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p—
Exercise 2 Adding New Services

1 FHLiWeb r—EREMZSHEH

Mew servicas can be gathered fram anywhere on the wak

B ———
Goa to the DDBJ fist of avallable web services af:

hittes/ fambniguac o wed indes jip

Thews services were not designed for wse w Toverna, bot Toverna can wse
thesm 1f yem wpply the oddra of the WSO fils

Cliek an the DOBJ blawr wervics [heap (‘esdnigaeis Swndl/Blanwadl) and
eapy the web poge addren

Finding Blast

L

_ﬂ_ -
Finding Blast

L —— |
Select the 'Discover' tak and select ‘vies methad from the firsr
drog dewn meny
When you select it, ‘bicinformatics algarithm’ will appear in
the adjcining box. Scroll down this list to find "Similority secrch
algorithm, and then the subclass of this, BLAST
Lhaskc local alignment search tesl)

Salect BLAST ond dick “Find Sarvien’

The results ore all the annatated services that perform blast
analyses (there may be more un-crnotared ones!)

E2-1 —rvAoEEE-LY-oT,
B Web Hr—E AR R
Bioinformatics algorithm

» similarity serach algorithm

B — |
Select ‘searchSinple’ fram the st and loak af e detols
Lok ot the: sereiia deserition
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