bW RFEER

JOURNAL OF SHANGHAI OCEAN UNIVERSITY

F20HBF2H
201143 H

Vol.20, No.2
Mar.,2011

NXERS: 1674 -5566(2011)02 -0173 -06

T4 E 8 B-actin EE cDNA JF RS FEGEBENET N

EEA, £ X', & #

(LADPRZE EaPlls, N7 KR 0300065 2. Frh=ERe, I HH 030600)

 =E: A RT-PCR H AR, ¥ 3 T K /L 4 & %& ( Sinopotamon
yangtsekiense) B-actin 228 Jr Bt , W ¥ £ 456 GenBank ¥iiE PR
( Callinectes sapidus) SR H4 A& (E. sinensis ) . B H1 %8 ( Gecarcinus
lateralis) ., ¢ 11 #& ( Neohelice granulata) . % ¥ #8 T % ( Portunus
pelagicus) SEZ H B (Scylla serrata) 6 FHEER IR FFFIHLTHLEL. &
REBR:FEK 338 bp By B-actin FIRFFFIHA 115 MERAR 57
AN ERREERN R T BRI T REFMEMN1.6% 2] 25.3%,
A LB M 0. 740 2] 4. 050, KRG F BT R T B R%EX
RIRIE, KITEREMME . R OB RE X REOT, M HEEEEM
TWERTEXRBIE. AN BN MLEEET S FREN, B2 T
HRRRINEE . RERTAOMBRARILEREAMER—X, 5
HEBFERNRERRIL, MIFRERMU L BF. BETFEMT
BRTEERE &, ASNRTHERE &, BN ER KO
BRAE—&, 5EEESESLRGEMAERR.

HREA: BRHA T RILEER
BH Bactin B H, Al 5% %
PCR $ Rk 5 I 5 5 cDNA Jp
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FEth B 150 GO415418, #a
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MR THET Bacin RERFIN
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B DR RAR B R ZE L LA 0 SR A K
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actin 2 H E 43I FHES IS B, ST E L& 2% 8-
actin EEM LB E A TEREERLE, &
FEHREBEPRANDITRELR L, WHEEY
FIBEALNT B R R R B T 4 FIER

1 BRI
1.1 KW

KEWARZ KRN G LERITER
B(UTHARBRE”), BTEEEKKE(130
cm X 50 cm x60 cm) PR FE, KAHBRS48h i H
KK, KR 16 ~20 C, HEHEMER/NER—F
CFHREN 16.32 +£3.22 ¢) M BSE% HiE K
TR FRIMAE R T RNA 4251,

SR ET A EEE ;0. 1% DEPC (B ER —
L)  Tiangen TRNzol i 7] | 57 5 & BR AN, #R AN
By &4 .cDNA synthesis kit ( TaKaRa) . Taq B,
1.2 RNA $2E

R TRNzol 1250 i B B HEAT8RAE , —FR 4020
TRASORA L O e ™ o BRBUT B9 RNA B8 @A
DNase Mix ( f1,3#% Buffer, RNase Inhibitor, RNase-
free DNasel ) ,37 CIiBHE 20 min, £ RNA F1i4 &
¥ DNA,

1.3 ¢DNA &5

BULLAEZHZR RNA A5 2 L, Oligo dT Primer
(50 uM)1 pL,dNTP 1 pL,RNase free H,0 10.5
WLIE5), T 65 TR 5 min, L HIVKIA 2 min, fi
AR DNA 4 L E IR AW 5. 5 uL(& 5 x
Buffer 4 pL, RNase Inhibitor 0. 5 pL, PrimeScript
RTase 100 U) ,1B5), W& E.L,42 CIHEF 1 h,70
C 15 min {5 1E RN, T -20 CHH
1.4 B-actin EFY R NFF

