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Abstract: A full-length ¢cDNA sequence of ZmCKXI1 (cytokinin oxidase/dehydrogenase 1) was
cloned by RT-PCR method from maize inbred line Zheng 58. The open reading frame of ZmCK X1
is 1 608 bp in length and encodes a prediceted protein of 535 amino acids, with a molecular weight
of 57 kD and pl of 5. 22. The alignment analysis of cDNA sequence showed that ZmCK X1 shared
69% and 49% identity with the TaCKXI and AtCK X ,respectively. The levels of ZmCKXI tran-
script accumulation were measured by quantitative PCR. The result showed that the expression
level of ZmCK X1 was increasing gradually with the extension of pollination time in ears. The ex-
pression pattern of ZmCK X1 was underdominance in maize elite hybrids Zhengdan 958 and Anyu
5. The result suggested that ZmCK XI might be a heterosis-associated gene.
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