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Abstract: High-affinity potassium transporter( HKT) is involved in K*/Na” transportation, and plays an important
role in adaptation to abiotic stress. The classification of HKT gene family, HKT protein subcellular localization, transmem-
brane domain, and tissue expression pattern in cotton were systematically analyzed by bioinformatics in this study. Eight
HKT genes were identified, and all proteins encoded were localized on the plasma membrane, with 7-10 transmembrane
domains. Phylogenetic tree revealed that 8 HKT genes could be divided into 2 groups, and identical or similar motif type
and transmembrane domain were found in closely-related branches. Only GrHKT1 ;1 and GrHKTI ;2 were differentially ex-
pressed in Gossypium Klotzschianum subjected to 200 mmol/L NaCl treatment for O h, 3 h, 12 h, 72 h and 144 h.
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Table 1 Summary of the identified HKT gene family in cotton
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Fig.1 The first transmembrane domain sequence alignment of

HKT proteins in cotton, Arabidopsis and rice
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Fig.3 Phylogenetic tree of HKT gene family in cotton
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Fig.4 The motif compositions of the HKT protein family ( A ) and the transmembrane domain(B) in cotton
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Fig.5 The expression patterns of HKT genes in salt-stressed cotton Gossypium klotzschianum
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