setup ‘Web Help
Browse Document, .. Chrl+5hift+B
2 Log OffSTN Prink Transcript..,
Edit Transcripk. ..
Expaort Transcript. .. Crl+5hift+x
3 Select Results > BLAST
D = Accounting. .. Chrl+A4
Report Wlth Allgnment Table Toal... Crl+5hift+T
Data. Report Tool... Chrl+shift-+R
BLAST® Feport with Alignment Data. ..
Predefined Reparts., .. 13
R-group Analysis Table Taoal... Ckrl+Shift+G

Create Analyze Plus chatt from saved data, ..
Edit Personal Dickionary. ..
Edit Data Group File...

Cpen... Chrl+0
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4 Select one or more x|
alignment data files in the Elniecl:i?r:gopheeolé[n;s\::eatlioggngspltj datafesthat yu have tarsfred o BLAST® by
Select BLAST Reports
window. Use Browse to Browse o Add |
Add to locate and add files.
Note that the default is set
to exclude alignments
longer than 1000 residues.
You may also choose
to include only the
REGISTRY data, only Do not include alignments longer than [1000
the bibliographic data,
or both. Click OK.

" Registiy " Bibliographic ¢ Baoth

ok | Cancel |

5 The first screen of the x|
Report Tool window shows
the Transcript portion of
the window with the last

The: tranzcript listed in the box below will be merged into vour report or table. Select a transcript
by clicking the ‘Browse' button and locating the transcript of interest,

Template |

tf'anSCfI,Dt that was Created. ﬂl Settings'ekh87\My DocumentshSTH Express 8.3\ Tmacrpthblast.trm Browse |
Use the displayed | Highing | Benove |

Selected Tranzcripts

transcript or click Browse _ Cover Page |
to locate the transcript you Header/Foater |

want to use. Fids |
Statistics |

Save Template | Einish < Back | Mext > I Cancel
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Select from the buttons on the left side of the Report Tool window.

Use this To...

button...

Transcript(s) Select one or more transcripts for the report

Template Select a template for the report

Content Define the content of the report

Highlighting Define highlighting in the report

Cover Page Define the content and format for the optional
cover page

Header/Footer | Define the content and format for the optional
header or footer

Fields Select and format the fields from answers

Statistics Define charts for the report based on data from

fields in the transcript(s)

For more information

Refer to STN Express Support & Training at www.cas.org.

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






