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PHYLOGENETIC ANALYSIS OF PUTATIVE PLANT POTASSIUM

CHANNELS BELONGING TO TPK FAMILY

 S.V. Isayenkov, D.O. Samofalova

The bioinformatic sequence hunting of putative TPK-cahennels and

summarizing of phylogenetic diversity TPK family were conducted. By application

of wide range of bioinformatic tools and online services the comparative analysis

and aminoacid sequence alignment of putative TPK-channels were performed.

After secondary analysis of pore domain architecture the 157 sequences of TPK-

channels from different plants species were selected. The further cladististical

analysis of selected TPK sequences exhibited division of TPK family on four

different clades.

Key words: two-pore potassium channels ( ), TPK-channel domain

architecture, cladistical analysis, phylogenetic tree
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