34 1 ( ) Vol 34Nao 1
2011 3 JOURNAL OF NANJNG NORMAL UN VERSII'Y (Nawral Science Ed iton) Max 2011

FF 16S tRNA FI 16S-23S rRNA
32 [K] 18] B [X 7 A1 R0 ffi A2 A
7K A 2 T A B R 1) 2R 48 A R A

BB OFLE X EARE KRE

(1 , , 222005)
(2 , , 210046)
L] . 165 RNA
23S 1IRNA 16S RNA  16523S RNA (ISR ).
G enB ank s PAUP M Bayes
Spirgplasn a erio
cheiris ( ) Spiroplasna sp CRAYFISH ( ) Spiroplasna sp SHRIMP( )
) ( )Spirgplasna m irun s
Spirgplasna sp. CR-1 ( ) Spirgplasna sp CNR-1( ) Spioplasma sp CNR-2( ) Spiwplasna sp
CAN-1( ) Spirgplasna sp CRW-1( ) Spiroplasna sp CH-1( ) Spiroplas
ma sp M10( ) , , 3 Spr
roplasn a penaei . , s
[ ] , 16S RNA , 165-23S RNA ,
[ 10Q939.1 [ 1A [ ] 1001-4616( 2011) 01-0096 06

Phylogenetic R elationship of T errestrial and
A quatic Spiroplasm as Inferred Fran Their 16S IRNA and
16S-23S rRNA Intergenic Spacer Region Sequences

BiKemn, GuW ef, WangWen’, Yan Binun, Zhang Xaojun

(1 JangsuK ey Laborabory of M arine B oiechnobgy, College ofO ceaneering H ua thai hstitute of T echnology, L anyungang 222005, Chna)
(2 Jiangsu K ey Laboratory frB bresource and Technology and Jingsu Key Laboratory or A quatic Custacean D iscases

School of Life Sciences Nanjing N omalUniversiy, Nanjng 210046, China)

Abstract The d seased E riocheir sinensis Procambarmus clarki and P enaeus vannam eiwere colkcted from fam ponds n
Jiangsu province The 165 RNA and intergenic spacer region sequences were anp lified and sequenced using the con-
served prines of 16S and 23S RNA gene sequence for spirophsma The obtaned sequences were aligned canbined
with the han obgous sequences of alnost all species n the genus Spimplasma. The alignm ent resu lis were analyzed by
maxmum lkelhood and Bayesian m ethods The resultswere as folbws all spirop lasn a stains from freshw ater custace
ans Spiraplasn a eriocheiris (E riocheir sinensis), Spiroplasna sp. CRAYFIH (Procanbams clarki), Spiroplasna sp

SHRMP (Penaewsvannanei), were strictly clistered as a phylogenetic clade and showed amore cbsely phylogenetic
re htionsh p w ih Spimp lasma mirun than Spirgplasna sp CR-1 (Brassica canpesiris), Spioplasma sp. CNR-1 (Brasst
ca campestris), Spirgplasna sp CNR-2 (Brmssica canpestris), Spirgplasna sp CAN-1 (Rhododendron simsii), Spiro
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plasna sp CRW -1 (Oxalis conym bosa ) and Spirplasna sp CH-1 (Ap ismellifera), Spirmplasma sp M 10 (Apism elljf-
era ), as well asSpiroplasna penaet The cbsely rehted species of the spiwplasm a strains from freshw ater crustaceans
was not the spiop hsma fiom terrestrial p hnt insect or marine P enaeus vannan ei but Spirep lasna m ium.
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The maximum likelihood (ML) and Bayesian (BI) tree based on the 168 rRNA datasets. Mycoplasma hominis was used as

oufgroup. Numbers above branches are bootstrap values and the numbers below branches represent the posterior probability values of

the Bayesian analysis
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Fig.2 The maximam likelihood (ML} and Bayesian (BI) tree based on the ISRs datasets. Mycoplasma hominis was used as outgroup.
Numbers above branches are bootstrap values and the numbers below branches represent the posterior probability values of the

Bayesian analysis
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