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e o} B BB iz BE{K DNA € F 5 4 4R
AR, F4®, XERT, FEK, B

(P EAFRAEBS B SOk B RS O, R ERACE S RE R A A EAERE, T L% 214081)

HE .U ADNA B¥HAERALFTFHRL N O T4, 84 DNA F IGS H 4 F 7 &
RE-ERELEWMEEGWEK, RET P EREBEH K DNA & F 7 858 fo 5 7 4
4E. oA Bk HAE A Btk DNA 4% 11 660 bp, 4 ¥ 185(1 873 bp) ,ITS1(317 bp) ,5. 8S(163
bp) ,ITS2(614 bp) ,28S(4 461 bp) F1 IGS(4 240 bp) ; F R 4 AT 4B 7 40.1% ~48.6% =%
AR TR #(55.8% ~80.0% ), & T#H(22.0% ~43.7% ), FH IO N EHREFELEL
F R (SSR) b & ) e ok % TTS2(0.98% ) ,1GS(0.49% ) ,285(0.38% ) ,ITS1(0.32% ) ,
185(0.21% ) ,5.85(0% ). MEWZF AN ERZN, P L BREEBNMRAFERHELITS2 F
|, 3 — K& 405 nt 4 A — 12 bp( CGCAGGACCACC) 4 N JF 4, 46 4% #: 4 rDNA # IGS
44240 bp, AT 22 H42.6% , IGS BB & —ANHH T A~ H 4 136 ~139 bp 2704 &
HEARAR  EEFARAPFE X I ANBLE A THRARNELARI,EEFFR
R — Al 182 AR AN MR F 21 bp WIRAE KR K AW, FEEEBY R K DNA
FHRMBARABETETRAMERFEANZRFIERERS &£k FHXHE R K DNA 5

Fret i,

FER P ARBAE VR DNA MER 2 7,IGS £ 4

P A4S #S:Q5237.8;,5 917

BRHEEABR AR A M T A
WahEEREEAEH, AEEMRPIEEL -2
B RNA %5 5% F 2 BB RNA (ribosome RNA,
fRNA), FIREENEY S RAEEFRYR
A HIRE R UL, T 20% Rk, KN
i, SRR & R R L B R
— D R PN B R, A D L
A EE 3 K RNA 4+ F, Bl & ¥ & RNA
(rRNA) , M— RSN EASTFHB. BHEE
RNA B0 DNA 48, Ef7EE& A K+
HEHELFE TARR R EE 2k DNA
R BAR ik DNA fik LIk BMENERA
BEER, — MWk DNA JIE R0 44485 3
AR Ey IRNA (f2§5 18S,5. 85,285),3 R
RNA 8] 77 | B A ¥ f X 1 1 2 ( internal
transcribed spacers, ITS-1 I ITS-2) Bl , &

s B 85 :2009-10-20 {% 5 B # :2010-01-19

TRERIREE A

1k DNA Riifd B 50 2 [7] B A 3% 5% 19 DNA 741 LA
RAE 185 FI 285 W 3k Ay 4h 5% & X ( external
transcribed spacers,5’-ETS and 3'-ETS) 4+ &, 8
HHE X 2 5 F) FR o 2 I A E] PR X (intergenic
spacer, IGS) , 7EJEf% % DNA 3N & THH
& DNA 5% 0 )8 s F UL g, s 7l %
F-BBEE)FHIEY, FREPIGIEH, (DNA
HFAR PR ES A Pk K EYIH2%, T (DNA
ERMHFRRNZHLERHEM, I rDNA
A¥E WL IGS K ¥ S E T H AR T a2
S EHBTRERFILEIGS HELRE
ST B—FE, T rDNA £# 0L KA
PRI R AL AN [R], BB E f(DNA GE B RE R iR
RO 4 TARE ™, %4# DNA AR X
BE IBIE AR W A s A M2 Rl 6 &R, Jnik
PR ST M B 9 BB rRNA [X 0 188, 5. 8S I