M GenBank 18 REEH) B-actin ZEHFF,
HRSFRS , HIRITHR R IE5 Y008 BT
5'-GCC TCY GGY CGT ACC ACT AGT AT-3',F
#3]#7:5'-CGG AAN SKY TCR TTR CCG ATS
GTG ATG A-3',H+¥.Y=C/T,R=G/A,K=G/
T,S=G/C,N=A/T/C/G, i LETAEY TR
HRATAR ™ . PCR KBRS W94 CHAE
#: 2 min,94 CASH: 40 5,50 CiBk 40 5,72 CHE
4150 s , 3847 32 MEH, &S5 72 CHEIEM S
min, B{5 pL PCR 3™ 2% BRIRHEBERL
WA, FARKE s BRRRpELiL E ik PCR =47, B
pGEM-T #{A 75 & )5 , TaKaRa Biotechnology 73 &)

SERGI R, W P 5| ¥ 8 R 51 9 M13 - 47, 1
{¥ % ABI prism 377XL,
1.5 HESH

W R REER Batin EE F K S
GenBank (4 ¢ v 45 F& 28 ( Brachyura ) i) [F] I8 5
FIBEATHEF A AR . RA Mega 4 SME 34T
FIEIPREELH AN 257 B 2 W B R R A
HetbfE, SPHEIE (neighbor-joining, NJ) 7347 F
Kimura SR EUL R ZBE RS , B 5 51 9 5%
B R S 3 R S A, B BR ok 2k 5 | 2 #)
AR, R AEL A Bootstrap ) I T A 1 R AL
WX HERFE, BEMENRECH 1 000 K,
B RS/ EE (Maximum likelihood , ML) {ifi Fj PAUP
4.0bl0 #A4:, criterion 1% B 4 likelihood , R 2 %
4 3, Bootstrap &3 1 000 & ~27,

2 5HR

2.1 Bk

PCR 7245 DL 2000 ladder Ff 2% BIBE I
HER R Fl TR LB S, AN 1 T, PR AR TR R,
K/NEg 350 bp, £ IS AL T, 25 B 8RR 2
F73 , 3454 338 bp HJRE B-actin EHFF, B
PRILIE 2 BT AR Sinopotamon 73] , 1F 51
B #2323 GenBank , B 355 GQ415418

E1 KTHEZEE O B-actin EE PCR = HE ikE
Fig.1 PCR product of g-actin gene partial cDNA
sequences from the heart of S. yangtsekiense

2.2 FOISH

Fl DNAMAN & 7 X+l % B B & B-actin FEH
5 GenBank (3 o S K HY B-actin 2 75
BEATIOLHET , 4R Bl i R & B-actin £H
338 bp Ky [F ¥R 5 51, HE 6 & o A v 15 &
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Sinopotamon GO TCC GGG TACCAC TGS TATCGTGC TCGACTC THGAGACGGCGTCACCCATACCGTC
Callinectes GCCTCCGGCCGTACCACCGGTATTGTGCTGGACTCCGGTGACGGCGTCTCACRACACTGTC
Eriocheir GUCTCCGGTCGTACCACTGGTATCGTGUTC GACTC TGGTGACGGTGTC TCCCACACCGTS
Gecarcinus GCCTCTGGCCGTACCAC TGS TATAGTGC TCGATAC TGGAGATGGTGTTACCCACACCETC
Neohelice GCCTCTGGCCGTACCACTGGGATCGTGC TCGATAC TGGAGATGSTGTTACCCACACTGTT
Portunus GUCTC TEGCCGTACCAC TG TATC G TGC TC GATACTGETGATGGTGTCACCCACACCGTS
Scylla GCCTCTGGCCGTACTACTGGTATCGTGC TCGATACTGGTGATGGTGTTACCCACACCGTE

