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Expression of K* Channel Gene MIRK in Muskmelon
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Abstract: A 1330 bp cDNA fragment of K" channel gene MIRK (Melon Inward Red ifying K* Channel) was isolat
ed from leaves of muskmelon ( Cucumis melo var. reticilatus Naud. ) . The nucleotide sequence and its deduced amino acid
sequence analysis displayed that the cDNA fragment was located in the 5—terminal of MIRK gene and contained six trans-
membrane segments S1— S6 and a GYGD( Glyx-TyeGlyAsp) motif. Phylogenetic analysis showed that MIRK was belonged
to the KAT1 sub-family and most close to the SIRK of Vitis vinf'era. The results of sem+ quantitive RFFPCR displayed
that MIRK was preferentially expressed in leaves and fruits, and also expressed in female flowers and shoots, but nearly
not expressed in roots, indicating that MIRK might play a key role in the muskmelon development.
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Fig.2 The hydrophobicty and orientation of MIRK from muskmelon are predicted by TMpred program
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The accession numbers are SKT1,T07651; MKT 1, AF267753; ZmK1,T(03939; SIRK, AF359521; KAT 1,S32816; KCT'2, AY79219;
KST'1,555349. ViK1, T12177
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Fig.3 Partial of deduced amino acids sequence of MIRK is compared with that of other potassium channels
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Tab.1 Transmembrane segments of the deduced amino acids sequence of MIRK
) ( N C )
Transm embrane Initiate amino Teminate amino Length of segment From of transmembrane
segment acid acid (number of amino acids) (from N to C)
1 70 90 21
2 103 121 19
3 139 163 25
4 206 226 21
5 250 267 18
6 284 306 23
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Protein accession numbers are SPIK, AJ309323; AKT6, CAA22577; MKT 1, SIRK ’
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