ITS
R, EE, x| W, EEMR
(L. ,
2. , 524100)

WE: SRR T AR E 3R R W69 ITS1 F= ITS2 2 B 49 5%k 28 . Fe G+C &&,

HatigsE REPOATS

, 524025;

4= & L4 £ Genbank

Ly 9 A EMIAG ITS F 7\ BATIER, AR TR 3 A EMMGALREXA. FISHERE
7, 3AFIE I 69 ITS1 69K JE A 205 bp~209 bp, G+C A& % 37.6%~45.5%, ITS2 &9 K & 4 192 bp~226 bp,
G+C & F A4 45.1%~50.7%, #|/ MEGA4.1 3t Fig i3 B K T ITS1 A= 1TS2 A B 49 -F ¥ R &
2R A 0.097 F2 0.200. FF ITS1 F= ITS2 49 NJ A LR AR R T i, & BB T fe At 49 238,
R KB, BAGRI R VAR B, R IE IR AR KA,

KHEIR: R ITS LB, 2HAAE £
PESES: Q959 XRAFRIRAD: A

(Porites link)
(Anthozoa),
(Poritidae Gray)

(Cnidaria),

(Scleractinia),

(1

[1]

ITS(Internal Transcribed Spacer) ,

) DNA
(3]
s ITS
¥ Sanchez ! McFadden * Forsman
ITS
, (Porites pu-
koensi), (Porites nigrescens)
(Porites lutea) , 3
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1.1 ##
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3
, ,—20°C
1.1.2
dNTPs; PCR ; Taq Takara
C
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1.2.1 DNA
(10] DNA, 4°C
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PCR 25 uL, 10xBuffer( mg*")2.5 NJ ,  kimura
uL, dNTPs 2 pL, 1 uL, rTagDNA 25U, 12 ,
DNA 100 ng 1 95C 4 min, ITS1 0.011~0.231,
94°C 30s,50C 30s,727C 2 min, 4 0.097 NJ 3,
, 94°C 30s,56°C30s,72C 2 min, 30 3 ,
, 72°C 10 min 1% ITS1 3 ,
, PCR , 2
123 (D
MEGA 4.1(molecular evolution genetic 2.2 B FITS2 A B &4 3+ 18] BAEFE D
analysis, Version 4.1) (NJ ) Bootstrap é}*’fﬁﬂﬁﬁé]\*ﬁ’
2000 ITS1  ITS2
3 ITS2 GenBank
» (gap) ’ 9 ITS2 NJ ,
kimura 12
2 gg 23 ( 2) ITS2 0~0.489,
0.200 ITS2 NJ
21 AT ITSL AR R W4 B F i) d 44 3
32 B A A R AT o
Krima2-Paramenter ,
( D), MEGAA4.1 3 ,
ITS1  GenBank 9 ITS1 (2
F 1 EFITSIEREMEMB B EREES
Tab. 1 Genetic distance among Porites Link according to 1TS1 gene
1 2 3 4 5 7 8 9 10 11 12
1
2 0.050
3 0.056 0.016
4 0.044 0.016 0.011
5 0.091 0.067 0.067 0.062
6 0.056 0.033 0.039 0.033 0.033
7 0.079 0.085 0.091 0.079 0.123 0.091
8 0.056 0.033 0.039 0.033 0.033 0.000 0.091
9 0.050 0.011 0.027 0.016 0.068 0.033 0.086 0.033
10 0.210 0.175 0.196 0.182 0.231 0.202 0.254 0.202 0.161
11 0.135 0.135 0.135 0.123 0.161 0.129 0.189 0.129 0.122 0.202
12 0.040 0.005 0.022 0.011 0.062 0.027 0.079 0.027 0.005 0.168 0.129
3 ik Nu-Weil'?  Chen!!™ ITS
, , ITS1
, , ITS2
ITS2
ITSI ITSZ [14-15] [16] [17-18]
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{ Porites annae

70 Porites evermanni
{ Porites monticulosa
97 Porites rus
Porites brighami

93 68— Pporites randalli

Porites compressa

Porites cylindrica
54l Porites duerdeni

@ Porites puk oensis

@ Porites lutea

@ Porites nigrescens

1 Kimura ITS1 NJ

Fig. 1 Neighbor-joining tree topology constructed on Kimura two-parameter distance matrix using ITS1 entire region in
Porites Link

®2 ETITS2 RRMEMHEFEIREIERS
Tab. 2 Genetic distance among Porites Link according to ITS2 gene

1 2 3 4 5 6 7 8 9 10 11 12
1
2 0.255
3 0.255 0.000
4 0.254 0.006 0.006
5 0.089 0.230 0.230 0.229
6 0.063 0.214 0.214 0.213 0.031
7 0.214 0.240 0.240 0.232 0.230 0.190
8 0.063 0.230 0.230 0.230 0.031 0.012 0.206
9 0.254 0.006 0.006 0.000 0.229 0.213 0.232 0.230
10 0.413 0.246 0.246 0.238 0.373 0.363 0.450 0.363 0.238
11 0.152 0.372 0.372 0.372 0.182 0.167 0.303 0.167 0.372 0.478
12 0.076 0.222 0.222 0.221 0.012 0.018 0.241 0.018 0.221 0.353 0.182 0.222
85 Porites
L Porites evermanni
Porites monticulosa
53 SIl—— Porites rus
Porites brighami
SIL— Porites randalli
Porites duerdeni
% Porites cylindrica
o Porites compressa
@ Porites pukoensis
@ Porites lutea
@ Porites nigrescens
2 Kimura 1TS2 NJ

Fig. 2 Neighbor-joining tree topology constructed on Kimura two-parameter distance matrix using ITS2 entire region in
Porites Link
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Stylaraea (221
ITS1  ITS2 Porites monticulosa
Porites rus , Porites monticulosa
Porites rus ,
, Porites
monticulosa  Porites annae 0.033,
Porites rus Porites annae
0.033, , Porites monticulosa Porites rus
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Phylogeny analysis of Porites link in Xuwen using its gene
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Aquatic Economic Animal, Regular High Education Institution of Guangdong Province, Zhanjiang 524025,
China; 2. Xuwen National Coral Reef Nature Reserve, Zhanjiang 524100, China)
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Abstract: The obtained ITS (internal transcribed spacer) sequences of 3 species in Porites by PCR technique were
analyzed by MEGAA4.1 software to get base composition, G+C content and phylogenetic relationship with ITS gene
of other 9 species uploaded to Genbank, The results showed that the ranges of ITS1 and ITS2 of the tested 3 species
were 205~209 bp and 197~226 bp, and the ranges of G+C content of ITS1 and ITS2 were 37.6%~45.5% and
45.1%~50.7%. The average genetic distance based on ITS1 and ITS2 were 0.097 and 0.200 respectively .The
NJ-based phylogenetic tree based both ITS1 and ITS2 shows that Porites nigrescens at the base of evolutionary tree,
is a primitive group, Porites pukoensis is an evolutionary group and Porites lutea is a transitional group.
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