TEEEET OXFT OFFREET OFEF OFE OFE OXTEETE OEF *F OFEF OFE OFE OEX E T A
Sinopotamon CCCATTTATGAAGGTTATGC TCTCCC TCACGCCATCATGCGTC TGGAC TTGGC TGETCEC
Callinectes CCCATCTACGAGGGATATGCCCTTCC TCACGCTATCC TECGTTTGGACTTGGC TGHCCET
Eriocheir CCCATCTACGAGGGCTACGCCCTGCCCCACGCCATCCTGCGTCTCGACCTGGCTGGCCGT
Gecarcinus CCCATCTATGAAGGTTATTGCCTTCC TCACGCCATCCTGCGTCTOGACCTTGCTGGTCGT
Neohelice CCCATCTACGAGSGTACTGGCCTTCCCCACGCCATCCTTCGTC TCGACCTAGC TGHACGT
Portunus CCCATCTATGAAGGTTACTGCCTTCCCCACGCCATCC TGO GTC TCGACCTGGCTGHCCGT
Scylla CCCATCTATGRAGGTTACTGCCTTCCCCACGCCATCCTGCGTC TCGACCTCGCTGRCCGT

TEEEET OFF EF K% TEOEF OFEFEFT O FEE X FFE OF OFEE K OFEFEET KX
Sinopotamon GATCTGACAGACTATCTCATGAAGGTTATGACTGAACGAGGCTACTCCTTCACTACCACA
Callinectes GACCTTACCGACTACCTGATGAALATCCTGACCGAGC GAGGCTACACCTTCACGACCACC
Eriocheir GACCTCACAGAC TACC TGATGAAGATCCTGACGGAGC GAGGC TACACCTTCACGACCACC
Gecarcinus GACCTGACCGCC TACC TCACCARGATCATGAC TGAGEGTGGCTACTCCTTCACCACTACS
Neohelice GACCTAACTGCTTATC TCATGAAGATCATGAC TGAGCGTGGC TACTCCTTCACCACCACS
Portunus GACCTGACTGCC TACC TCACCALAGATCATGACTGAGUGTGGCTACTCCTTCACCACCACG
Scylla GACCTGACTGCC TACC TCACCAAGATCATGACTGAGCGUGGCTAC TCCTTCACCACCACS

o T OFF N T * THEHEFE FF FHF OFAFEEITT O FEIFEEEEY OFF OAE
Sinopotamon GCAGAGCGTGAGATCGTTCOTGACGTCARGGAGALGCTCTGTTATGTTGCCCTTGACTTT
Callinectes o CGAGCGAGAAATCGTTC G TGACATCAAGGAAAAGE TG TGC TACGTCGCCCTGSACTTC
Eriocheir GO GAGT GAGALATCG TGO GAGACATCAAGFALAAGC TG TGC TACGTGFCCCTCZACTTC
Gecarcinus GCUTGAGCGAGAAATCGTCCGTGACATCAAGGALAAGC TTTGCTATGTCHITCTTZACTTC
Neohelice GCTGAGCGAGAAATCGTTCGAGATATCAAGGAGAAGC TTTGCTATGTTGCTCTCGACTTC
Portunus GUTGAGCGAGAALTCGTTCGTGAC ATCAAGGAGAAGC TCTGC TATGTCGCTC TTGACTTC
Scylla GeTGAGC GAGAAATCGTTCGTGACATCAAGGAGAAGETTTGC TATGTCGCTCTTGACTTC

TR FAFTAFTT FTHF OFEXAAT /F OFE FAAAEAT FAFTEFT FE AT FF OFEX XX FRERN
Sinopotamon GAGRACGAAATGGCTCAAGCTGCTGCCTCGACCTC TCTGGATAAGTCCTATGAGTTACCC
Callinectes GAGCAGGAGATGACCACTGCCGCTTCTTCC TCC TCCCTGGAGAAGTCTTACGAGZTTCCC
Eriocheir GAGCAGGLAATGACCACTGCCGCGCCG T C T TCCC TOGAGAAGTCTTACGAGETGCCT
Gecarcinus GAGAGTGAGATGAACGTGGCTGCCGCTCCCTCC TCCCTCGAGAAGTC TTACGAGCTGCCC
Neohelice GAARACGAAATGALRTCTTGCAGC TGCATCATCTTCCC TAGARAAATCATACGAGETACCC
Portunus GAGAGTGAGATGARCGTGGC TGO TGCC TCC TCTTCCC TOGAGAAGTCC TACGAGCTTCCC
Scylla GAGAGTGAGATGALACGTGGC TGO TECCTCCTCTTCCCTOGAGAAGT CCTACGAGCTTCCC

