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K&Kk ¢cDNA 3 ESTs 534 % Dynll 2 BEER S B S RIE

TaF T, OB 7, FHENS, FTHE,
(1. TEUAR HRHE RS 05 BETS Btk 712100,
2. BRI A TR 0% T S0 % T Bt 712100)

XA

FEE: AARL I EANE W RS ik cDNA SCE A8, @ 38 SCBE T &40 AL 7 (ESTs #
# .COG R HATHEEBE XN XEHATT o4, AN F 2 BRBT KBRS & E R 2
(dynein light chain, LC8-type 2,Dynll 2) # F t§ ¢cDNA F 7|, %t Dynll 2 £ FHH#HATT £ W E B ¥
AMBEARKRAT R FEREW, KL 5 M E M A B cDNA SUEWREE K 1.50 x10°
cfu, CEEAEN 94.8% ,FENF BEFHKEA N 1 kb, 400 KL 80 7 353K 45 343 A~
H % ESTs, ¥ 214 4 ESTs %] E-1 <10 ™°, %2 COG #H)A 9 k% Heb 5450 E G @
MRA A ERURETHIHANERRLERE, 24 31.3% .14. 0% .13. 0% #n
12.6% . KA KB FEIK D TES BRI, RBIER, X KRG E KA ERE FRUANRBEET
BE LR A— B, RIFH KE Dynll 2 3£ [H 2K J 682 bp, 2 # 5'-UTR J 57 bp,3’-UTR
J 313 bp, £ fE RF SN KU, ZHEEHE 104 MEAELR, 2 FEH 12.03 ku, & & pl £
#417.05, Dynll 2 2 & 7 88 ~ 104 4 A 1 B 1 40y s v B9 2 AN 85 A2 e X, EL = 454 DA
a—¥ e Ky £ 5 7 69 ~87 A A H AL “ ZnF-C,H,” 5 A £ I8, H = 4 4 5 B Dynll 2
ZAMMN, Dynll2 EEWH#H NN KA, KRG ELRFERML, EHERE LN, KAE

EXBRN, K8 Dynll 2 XHAENK FHFRL, EL AR PRERL,
KRR : ABL; PR cDNA SUE; Dynll 2 2 F 5 AR KK #tbR &

FESZES: Q781; Q786; S 917

H B K 85 ( Andrias davidianus Blanchard ) 1%
FREELEFD JE IR A2 B Fasisie 23R E R
AW KRB ShY) . R EA S 25 E
T FEA S, HOAT 2 s K 2 1 fa R o SRR
BRI sh ), R R I 6T, A R Y
AR 5T, 2 Rk AT AR NS A %) B PR 8 O
TP o N A A R PR A R S
AR UR o RN A R I T i s 1 O T A AL
PRAFORR IR L BT IR M E, © 202 KBRS 1438 1)
[/, cDNA S A AT DAE S & 3 3k
PN EEFE | R 4
FEWAG B A 3l ) b Jo 9% U5 1) S5 O A R T i
Z—5
RS 5y B 1 R R PR R 5L B2 Tk cDNA

WiE H A 2011-01-12 &[E BH#7:2011-03-10

XEIRERL A

SCPERBHILIN Y A5 i K B R 5K JB T8 1 i A
(dynein) BEPRIZJ%, T dynein (ZHREA 124G,
TR Bk E R, S S AR
FE—Sepierh RAEEMIZ . HATC &3 2 Filf
Jit AL 3h & 4% & 1 (heavy chain; DYNCIHI,
DYNC2H1) . 2 Fb th 4% 25 4 ( intermediate chain:
DYNCI111,2) 3 Fh#% A2 [ (light D intermediate
chain; YNCILIL,2; DYNC2LI1 ) P4 &% 6 Fia46 76 1
(light chain: DYNLLI, 2; DYNLRBI, 2; DYNLTI,
3V BJE N ) 1 54%E 2 (dynein light chain, LC8-
type 2,Dynll 2) 5 T &5 HLTEL Dynein 52 G412
fel" A BE5 MYO5A (Myosin-Va)*! \BMF ( Bcl-2-
modifying factor)* ™ # B & 1 ( Gephyrin) " #H H.
YRR, 2R DR E HRIME . sl 1tk d

FEIWE BRVY4 A ARBIEEE S ITH (2003C124) 5 PHALARMBHE RS AT H (01140513)

EIEE . £ 3787, E-mail ; fisherwanglx @ 163. com
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H Dynll 1 Dynll 2 Wi JEREAR NI HA ZHEUF
SR B ERTPIREEHD Dynll 2 SR ARIER D
FURIT, A R RIS SE 32 2R R AR B0
ERRET CERNT R KRR
AR AT A T B KA
P e L FE I IR BT D UL, i, A
X AR R BRIk cDNA SUEJEAT TIRA
GIHT RS ARAT (9 B 5 B g 3 e )
11T HEWE B BT AL L3R 0158, LI K
W55 PSR R B IR AR 308 P B3 T e, A B R
BERGeBe i A B QU LI B1F 5 B2 B o

