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L/ HARhE g1k
- RO, RO
(Sequence alignment and Analysis of the phylogenetic tree)
EH AR B
ProtParam (Analysis of physicochemical properties of protein) (http://web.expasy.org/protparam)
B REER T .
SOPMA (Analysis of protein secondary structure) (https://npsa—prabi.ibep.fr/)
, R = HEES R T .
Swiss Model (Three—dimension structure of the protein) (https://www.swissmodel.expasy.org/)
5 DR 2 2 1 PO 2 A B . .
NCBI (The domain of a protein encoded by a gene) (https:/fwww.nebi.nlm.nih.gov/)
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