BRI E : b A 3 ERL IR BE A 2 A BB b 45 B8 S TR S 2 IR H (2007JBFB10) ; fe b7k R @ A A KT E R ARTE
(nyhyzx07 — 045) ; 22V FiACAE ShEmE AT # SRR A4 T AU S0 36 3 RO ( BM2007 - 04)
EEAEE BT, Tel 0500 - 85554198 , E-mail . gexp @ ffre. cn; dnase @ 163. com
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28S WA SE R, B B 2 W 3R 4% 56
B0 e AR ST M B R A ITS 0 IGS X AT
LABFIJR 6] bl E R Mg e R,
ALY B SR ( Eriocheir sinensis) , )& T b & F}
(Grapsoidea) , 2R E F T K- FEMPYZ—, 7%
B EFEE AE R R, A ) 2 2 2 ]
ARBEEFEERANES, HIL, FUHEIR
— P53 AT R 5 A R b B R B, 0T A [ b 2L
MRz AKZ R TEM. A AR
PR B 5 FAric, BN A B EEH5, W
PhEr " Sk Bk DNA #1168 rDNA 4
BV THEBLENARARREXRR. FXHET
BB B L DNA 275,578 7 ITS-1
ITS-2 MEPWZR 7017 T IGS 58, 5 Gt
T B B F A FIE A~ s T 20,

1 RSk

1.1 REzhi#F DNA #hi2

I H R RE B A K KR T, £ K8
Bl o 7R B ) RS . DNA fhi$8 a0 &M 8 K&
FAEMTEAGRAR, R ULH B EE UK
A4 DNA,
1.2 5|¥%%1 PCR

LR HTRT 5 BB A DNA |

MR A BRESEAERL E L, ER3Y
Fl, R1, R2, R3, R4, R5 EE{#FEEZEE DNA R
B AR ST PP AR, HED IR E A L1015
FIWMRLFFIRGT. SCRATUT T FL
—R1 #4188 #R7 F B , RBR B P13 |4
B2, S{R<F5] 4 R2 373 18S 3"3m 3 5. 85; F it
B3 54T 7 4 R3 4% 185 ~ 285 h B, &%
K ITS F1 5. 8S; LT F4 5 288 R T 5|4
R4 {734 28S F4rFF31 s FRIT F5 5477519 RS
§73% 285 HER P RAIRIE 288 341t
F6,188 5'¥mixit R6, ¥ 1 I1GS #B)F 5. B3 -
R3 3| ¥ % {# 7 GC Buffer 1 #J LA Taq 8§
( Takara) (§ R T E Tag B ) 347 PCR
18 F5 —R5 #1 F6 —R6 3| ¥ 54{# B 158 Buffer
#) LA Taq 8§ (Takara), HAR7|¥% PCR 41§
A& Tag B (Promega), PCR § 3§ {L4
Bppendorl mastercycler gradient, PCR [Z [ 5 &
50 wL, HAS R4 DNA 100 ~ 150 ng,
5191 10 pmol, H B W 4% Taq BEULEA 5 R0,
PCR R &4 #iAst: 94 T 2 min, 30 -MEFF 94
T 30 5,55 ~58 T 30 s(BiEAFS | HHEE),72
T 1 ~4 min(ARIFH I RS

F®1 HATHEREHESE rDNA S
Tab.1 Primers used in isolation of rDNA of the Chinese mitten crab

5% =27 P E(nt) TRHT B (bp)
primer sequence site product length

Kl CATATGCTTCTCTCAAAGATTAAG 188: 25 ~48 1318

R1 CCAGACAAATCGCTCCACCAAC 188, 1342 ~ 1321

2 ATTCGACGGCAAGGGCACCACC 188. 1176 ~ 1195 1045

R2 CGAGCCGAGTGATCCACCGT 5.88; 830-~11

3 TCGTAACAAGCTTICCCTAGGTGA 188 1831 ~ 1854 1459

R3 TATTTAGCCTTAGATGGAGTTTACCACC 285 300 ~273

F4 TCGGGTTGCTTGAGAATGCAGUCCCTAAG 288 . 248 ~270 992

R4 CAGGCATAGTTCACCATCTITCG 2838 1264 ~ 1242

] 251 GGCAAGTACCATGAGCAGACATG 285 1211 ~ 12338 3079

R5 CCGACGGTCTAAACCCAGCTCAC 2038 42089 ~4268

233 GGTGTAGCATAAGTGGGAGGTCGTCGCATCAG 288, 3687 ~3718 5151

R6 CAGCGACAAGTTATTCAGATTCAACACGGTGGG 185, 278 ~ 246

1.3 PCR =¥ =ERNF

PCR [ i Wi & 1% SRR MR B0k 4+ 8, Y0 & B
wH ERRRBGESA & (LR EEEAEY
HERZAA]) P, 55 pMDI8-T & pMD20-T 2
f(Takara)16 C&E# 2 h UL I, 55 A DH5o