1RSIk

1.1 #H#

RELRZ ik cDNA S Ay 4 52 9 % A8 1 O Ok
T RN 3 R 3 I L b R BRI F B P I e
RAK LTI, K (62,25 £5.74) cm, {kH
(1979.67 £321.54) g, JoIEAMF T BOK 85T
JIE BB LPA i il 6 AU AE R B
A0 4f — 80 T 4£, PrimeScript™ RT reagent
Kit i %4 .SYBR® Premix Ex Tag™ ( Perfect Real
Time, DRRO41A ) . & F & & % ( Ampicillin ) |
IPTG, X-gal, DL2000 DNA Marker ] lj H
TaKaRa, HB i B 3208 [ 2 A all
1.2 BsapEskER.

10 pL SCPERWE, #i B 1 000 1% )5, HL 50
wL AT 13 cm B ML ( Apr-IPTG/ X-gal LB
PREEFRE) 1,37 CHiFRA, 114045 LB P-4 I
(0 BRPE SE R, T SR i . SRR M PCR Jy
U 32 MREHLEA T cDNA i A B, IEAhTT
SCPE E 2 R FAE A BER /N B-actin 5| ) B
AT AY TRARA RS, BilEs ¥ 5
GTTATGCCCTG CCTC ACG 3'; NiiE5| 95
GCACAATTTCCC TTTCGG 3' (5|¥Fal) . F
HLBEI 400 A FpE eI B T 3 mL & & Wik
9100 pg/mL [ LB AR SR AP R E5 55 12 h
J& , WL A (K% ) 22wk ] ABI3730 DNA
Sequence DNA ( Applied Biosystems) [ 5 3% 41 {3
# A7 7 W oE ( M1347 5 [, 5'-
CGCCAGGGTTTTCC CAGTCACGAC-3'), it&
ZHEARTFHNECH N cDNA SCFEFEZH (% ) =PCR
T vERE R A TR x 100, 24753 %) VT I 51
S piiFoe i EST 780 IRk SR <le ™8

FIIEE >50% 2 it 3052 Ay [ UR 8 [ kg 36
181 ESTs i F§ Cross-match {42951 ESTs H1 K
R 78 Ak P 9 T A r 9145 fii ] Phrap
FEANIHER A I 7 A5 31 1) ESTs PRl EH S HF,
WP 15 3 i 5 S BEFLELHE D1 BSTs &5 GenBank
AETCAY A H NS I fd A ) 98 A DR e 09 28 ik
(clusters of orthologous genes,COG) IR R,
1.3 Dynll 2 £ # cDNA FE3| 5

% F] NCBI-BLAST #E4T Dynll 2 3[R 1% %,
& H BPEFUR AT ScanSite pl/Mw #5347, 2R
SingalP 3. 0 ,Protscale %4 . TMHMM #5443 51 i#F
1715 5 K 2 4% L B K 45 # RN B RS 245 A T
SMART {47 2 1 o2 e AIE AR (4 K6 ], Tmpred
BRFHEAT 5 B E T, SR F SOPMA. B {47
RS AR L WU, Phyre BPF AT B OIE, R
Swiss-model 5 {f 1T = 9 45 ¥4 i, Swiss-Pdb
Viewer i F #5 F H B, B P M
( Ornithorhynchus anatinus ) % 26 i 4= ¥ FizK
AELEYIY) Dynll 2 S5 /RT 5, £ 75 Hoxt Sk
A 1 1R ] MEGA 4. 0 3, R g8 AL
UPGMA Jy i Aby 28 (i 15 B k% (] Bk SR
Bootstrap 1000 #5455 2 G £ 73 3 1 B G
1.4 Dynll 2 ERALRKIE

SRR TR - VH UL 5 il 6 FheH 2Ly
RNA, 3% i BestKeeper ¥4 i H4 B-actin 1E RN
Z 5 W, Dyndl 2 W & WE 5l W R 5-
ACACACGAGACAAAGCACTTCATC-3'; T i 5l
W1k 5'-CAGAGTCCAA G TTCCACGCAATCA-3',
[7i] isf 5% FHF 2 Ft AT SYBR Green Yo} i S if o
K Dynil 2 BRI ZH 233K L ( Bio-Rad iQ5)
SZETAE H PCR J Jwi#% PrimeScript™ RT reagent Kit
IR & 4T, gQRT-PCR 2 [ #2324 95 “C 3 min;
95 C 10 5,60 C 30 5,40 AMEFF; J7 v 52 15 7
VR A3 HT,95 CTAEME 15 8,457 0.1 C/s [l
ZME M 65 C T2 95 T, ffi il CFX Manager
Software K45 K4, £ s 4L ¥ {6 A SPSS Statistics
VI7.0 Gei bt f—5e R H i f i 2 2k
A AC,  Fi 8 2 7218 C,