Tw THE OFEN *TH OFF * * I S S T i S S S T Y S
Sinopotamon GACGGACAGGTCATCACGATCGGTARCGAAACATTCCG
Callinectes GACGGTCAGGTCATCACCATCGGTLACGAGAGGTTCCG
Eriocheir GLCGGCCAGGTCATCACGATCGGC LATGAGACC TTCCE
Gecarcinus GACGGCAGGTTCATCACCATCGGCAACGAGCGCTTCCG
Neohelice GACGGTCAAGTCATCACCATCGGCARCGAACGCTTCCG
Portunus GACGGTCAGGTCATCACCATCGG———————————————
Scylla GACGGTCAGGTCATCACCATCGGCAACGAGCGCTTCCG

TEEEE THEFIEETE EHNTN

B2 7 #MEH B-actin EEFFILLRS
Fig.2 Multiple g-actin sequences alignment of 7 crabs
- FREBR, « FoR FERAMFREE

( Callinectes sapidus) \"PHE48# % ( E. sinensis) \ 2B ASGRTTGIVLL. DSGDGVTHTV  PIYEGYALPH

T 4 B ( Gecarcinus lateralis ) |, 7 11 & ( Neohelice AIMRLDLAGR DLTDYLMKVM TERGYSFTTT

granulata) JE¥GHR T8 ( Portunus pelagicus) \¥5%% AEREIVRDVK EKLCYVALDF ENEMAQAAAS

H 2 (Scylla serrata) , %% 35 43 5| 4 : DQ0O84066
AY910691, L76530, AY074923, EF110528,
EF100891 (& 2) , H P i 848 728 Portunus [5] IR
FF3AX 323 bp, ZIRIHE 6 FHEH) B-actin FHH
TR 3 #E 2 BRI 2 B-actin F HFF .

TSLDKSYELP DGQVITIGNE TF, 3% Mega 4 #k
WGt 7 FEW B-actin ZEHFF), ITHE AT.C
MG mENTHE RS HH 20.6%,22. 8%,
32.1% ,24.5% ,G.CHESEETFATHSE, H
Hg 115 RS0 5,57 MRS . F
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20 &

Jii Mega 4 3PP B Kimura B HIE ST FH1 )
ERBAHEL AT (R 1) . HRABHRESR
ER0.016 (EEFRTEMELZTE) 3 0.253

(RITAERENRTIHE, K OE) , AL
ERM 0. 740 (FAEHEEMTHER TE) 2
4.050 (LR TEMELEE)

R1 7 HEN B-actin BEFIIHBEMGL ( L=H)FIERE(T=R)

Tab.1 The numbers of nucleotide transitions/transversions ( upper triangle) and percent of

sequences differences (lower triangle) for g-actin gene sequences of 7 crabs examined in this study

%k KITHEERE BE rhiRgiEE RBTHE KOB IERTE TR

KITHIRIE ( S. yangtsehiense) 1. 440 1.217 2.147 2.004 1.909 2.000
52 ( C. sapidus) 0. 241 1.112 1.053 1.105 1.316 1.361
FAR SRR (E. sinensis) 0.236 0.110 0. 750 0.882 0.740 0.789
B E (G, lateralis) 0.253 0.219 0.214 1.741 2. 806 3.592
WO (N, granulata) 0.253 0. 249 0.222 0.172 1.451 1.304
LV T1E ( P. pelagicus) 0.213 0. 195 0. 185 0. 072 0.136 4.050
HRIBEE (S. serrata) 0. 230 0. 207 0. 198 0. 072 0.136 0.016

