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Command vs web interface

Web interface can cross-platforms.
vs

Command mode can create pipeline.
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Splicing site can be predicted in silico

Database
search

Pairwise 
aignment

Collect related
EST seq.
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Lego-like “workflow” system can 
create a large amount of combinations

The users may spend less time in learning 
biocomputing, but they will be able to re-

run these modules to save their time
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Commonly used program packages

• GCG (commercial, need an account), 
http://gcg.nhri.org.tw/

• BCM launcher, 
http://searchlauncher.bcm.tmc.edu/

• Biology workbench, 
http://workbench.sdsc.edu/

• EMBOSS, 
http://binfo.ym.edu.tw/emboss/Apps/
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http://saw.ym.edu.tw/

~ 140 programs
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Jemboss can also cross platforms

It’s easy to manage sequences in Jemboss, 
but you need to have an account on server.
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How to learn a program package?

• Program selection
• Sequence management
• Parameter setting
• Data interpretation
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The usual way to select a program

• List by function
– Sequence format conversions
– Sequence alignments and comparisons
– Search genes and coding region
– Pattern search and discovery
– Protein sequence analysis
– DNA sequence analysis
– Structure analysis
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Problem-Oriented 
Sequence analysis 

Tools (POST)

cDNA 
cloning

簡 介
標準分析
個案分析
程式類別
參數設定
結果分析
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EMBOSS example
Supported by “Program to promote academic excellence”
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How to learn a program package?

• Program selection
• Sequence management
• Parameter setting
• Data interpretation
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How to use a sequence?

Sequence search
Cut and paste / browse

Specify a sequence name
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Databases installed

# Name Type ID Qry All Comment 
# ====  ==== == === === =======
demo_p P    - - OK  demo amino acid sequence fasta

file direct access with no index
sprot P    OK OK  OK Swissprot native format with 

EMBL CD-ROM index 
demo_n N    - - OK  demo nucleotide sequence fasta

file direct access with no index
refseq N    OK - - Genbank ACs 
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The fasta format

>FOS_HUMAN P01100 P55-C-FOS proto-oncogene protein (Cellular
oncogene C-FOS) (G0S7 protein). 
MMFSGFNADYEASSSRCSSASPAGDSLSYYHSPADSFSSMGSPVNAQDFCTDLAVSSANF 
IPTVTAISTSPDLQWLVQPALVSSVAPSQTRAPHPFGVPAPSAGAYSRAGVVKTMTGGRA 
QSIGRRGKVEQLSPEEEEKRRIRRERNKMAAAKCRNRRRELTDTLQAETDQLEDEKSALQ 
TEIANLLKEKEKLEFILAAHRPACKIPDDLGFPEEMSVASLDLTGGLPEVATPESEEAFT 
LPLLNDPEPKPSVEPVKSISSMELKTEPFDDFLFPASSRPSGSETARSVPDMDLSGSFYA 
ADWEPLHSGSLGMGPMATELEPLCTPVVTCTPSCTAYTSSFVFTYPEADSFPSCAAAHRK 
GSSSNEPSSDSLSSPTLLAL 
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Data Warehouse: SRS6

http://srs.ym.edu.tw/srs6/

http://srs.ym.edu.tw/srs7/
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How to learn a program package?

• Program selection
• Sequence management
• Parameter setting
• Data interpretation
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How to use “help”?

• Function
• Description
• Usage
• Command line arguments
• Input file format
• Output file format
• Data files
• Notes
• References

• Warnings
• Diagnoistic error messages
• Exit status
• Known bugs
• See also
• Author(s)
• History
• Target users
• Comments



YM-Biochem

Command line arguments

Mandory qualifiers
Optional qualifiers

Advanced qualifiers
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How to learn a program package?
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Graphic files
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