AN, T LB Amp " AR LB IR, Bt H
FETR LB Amp " iR FRE G KSR R
PR & ( LS EEREYER AR
$LFCR [ #H EcoR 1 + Hind [l X6 47 5640F P44
FERE , B ARZE Ak 3 A BE P 50 R 3 b 3 1
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YRR AT, R R K A Bl YA TR
P RZE X5 0k T AT , B ja i g

ITS1 ITS2

Fl= F2 = F3 = 163 F4= F5=

E#E T

F6 = TGS

1873 a1 6144 4461

I

~Rl  ~R2 ~R3 ~R4

185 5.85 285

=R5 ~R6
185

Bl RS rDNA HHE
BRI AT M TE e B, 1R rDNA ARl KA B
Fig.1 Sketch map of rDNA in the Chinese mitten crab
Primer sites were displayed on the map. The numbers represented numbers of nucleotides in different regions.

1.4 FFIGH

¥\ i DNAStar #4611y EditSeq #7975
R AT 38, #HHERFMFS A NCBL b
i Blast BfF , M4 AN [ 3 2 Fr 51 [R] 00 T 52 3
F. flif] SSRHunter 3. 1 U E R AERF
7], F L5 IGS FI P HEKEERTR
B B AN R A

2 HRFiTE

2.1 rhEGEEpTEE rDNA F7

PrEr B PCR 455R  IRPEHIEE 1DNA 2
£ 11 660 bp.. {8 F Blast 44 H & s rDNA
HF S L, BE &R L, PR (DNA
ZA M 5 F 3 sk ok 185 tRNA L ITS-1,5. 88
rRNA,ITS-2 #l 285 rRNA, H t1,18S rDNA 4
11 837 bp, AT &4 48.6% , 5 HALT 5 3h ¥
HEREMMAMYME, 05 H tndens shene
( GenBank accession number; Z70525) F{LIH & ik
9% , 5 p 1B G % ( Pinnotheres pisum) ( GenBank
accession number; Z25817) FH IR 9T% , 53
W F JE UF ( Homarus americanus ) ( GenBank
accession number; AF235971) A Geocharax gracilis
( GenBank accession number; AF235968 ) #8410l ¥
W BIAR] 95% F194% . HEELEEN S.85 2
1 163 bp AT &84 43.6% , 5 HM | R Hz Y
I RS E %5 KA —2, i S RERAT
¥ B KW KR EI (Procambarus  clarkia )
( GenBank accession number; GQ369797) ) #H 1
P25 90.58% , S5k W B B IFRHEIRE W B
A 8 @F { Macrobrachium nipponense ) ( GenBank
accession mumber; GQ369795) F1 & K B ¥F
( Macrobrachium rosenbergii ) { GenBank accession

number; GQ369796 ). H 4F B B £ W H 4F

( Palnemonidoe Exopalaemon  ¢f.  modestus )
( GenBank accession number; GQ369793) 1% B
FHF ( Exopalaemon carinicaunda Honhis) ( GenBank
accession number ; GQ369794 ) B AH oLt 43 Bl &