2 HUR50M

2.1 KtRE Rk cDNA X ERER ESTs 4347
AR A 2 385 AN R MR T RS, P
THEE AT R 85 B2 JIk cDNA U FEZE A 1. 50 x
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10° cfu; 3R] PCR A6 T2y 100% ; BALBLI
FATERERAT Y 343 ESTs, # A% &y 18 4>, U
TN 94. 8% s il AR Wi K EZA R 1.0
kb, UG A KB R Bk cDNA SRR 5 o
RARGE R R R SO ER 133 JL %
(Unigenes ), £ 5 91 4> B 4> 3k JC 48 ESTs
(singletons ,26.5% ) Fil 42 4 TE & E 2 (contigs,
12.2% ), % Blast N fil Blast X 15542 & DNA
FNER 1 B 0 2R A7 [ U Bl e, R85 e ik A A 2
BELUIR IR IR T 51 5% T L) R 7 310 3 PR A A 5 %2
(F 1), LR RFE K L 118 K5 169 4% ESTs
(51.3% ) fig % Fl GenBank H [ £ 61 3 5] AH VT e
(Hrp 9 Z6 5 KBLH D[R ) o AR 40 35 PR 2 e X
214 Z5 [FIIRE #5517 ESTs k47 COG 4328, 732K
SR ILFR 2, S ER VR A A A AR DG S A
LB AR S A HIE WURE 5 5 AR O R A
FH
F1 K5 cDNA TEHKENGEFE 343 MU ESTs 4R

Tab.1 Characterization of 343 clones randomly isolated
from skin ¢cDNA library of A. davidianus

SERERL (Ll % )

MEA
characterization no. of clones
(percentage/ % )
[AlJE B known genes( E-value <10 %) 160(46.6)
FH5IHEP identical ESTs( E-value <10 %) 9(2.6)
VTR low hits to any database ( E-value <10 %)  70(20.4)
JCVEHD no hits to any database( E-value <10 %)  45(13.1)
2R {3 K mitochondrial transcripts 27(7.9)
WAL ribosomal RNA transcripts 14(4.0)
KA vector only 7(2.0)
23 3RIR empty vector 11(3.2)
&1 total 343(100)

*&2 ESTs COG 3E4H
Tab.2 214 ESTs putative identifications categorized
by COG method

FHEF Ty fg Ko (Ll % )

putative identifications no. ( percentage/% )
— Bt 15k general function prediction only 16(7.5)
H A5 metabolism 30(14.0)
2 i B 48 structure 28(13.0)
AR JE B4 cell cycle control 5(2.3)
43 secretion 67(31.3)
TE H R #19% 5 4% protein posttranslational 12(5.6)
modification , turnover, chaperones
LN EH MK genomic modificating 15(7.0)
{5 51% 5 signal transduction mechanisms 27(12.6)
IfBE AR function unknown 14(6.5)
41 total 214.(100)

2.2 KX Dynll 2 BEEMENEEEST

Dynll 2 cDNA % F & B 3 5 5 #7 BEAL
Pk i’ ly ADSOT7 1 seREHEAT I T , )37 3] A
682 bp, %2 BLAST LUXIAri],i%)7 5 F1XG ( Gallus
gallus) Dynll 2 F£ R # 6] I8 14 S 82% , E-{H N
5e " gl (1 8 (1 ¥ 5 N ( Homo sapiens) Dynll
2 AW RN R 86% , E-H N de ™, Wil & N
Dynll 2 B:[H o B4 312 bp BT BIEAE,
5'-UTR 3} 57 bp,3’-UTR ¥ 313 bp, ORF [X i F
58 ~ 369 ik, 4 fih 104 4>z KR, £F & 2
cDNA PHRHE (B 1) o K Dynll 2 B K% H 1R
A “A/T” 5 56.89% ,“G/C” 5 43.11% , )&
T HATP #1, fifi T} EXPASy server {5t i% 4 [l
ik 1) 2 KL R T 91 R AT AR 1 J AR A M A I 4y
Br, i A IR 20 F 58 12 030.6 u, S5 HL A
pl {H°h 7. 05, %A KB IT 5 A Fa i Pk 48 b
(instability index) A 24. 37 , 3% 3E ( <40) K/
43, Dynll 2 35 FI7E KIS OB E o IR TG 2
FLRRTE % (aliphatic index) > 67. 60, Ui 1 75 & ik
(A) AR (V) SRR (L) Mo @ mR (1) 1)
TR, H 4 M KR s R Ak A B
25.9% . ZwhEE P R R (R LA
MR AHEIR) 5 17.2% ,TRIEEILIR ( KA AR &
5% ) 1510.5% . Dynll 2 7 69 ~ 87 kb4 HL7
“ZnF-C,H," G HRLA B 3.30 e

