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®. GenBank (http://www.ncbi.nlm.nih.gov/genbank/)

. European Molecular Biology Laboratory (EMBL) (http:/www.ebi.ac.uk/embl/)

en. DNA Databank of Japan (DDBJ) (http://www.ddbj.nig.ac.jp/)
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gutiayalilsiin (Protein Database)
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Pfam, Jpred WWas PDB

msuBeuifisuaiauiianale Mavsaataunsaazilu (Sequence Alignment Wag Blast)
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A15ANEIAIHANANENI9ATRUINTT (Fud n1siSeuifisuanumiian (dentity) WiBAIINARTE
(similarity) 289817 URaAA L8 ivdadfunsnezdin nsBsuifsusdufandlandniaanaunsnes
a' 1 [
Al wiveandin e wuu

®. Pairwise sequence alignment (PSA) Aa N15LU38LTIEL o sequences

. Multiple sequence alignment (MSA) A8 N19iFaLifigusINNd o sequences w1l

Basic local alignment search tool (BLAST)

Tusunsn BLAST fiunnsvin PSA uuy local Tnzassit sequence filHarnnianaaas (query) s
Wasuifieuiuusias sequence AifiTuguiiaya (target) Tsunaw BLAST Ysznaudaalusunsudandas
Tt nucleotide BLAST (BLASTN), protein BLAST (BLASTp), BLASTx, tBLASTN ua tBLASTX

Multiple sequence alignment wae Phylogeny
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Multiple sequence alignment funisdeudisuanduiandle mdniaandunsaesfilunanndn

oo 1A v A

aaedrdudnll Tas3suifsufiasdifonigidaanndeafefiunniigauazionnidedeiy
mnaiy fuszlaminennnn i wWisuifleumanumezeying (conserved sequence regions) WA
motif wazAisnsfsduduradTamnisrasdurialusfuusiazeia i@ Ansng q T8 (phylogenetic
analysis) Tusunsufinanlddansy multiple sequence alignment A Clustalw

(www.ebi.ac.uk/Tools/msa/clustalwie/)
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