82.82% 1 81. 6% , SEE X F W W '] B L ¥ &
( Limuius  polyphemus ) ( GenBank accession

number: AF212167 ) B 48 L FE K 4 71. 34% .
the 4% 2 fE 285 24K 4 461 bp, AT & A
40.3% ,\ TR A HP 2K 288 F7), BAH#LT
HeAE, ITS1 H ITS2 4 & 4351 % 317 bp.614 bp,
AT EBSAN 40.1% M1 42.8% , ITS KESE
B ( Cindela dorsalis ) . # 80" ( Anopheles
nuneztovari) A4, B0 B 78 T 70 R ICEE AR (1TS-1,
ITS2 £ BE43+80% 760 bp.1 300 bp Y™, IGS X
(M5 FF 288 By 5'9n M 18S B 33k
ETS) K 4 240 bp, 4E4EE DNA A [F] X i
B AT &8 (40. 1% ~48. 6% ) & Z K F 71
( Drosophila melanogaster) (55. 8% ~80.0% ) , &
F#B( Cyprinus carpio) (22. 0% ~43.7% )" (£
2), LAMFRY,DNA f GC & MR, 57T
smmae™ . Bk, RITA N, F R g
tDNA R H L, e RS 53
BALER R LT H T E E ST,
2.2 rhighEHE rDNA b SSR i &
BILEETII(SSR)EH 1 ~6 bp HEEH
WERARMWBEERRE TR, ZAXHHT
SSRHunter {4482 fR 44535 8 rDNA #1119 SSR
7. GHBR, A% 1DNA 53| BERE
H3~TMERERFFINAE 5] 4, 185, ITS-
1.ITS-2, 285.IGS X4 914245 4.1.6.17.23 4
SSR fiifio & 100 MEHBRTFHE SSR i Gl
o B R B9 9 ITS-2 (0. 98% ), KR 25 1GS
(0.49% ) ., 288 (0. 38% ). ITS-1 (0. 32% ). 188
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(0.21%) \5.85(0) (F£3) ., —MIAW SSR K iy
T DNA EHE AP A siEs HIlER, Hib

HYLAHEN ITS2 J73 o] BB A7 A BB AR

F2 PEEES BT RE DNA FKE FEHEBNILE
Tab.2 Comparisons of lengths and base compositions of rDNA genes in E. sinensis, C. carpio and D. melanogaster

AL G ECRE E. sinensis #8 C. carpio B4 D. melanogaster
+ & length GA+T + JE length BA+T + & length T A+T
188 1873 48.6 1834 43.7 1995 57.4
IT81 317 40.1 368 34.0 726 73.0
5.88 163 43.6 160 40.0 181 55.8
ITS2 614 42.8 381 22.0 385 80.0
288 4 461 40.3 2270 35.6 3 945 60.9
1GS 4240 42.6 5 059 34.9 4 794 71.4

¥ .CenBank B350, 48 tDNA( AFL33009) ; S48 ( M21017) ; P4 B rDNA 188 ( GU362670) ; P45 35 (DNA 28S( CU362671) ,
Notes ; GenBank accessory number, (. carpin tDNA( AF133089) ; D. melanogaster( M21017) ; E. sinensis tDNA 188 (GUS626T0 ) ; K. sinensis

fDNA 288( CU362671).
3 HIEGER rDNA FFIFRE XS HAY SSR 24
Tab.3 Potential SSR loci in different regions of E. sinensis rDNA genes®
rDNA (X% SSR {upd , FAIRERH SSR Hi(%)
DNA region SSR site, sequence and repeat number ratio of SSR**
188 1297 (GCTY3; 1419 ( CTT)3; 1507 (CG)3; 1676 (AC)3 0.21
ITS1 215 (CA)3 0.32
ITS? 170 (GGA)4; 193 (TC)3; 405 (AAC)S; 431 (GTC)3; 440 (TC)3; 539 (TCT)3 0.98
126 (TC)S; 211 ( GA)S; 231 (CT)3; 358 ( AG)4; 752 (TG)E: 1094 (GCH3; 1153
288 (CG)3; 1714 (CT)3; 1953 ( GA)4; 2110 ( GA)3; 2453 (CTG)4; 2742 (GC)3; 0.38
3035 (GC)3; 3248 (CT)4; 3281 (ACC)3 ; 3499 (CT)3; 3851 (GC)3
62 (GA)3; 388 (CGA)S; 550 ( GGGGC)S; 627 (GTT)3; 1663 (TG)3; 2787
(CA)4; 2921 (CA)4; 2957 (CA)3; 3218 (CC)3; 3312 (CGG)3; 3371 (GC)3;
1G5 5447 (TC)3; 3458 (GC)3; 3607 ( CT)3; 5709 (CTH5; 5721 (CT)3; 3775 (CGC) 0.49

5; 3893 (GCT)7; 3959 (CAG)3; 4016 (CG)3; 4028 (GAG)3,; 4072 ( CAT)3;

4184 (GC) 3

i+ T GenBank FPAIR AT AR (IEFEFKBEHERT) . »= S5R bt =SSR BA/FHIRE.
Notes; + The analysis result iz based on the sequence deposited in GenBank (being sobmitted). =+ Ratio of S8R = number of $SR/sequence

length.