2.3 BT B-actin BERBIFIINSFRERE

PRI I E BB, Bractin B B, T
Kimum SNB¥f ] Mega 4 K169 NJ st T 7
PR NI (1 3), 3F DL AR g2 & Oy S,
PAUP 4.0bl0 k{448 ML ¥4 T 7 FHER) ML
R (B 4) , BTS MLBHRSMNE S5 NI 52
22—, XNEFEAR. NEPTLEY,7 8
FRIERE RN EER, R R—3. &
GHEENDERTELRE—E ARTRTE
B EFRE R 96, REMBEHERE R, BF
99, BRIk N ERE—E, BFE 97,

o 9610003 61 LR T
0.014 87 19 04 Rk H I
970.028 06 - Ty
0.037 89 0.00042

0.088 30

0.003 17 1005 560 65 &
0.051 26 0.049 52 Eﬁ%gg
0.129 37

B3 ET B-actin BEEFEAR T HEM NI &
Fig.3 NJ tree of 7 crabs based on
partial g-actin sequences
# b 8= Bootstrap 1000 MEIRE) BREM B E

B4 ET B-actin BEFEAZE 7T M8 ML &
Fig.4 ML tree of 7 crabs based on
partial g-actin sequences
b 8= Bootstrap 1000 BRI B 5 E

3 i

Actin REBAYH ZHFEN—MEERK.
BRI ShE HOABRE H , — Mk 375 ~ 377 M EE
BRER B, T EA N 42 ku, BIENHEH
TR RA AR E TR SURIENL I &E B
2, RABAVN T A KB R EEZER 2. Ulsh
FHIEHRT, S FE YR ER T 5 [E IR
L 70% ~100% , m %A N LS & B
RIBFHE SRR 538 o 1y 3 3, B-actin
FFIRBERT ", MIBABIIIM E AT 338 bp
) B-actin FEPH FF 31, # 5 1 R B E 43 B-actin
BHFIK 112 N FEBRRE, Frill iy 2 H 551
ARG X, BMRTFHEER, KA Ganier-
Robson 75 % #1 Chou-Farplus J5 ¥k 7 il H 45 74 2
HM R, o BIRREHER D, BRIAREN
BITBMEALM, TRREHIBAEREEXR,
#2 BLAST X}, 5 GeneBank A actin & H %5 [F]
BHERP 91% DL b, Actin R P WH R ER
SPHYFRHE , [F] iR A mRNA B RB B E &, T
BHEETRE, LFEAREFER T EZ R A, X
T TR T EYFE BN A ERE,
B-actin TLEER—NMEH B TR, B, B-actin
HHAFHRMZNCEBITHARRSTRE
RHH . BEHEFEW 30 905 4 actin
B B 7 5 FI R ZEBRF 5177 T GeneBank 1,
T4 AL 6 I Fh 8 45 mRNA 1 Aa 731,
A LEARLEFEL actin FEREIRE

