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Study on ITS sequences of four kinds of
mangrove plants in Qiao island

WEI Ni-na, QIN Yi-yang, ZHANG Xiu-qun, WANG Chun-tao, JI Ke-ping
(Zhuhai Campus, Zunyi Medical College, Zhuhai 519041, China)

Abstract: The genomic DNA of the four kinds of mangrove plants were extracted from leaves by an improved CTAB method, the ITS
sequences were amplified by PCR with universal primers and the PCR products were direct sequenced. The length of the ITS1 of four kinds
of mangrove plants were 404 bp, 362 bp, 460 bp and 439 bp, respectively; the length of the ITS2 were 219 bp, 208 bp, 231 bp and 226 bp,
respectively. Submitted the results of the ITS sequences of four mangrove species to GenBank, then the Registry Number obtained.
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1 il E 44 Aegiceras corniculatum E&FFR il 644 QA121101 KC460264
2 A Bruguiera gymnorrhiza FAR R N QA121102 KC460265
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GATCGEC TCGCCGOG TCCCCCCGCCGTEGECAACAACC
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