2.3 ITS M HEESR

f#H F3 - R3 54X 47 8% ITS 2751, Hhi
kB RFE—MER 4 S, S5R,5. 85 (3%
163 bp) il ITS1 (317 ~ 318 bp) FEe—EWFH X
—MERRBRMATEES. T2 FIIERER
HE 4 TLERE A5 1 049,1 049,1 047,
1042, thXt &5 R B HP 1A Fofi e b xt B
425 ~437 ot Z B} 12 bp F 3| ( CGCAGGACCA
COY A, WAL = W B A~ R L E B 5 31
AAC.GTC MY EFHAEA 12 bp KRB 5 I 2
3,1, MERFHABN N 5,3, k3 A ITS2 FF
FUIFRIRE Rk 99. 7% , R ITS2 Z Ja] #H el 44
97.6% (1 2) o XU AEGRECE ) ITS2 K
FEMEAEZESR, Mo, A T 8 GenBank
T A [ M B B P AR O B AR VR R 2 > B

TOFPRE 2 AR 2 1 VIR 2 SRS
FOEE S MK ITS2 JF7)— 2 Hoxd, R BT H
BB B, B VLD B B P R BB i RN R
B —AMEE) ITS2 N BB TE 12 bp BE AN
B(E3) ,REAX—HFAEAFARMBFHET
BRI IR, M R 45 R, R A E
Alb—FERE, RA WP ITS2 B4,
BiE X AR 208 ITS BRI AL ITS 53 778
AN 2 7 9 BER TE 5 B R B AF (Procambarus
clarkit )3 % W ( Dugesia mediterranea } 3 % B
( Anopheles minimus ); #8 ™ ( Chorthippus
parallelus) " ¥ H R G HITEE E F BT
7o —MARHTHFEH#EAERSENEET S
JU B FF —BOEAR R, B T A e
{k DNA PR TE AN RE Z 5, T &R #
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1 R2Y K B UTFIN AT E 2 &1 7O ; 7t 2
A2 5 I R B A o R B O B R A
AR T WIFATE B, AR A N (R B 55 R [F
TR, 72 A 3 A 7E B R BT

ITS2, {28 45 {# ] PCR 47 3% ITS2 I F R4 R
B EATT RN A DT BRI, LU
BRAMENZER.

CId-1405 AACAACAALA ACAAG—— ——— & CGTCCIGOGT & e Feare ToTGTGCACT ACCACTGOCG 459
crda-2 AACAACAATA ACAAG—— ———————A CGTCOCGOGT &FiaTosre TeTG TGCADC MCCACCGCCGH
LH1 AACAACAACA ACAdG—— —————— & CGTCOCGOGT &FeeFools TGTCTGCADT ACCHMICGICG
CTd-3 AACAACAATA AAAG—— ——— A CGTCOCGOGT &FcaFoaFe TOT6 TGCAOD ACCACCGICGH
LHS AACAACAACA AcAAGe—— —————— A CGTCOCOGUGT &Feefcere TGIGTGCACC SCCHMCCGICG
Mri AACAACAATA A-—— ——— —————=A CGTZOCGOGT &OCeFoe e TCTG TGCACT MCC UM CGICG
nrez AACAACAACE ACA—— — & CGTCCCGUGT &FOGFCGT TGTETGCADD MCCATCGIOG
Hpl AL —— —_— = ——— & TCTCTGCACT ACCHMICCCCG!
Hpz AdT A A —— —_— = ——— & TGTG TGCACT ACCHMCCGCCG
ci2 AACAACAAT ————COGCA GGACCACCA CGTCCCGEGT ———— & FC TGTGTGCACT ACCACCGTCG
Cil ACALEAA- ————CGCA GEACCACCH CGTCCCGLGT ——-—&F TCTGIGCACC ACCACCG TCG
Crd—d AACAACAAT ————COGCA GGACCACCA CGTCCCGOGT ———— 6 FC TGTGTGCACC ACCACCGTCGH
011 AALAALAAL - ————CGCA GGACCACCH (GTCCCGLGT ——-—&F TETGTGCACT ACCACQTG TCG
Gj2 ACAALAA- ————CGCA GGACCACCA GTCCCGOGT ——-—6 0 TGTCTGCACC ACCACTG TOG
Hp3 AACAACAAT- ————CGCA GGACCACCH OGTCCCGCGT ——-— & F0 TCTGCTGCACT ACCAOZGOCG