BHREFERDMNRBTRERXANE
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BN, ARG R T R R R R AR
FERE 1.6% GEBR TEMELXEE) 3)25.3%
(KRR EMBTHE, KO R) , HITiER
FERMESTERGRRBIR, MK LEEEMN
REWE, KOBEGXAREE; HPRETHME
MEERTE EEFTERBETREFEELE
7.2% i B EMENTIGR TE, BE S ER
GRAWKIE, MK DBMEEZ REFRER
H A2 24.9% , LHA 7K OIS B 2 B SR 4 R R
BOE, YRENFSERA SRR RE T ik,
XMERAEFGRRBENEBPERIRE, 7
FPERBES G L E RN 0. 740 (PR E &AM
LR TE)F 4050 ZERTFEMELE
B) , AP EEEELER TERELRE
i, [F B R L AR T AR 4 B B R 4% %
ARIT, BEHEMNTIERTERMES A
R23.592, KB EFHMEATERFEEEZRXR
BT B % 2 R e 3 Y B M K T 3 e, BRI G A
BeREZHYIFPRIEE RRBRE, BT B-acin
HEE KW 7T MBS T RER T, ML & 593
g5 NI BEe—3, AARRFERBNRE
R—, ZHERERR TR, KITEEER
W — X, XRFEERMRY SR, S B
SHEBHEBNREZXAKE, iR TEM
EGEEERAE—E RENETHERE—
B, AR HENRTERLRRE, BAS
BRNKOBRE &, SEANEREILR
GMAEARR., EARRRS, RGEM L KITEEE
BERE—E, XA L HMbERK RHE
18 B-actin FEEFWHEBEMN, X 5EENEH
BOKEFEAEW BB AR KRR, T I EE K
AL ERR S YRR R B, IR, PR
BRA—E, BFE 100, ML # 4 B 5 H7E 99,
VLHAX B % B-actin ZEPR T RESR IR T W — 4.5k,
B B, BT 2 B-actin ZER P E MR IEXR
AR, AR ARE, RFEHREME CER
actin EEF B, WEE TR acin ZEHRER
NRXRGHEMBNGRZEZNEEERKRA
RBEREYRERRN BB LRE
BRI RGMRFRRRAEZTHXA™ . I
RN FREWRBEE —-EEEEHET
Seit, ShAR VR Y , EFSERERIEA SR
T SRR, TR EZERE IR EIR,

THREABERNELEMEREZ SR+
HE XA EREN , ARFHEETE
WHSE T R ILE BB B-actin B, 3 PR3
| GenBank ¥R o, FE 5L T BERH) actin 2 H
3, T RRER T 0, I MET BT B-
actin ZFFII KB R RGN, FEEBRBELH
actin FE PR {4 5 [ 1 37 0 52, b 2k DRI AR B 54
TIBEMRB IR BB S TRA,, X B BANT T
% actin FEPIRY LR AT P12 S 5 A AR JRORIE
HHIK R

S k-

[1] RE= PERIAWITRRIYETRF AL B RBE
AEEA [ M]//PEIYE. JLa B2 AR, 1999.

[2] ERmig, %3558, EWW, % OHEEES THRERE
RE[I]. sh¥r2E4R, 2001, 47(6) : 640 —647.

(3] EMEZBR XNER, % 3 HrhefBEgiiksnix
CO MM FFFIMESHAI[T]. AF=2IR, 2008, 32
(1).8-12.

[4] TANGBP,ZHOUK Y, SONG D X, et al. Molecular syste-
matics of the Asian mitten crabs, genus Eriocheir
(Crustacea; Brachyura) [ J]. Molecular Phylogenetics and
Evolution, 2003, 29(2) : 309 -316.

[5] TAKISHITA K, INAGAKI Y J, TSUCHIYA M, et al. A close
relationship between Cercozoa and Foraminifera supported by
phylogenetic analyses based on combined amino acid
sequences of three cytoskeletal proteins ( actin, o -tubulin,
and B-tubulin) [J]. Gene, 2005, 362(1) ; 153 - 160.

[6] YAN A, PAN M, LI Y. Phylogenetic trees of three conser-
vative proteins support placement of Pneumocystis carinf in
archiascomycetes [ J ]. China joumnal of modern medicine,
2005, 15(23) : 3536 —3539.

(7] Z=gdk, vtk AR, & B& - O BB TR
BRI T]. P EAKPREE, 2005, 12(2). 188 -
191.

[8] MCKENNAL A, GEHRSITZ A, SODER S, et al. Effective
isolation of high - quality total RNA from human adult
articular cartilage [ J]. Analytical Biochemistry, 2000, 286
(1).80-85.

[9] VARADARAJ K, SINDHU K S, SKINNER D M. Actin-
encoding cDNAs and gene expression during the intermolt
cycle of the Bermuda land crab Gecarcinus lateralis [ J].
Gene, 1996, 171(1) . 177 - 184.

