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Abstract: The intergenic region of trnlL and trnF was amplified by PCR for 24 samples of Iris. The lengths of the
segments varied from 1 003 bp to 1 113 bp,of which 954 bp was compared. The number of the evolutionary loci was
106, including 92 transpositional loci and 14 missing ones,which was 11.11% of the compared lengths. Their relation—
ships were performed using software DNAMAN. It showed that all the samples were divided into two parts. The first
part included two groups,one was I. lactea from Taipu, Xiwuqi and Wulumugqi, the other included [I. tigridia, I. san—
guinea and I. halophila. The second part included two groups. One group included I. lactea from Beijing, Minqin,
Guyuan, Taishan, Wuwei and Zhuozhou, I. dichotoma and I. proantha. The other group included I. tectorum,I. collettii,

I. germanica, I. pumila,l. dichotoma,l. wattii,I. foetidissima and I. ungiucularis.
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Tab.1 The sources and codes of Iris
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Fig.1 The phylogenetic tree reconstructed for Iris based

on the sequence of the frnL-F intergenic region
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Fig.2 The homology-tree reconstructed for Iris based

on the sequence of the trnL-F intergenic region
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