Aok ok bk e e

% kdckekokdekkokd skl dok

EH2 ITS2 RBITR{SH

CI4 _1, _2r _3r -4 ’fb'ﬁlﬁ]_/‘f\{*m;ﬁlﬁ]ﬁl&ﬁﬂu ﬁfﬂ:ﬁﬁ?ﬁﬂ(cj) .EE‘PI(OJ) )EW(LH) ,l‘ﬂﬂ(w) »

A (Hp) s #

AR FFI TR A GenBank(No. : AF313670 — 79, AF315655 -57) ,
Fig.2 Variants in I'TS2 region

Cl4 -1, -2, -3, —4 represent different sequences of same individual. Other sequences were from GenBank { Accession No. .

AF315670

-79, AF315655 —h7). They are different individuals from Yangze river ( CJ) , Oujiang (OJ), Liaohe (LH), Mingjiang (MJ), Hepu

(Hp).

AU UTRATULATTG TIGIIUCTUG TITIGUUTOS TUAGLULIEY UTUUTUGALT AGGLasslUL

CT CACECCTEGT CAGCECTEES COACACCACS GECTARTCEG COCCCCTACS TOECICTCOS
TIoe

TAMT CCTTCCCTTT Goote A5 CCCICCICCC DOACGCATTC ACICABCCCY RRRCCCCTGE ACTAACCCRE ARCTCAAGCA CACATCOCC DITCATACCA CATECASTTT GOTCTSTC00 GUGTAEACTT TCOOTCTTGA GOCCTACACT
=7 BETERT CTGATCECCT GATCGLTTTG COTCELGAGE GCTECACGAG

BEEGATATCT CATGACCECG GIAGCGIATT TIGATTAGCR CCARRGGCAT RATATTCATE

: LaraUaUTTG UUTAGTUTAG GEalEITEUL UACTTTUAGT BLWULULULTS

A AN VIATTTTVAS T

ACATESTOCT TTITEI6C A RETIATTOST TUAATIAGEA

CARRETCASE

£ (ZTTECTETY
TEECA CASTICEETA CECTAGATAT COOTARMTT CAMCCREATE TCATCAGTEA ETCCTCCEAT TITCAAICAN TEACCACCCT BCREATTACA SITCAMACCC RITALCIATA :.A:n::cn FNCTAEMIAT rTeeteser wreAstecce :amaa::g
CWATIGGR RTRRAT T

----- T TAACGLINTT CLELLUIEIS UUTACKGGAL LiAL

CETICALCT CTATECTACT -rcccccccu: CCICCOREGE CCCARGACTA GOCATCOCTS ACTICCACET GOAMMATCTTT CATICTTCTE
A

TCICIEE CTETCIAGEE CAT
FRRT SOTTTT TR

ACCCTTTALS cf

3 g T8 rDNA 1Y 1GS Ki#F5)
TRZEATRBEERFIKE, TTHERRE NS —1 139 bp S4BT Hn, FIEAN AT,
Fig.3 IGS region sequence of rDNA in the Chinese mitten crab Eriocheir sinensis

Repetitive region was underlined, the first 139 bp repetitive unit was double underlined. Self-complementary region was in frame.

