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Analyses on the types of copy and evolutionary
relationships of ITS sequence of Phormidium

JIAO Shu-Jing, HUANG Xian-En, GU Qing, SHI Quan-Liang”

( School of Biology and Basic Medical Sciences s Soochow Univercity s Suzhou 215123, China )

Abstract: The coevolution of the ITS sequences hasn't been fully accomplished leading to multiple types of copy in cy-
anobacteria, while the distribution rule of ITS copy in cyanobacteria are unclear. We used Phormidium strains picked
up from Suzhou districts and 12 other strains selected from Genebank as the materials to study the characteristics and
the evolutionary relationships among different types of copy. The results showed that the PCR product of ITS of
Phormidium had single band (i. e. ITS-IA type or ITS-I type) or two bands(i. e. ITS-IA and ITS-N type) ,and ITS-
IA was the most popular type in the materials used in this study; the phylogeny analyzed results indicated that ITS-
IA type and ITS-I type were distributed in different groups respectively,and the ITS-IA group appeared earlier than
ITS1 group. Thus we proved that ITS-I type was evolved from a deletion of tRNA" coding region of ITS-IA type,
and ITS-TA type should be the basic structure of ITS copy of Phormidium.
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Table 1 List of cyanobacteria used for the analyses of ITS
. Gt il e=s %A K

P4 Species :

Code Accession No. Type of copy Source
Phormidium sp. 6A10 J1 KF681511 I NP
Phormidium sp. 7B10 J2 KF751350 1A A Hh R A
Phormidium sp. 7D6 J3 KF681512 1 7K Ml R 4R
Phormidium sp. 8B8 J4 KF751351 1A 7K iR 4R
Phormidium sp. CCMEE327 J5 AM398945 1A Genbank
Phormidium sp. OL S12 J6 AM398967 1A Genbank
Phormidium sp. OL S6 J7 AM398978 1A Genbank
Phormidium sp. OL 75 J8 AM398961 1A Genbank
Phormidium sp. OL sphere J9 AM398974 1A Genbank
Phormidium priestleyi ANT. LG2. 4 J10 AY493641 1A Genbank
Phormidium priestleyi LH66. 1 J11 JF269172 1A Genbank
Phormidium irriguum f. minor ETS-02 J12 FN813339 1A Genbank
Phormidium cf. irriguum CCALA 759 J13 FNS813340 1A Genbank
Phormidium murrayii ANT. LPE. 1 J14 AY493630 1 Genbank
Phormidium murrayii ANT. LPE. 2 J15 AY493631 1 Genbank
Phormidium sp. CCAP 1462-11 J16 AM398946 1 Genbank
Microcoleus vaginatus clone 205-4C % J17 AF363936 IA Genbank
Microcoleus vaginatus clone 205-5D * J18 AF363937 IA Genbank

#: IA=16S rRNA-tRNA"-tRNA*-23S rRNA, 1=16S rRNA-tRNA™-23S rRNA, 5 » {55 Jy 4r A H#EF 51 .
Note: IA=16S rRNA-tRNA™-tRNA"-23S rRNA, 1=16S rRNA-tRNA™-23S rRNA, the squences with snowflake symbol are outgroups.
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Fig. 2 MP tree by using the lack treatment
(CI=0.781; R1=0.830)
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