[10] TAMURAK, DUDLEY J, NEIM, ez al. MEGA4: molecular
evolutionary genetics analysis (MEGA) software version 4. 0
[J]. Molecular Biology and Evolution, 2007, 24(8) ; 1596
-1599.

[11] BREAFE, Rk, Zedh. M 18S rRNA M FEFIH E BR &
WRAETRRIT]. KEEYER, 2007, 31(6): 817



178 E® B E R ¥ F#K 20 %

-821. BEBWF[T]. KPR, 2007, 31(4) ; 492 -498.
[12] JAFIE, KA, R/ANF, 4. T 16S rRNA 1 ND1 QR [17] R4, BREC JSERSERERHELLT]. s

R EERmIERNRERT [T]. 3%, 2007, R, 1999, 45(4) : 40 - 647.

53(6): 1024 - 1030. [18] VOIGT K, COZINSEN A J, KROYMANN J, e al. Phylo-
[13] Zetide, 308, 40i0%, %. £ THAREE b FHHER genetic relationships between members of the crucifer

NTRGEETI]. iR, 2007, 53(4) ; 641 —650. pathogenic Leptosphaeria maculans species complex as shown
[14] BHATTACHARYA D, STICKEL S K, SOGIN M L. Isolation by mating type (MAT1-2), actin, and B-tubulin sequences

and molecular phylogenetic analysis of actin coding regions [J]. Molecular Phylogenetics and Evolution, 2005, 37 541

from Emiliania huxleyi, a Prymnesiophyte Alga, by Reverse -557.

Transcriptase and PCR Methods[ J]. Mol Biol Evol, 1993, [19] Y&, FITT. M 12S rRNA £ H F70F3E $ B iR 24

10(3) : 689 —703. FOEGELE R [T]. ShH23R, 2001, 47(1) ; 38 —44.
[15] #48,%KE,XNRE. 4 SREFHRERBEELE [20] RKG. S oREFESFREIM]. L. HEHTH

cDNA TeRE B FFURAL AT [T]. 324, 2006, 52(2) At ,1987.

362 -375. [21] NEI M, KUMAR S. Molecular Evolution and Phylogenetics
[16] #Hgut,XIE#, $EF. 2T 28S DNA FHIHWHEEE RS [M]. Oxford; Oxford University Press, Inc,2000.

Amplification of cDNA and primary molecular phylogeny based on B-actin
gene sequences of a freshwater crab, Sinopotamon yangtsekiense

GAO Ai-bao"*, WANG Lan', YUAN Hui'
(1. School of Life Science, Shanxi University, Taiyuan 030006, China; 2. Jinzhong University, Jinzhong 030600, China)

Abstract; Amplification and sequence of the 8-actin gene of Sinopotamon yangtsekiense were conducted with
the reverse transcription polymerase chain reaction (RT-PCR). It is aligned with homologous sequences of 6
other crabs from GenBank. The results showed there were 115 variable sites and 57 singleton sites in B-actin
homologous sequences of 338 bp. Substitution rates among nucleotide sites were from 1. 6% to 25.3% and
the numbers of nucleotide transitions / transversions were from 0. 740 to 4. 050. Scylla serrata was more
closely related to the sand crab Portunus pelagicus than any other species. S. yangisekiense was farther related
to Gecarcinus lateralis, Neohelice granulate. Furthermore, Eriocheir sinensis was farther related to P.
pelagicus. The phylogenetic trees constructed by neighbor joining ( NJ) and maximum likelihood ( ML)
supported the same topology. The phylogenetic analysis implied that S. yangisekiense was singleton branch, far
away from other marine crabs, so it should belong to potamidea. S. serrata was clustered with P. pelagicus
firstly, clustered with G. lateralis consequently and then N. granulate was clustered into them. The results of
inferred phylogeny were different from traditional classification scheme based on morphology.

Key words: Sinopotamon yangtsekiense; B-actin; RT-PCR; molecular phylogeny