2.4 IGS &M

HRiEg B Y IGS (< 4 240 bp, &LF5; EiE
28S IDNA [—Br 685 bp MIFERE X AT 2K
42.77% LB RS 7 EELE 136 ~ 139 bp BTG
S REY AT &85 36.10% B H 4K 923 bp,
Ja—AEE BIGH R 6 N 50 bp BN EE BT
A Xho T WY ®ED7 45 (CTCGAG) ; 5

27 647 bp AT & &4 50. 54% R E)FF; R
BR35bp ATSE .03 WH K, ZEFERN
A 182 bp 55/5 182 bp F4b, JE K 182 MREN
BRI 21 bp IR R I 510 KR GG
1602 bp fE TR X, BRI AT F 2 TH
XA K 3 AEB4Y T 490 bp AT 78 50.61% ,
H[a] 246 bp, AT & B 30. 89% , /5 866 bp,
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AT 5 E%40.18% (& 3).

IGS HIEE)TF , bR RE 7,
LUEALE S L R VME O R R i 3, BT
RER BEFTRKESEWEREEE —&
AR AN A, BT H T B YR R,
YA TG ( Xenopus laevis) ™ % 60 181 bp, 4
W71 2 240 bp F1330 bp, /)L Mus musculus) ™
K140 bp, ERFHETARKINEE BT
(4] o Tl K 2 IR 1 Acanthamoeba) [30]}] 140 bp,
P Aot B R A A IR AR TR R B 5 5|
X} 3332bp HEH4AERAT HHEE
BT 1 A3 MR B SCEE R A T, PR R
IGS HEERSTHA M, EE R THRNEER
B9 X ABEE, B B S HE R Kt H A
B bp, MRTEFEHRZR, HHBHE
tDNA FEFEAER . PEAEBARE K™
S TR A BB, R R M A e
REEAEREFSETHAERRAWZR,IGS
EAZWER DNA A8 R B K3 4, BRogil )
BRI FR A2 RE ) IGS FEE KK
KESEYEEWRREE R AR, Bk, S5
TR AR S A T AR A, IGS 73, T sk
H AR R R R & IGS P 3R 2R, A
M IGS W& & e N e, f ) Southern 4238
BARBNA R P EAEE AREENE
P ERRE FFIXKENER, FITER
BT FIVEAT R Ao B A R B AT AT
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Characteristics analysis of complete ribosomal DNA sequence in
Chinese mitten crab ( Eriocheir sinensis )

YU Ju-hua, LI Hong-xia, GE Xian-ping *, LI Jian-lin, TANG Yong-kai
( Key Laboratory for Genetic Breeding of Aquatic Animals and Aquaculture Biology Certificated by the Ministry of
Agriculture, Freshwater Fisheries Research Cenier, Chinese Academy of Fishery Sciences, Wuxi 214081, China)

Abstract; Ribosomal DNA is usually selected as molecular marker for phylogenetic study and the sequence
variances especially in IGS region can affect the growth rate of organisms to certain extent. A complete
rDNA of Chinese mitten crab ( Eriocheir sinensis) was isolated in this study. The rDNA is 11 660 bp in size
and consists of 185(1 873 bp), ITS-1(317 bp), 5.85(163 bp), ITS2(614 bp), 285(4 461 bp) and
IGS(4 240bp). The ( AT) contents of different regions range from 40. 1% to 48. 6% ,
than those in Drosophila melanogaster (55. 8% —80. 0% ) and higher than Cyprinus carpio (22. 0% —
43.7% ). The SSR loci per 100 nucleotides in the sequence of descending are ITS-2 (0. 98% ), IGS
(0.49% ), 288(0.38% ), ITS-1(0.32% ), 185(0.21% ), 5.85(0% ). The results of ITS2 intra-
variances analysis showed that two types of ITS-Z existed in Chinese mitten crab, with a 12 bp
(CGCAGGACCACC) insertion at 405 nt. The IGS region is 4 240 bp in size and there are 136 — 139 bp
species-specific repeats that contain an Xho I restriction site. And a stem-loop structure (182 pairs stem and

which are lower

21 nucleotides loop) is located following the specific repeats. The sequence of TDNA in the Chinese mitten
crab will provide the foundation of studying the variances among different geographical populations and
exploring the molecular marker associated with the fast growth rate of the Chinese mitten crab.
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