Dynll 2 & & 6 =28 5 = B 4 ¥ 50
SingalP 3. 0 {473 #r 2B Dynll 2 & HRA 55
ko Block Searcher 243 A5l , X & HTE 73 ~
122 S M b ETE —/ Blocks, TMHMM % {445
P& B Dynll 2 8 1 5 HABYF Dynll 2 4
LA 0 JEE S 15 I 25 44 358 ; Tpred 14573 #r A&
I Dynll 2 # 15 88 ~ 104 40 A7 Hy HL[a] S8 A1 i Hb
] B 2 AP IR E X, 55 Z 4 18 1Y B ( Rattus
norvegicus) ) Dynll 2 & [ —%{, Protscale 4X{4:
SIHTIZ R B K SR R AB D 2. 311, Bi K fie/IME
N —2.733, 3% EH K/ (Score > 1. 5) R4y, HoH
SY IS A SR K . SOPMA R4 15 i Dynll 2
HEEA 4 Fh 9451 o— 1R TE 451 ( Alpha
helix, 50. 96% ) . JC #i 4 i 45 #4 ( Random coil,
19.23% ) %L {# 3= 5% ( Extended strand, 24. 04% )
Il B—4% £ (Beta turn,5. 77% ) , 5 Phyre {4 i
W45 R A — 3. Swiss-model x4 Fi i It &
) = &5 #4 5 B9 Dynll 2 5 H AR 100% ,
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5 WANG %™ 42 3# 1) Dynll 2 5 [ 5 {445 g —
B, ZHE S HARIE N 4.07 e 7%,

RE4F Dynll 2 B @ Lot RH
MAGEA. 0 %44 K85 Dynll 2 2 3% 51 Fl A
[ AL B TC R HE 4T 22 5 ) He o, SRR AL
Wras S aniE 2., S5 K67 Dynll 2 &JEIR 5

Dynll 2 & [ [F] I3 K 100% , 5 5 5 4
(98.9% ) KPEF:AE(98. 9% ) iy R IEH IR Z , 1
R RBEES A (4 Thr*-Ser® ” 7F 5 5 5 $HF JTUWE |
JIHE A 0 B[R] R P 53 5 R 94 4%, 92. 1%
92.1% ., 5 Dynll 2 5% (89. 2% ) [a] Y5 1 &
%, BRRIFE T4 Dynll 2 55 19 ~22 £ T 4 M5

H:“Gly-Glu-Met-Gly” 4544 .

ttctgtgagtggtgctgecgt

LIES] AW NINNEN E 2V N RPN F N L R i)
1 cgaggaacagetcagetgctgecgaggagaagaag;

58

g 2
c tgc cag agg ctc aca atg tct gac agg aag get gtt atc
CQ R LTMS DRI K A VI
ke a gat gca gta gac tgt gee aca cag gea atg gag aag tac
K N A DM S E DM Q Q D AV D C A TQ A M E KY
198 aac atc gag aag gac att gca gec tac atc aag aag gaa ttt gac aag aag tac aat cca act tgg cac tge
NIEIKDTIAAYTIIKI KEFDI KI KYNUPTWH C
271 ata gtt gga aga aac ttt ggg agt tat gta aca cac gag aca aag cac ttc atc tat ttc tat ttg ggt caa gtt
I VG RNF G S YVTHETIZ KHTFI YFY LG Q V
346 geg att ctg ctc tic aag tet gga tag gcgecgaggattgegtagaacttggactctgatgeactgatggctgaageccaga
A I LULFK S G *
427 aacccctttgaaacggcetgtgcaget gcatggactgteaactatatttaatgtat atgtaaagttactgactttttttttttgteatgttgectg
523 aaaagaaggcaaccttatgttcttttctocttgattattactttatttaottatatt gcactagaaaaaagatetaaatectcaacaatggee

glg aca ggc gag gea cag €gg geg gag ca
VTGEAQRAEH

137 aag aat gca gac atg tct gag gac atg cag ca

616 tttaaatggtatgaaaataaagtttcactctgatt ggaaaaaaaaaaaaaaaaaaaaaaaaaaaaaa

1 Dynll 2 BEH cDNA 5 RiESHEEBAES
Fig.1 Nucleotide of Dynll 2 ¢cDNA and deduced aa sequences from skin cDNA library of A. davidianus
3 ——KBEM Ailuropoda melanoleuca

31 L— X8 Andrias davidianus
0 ————— KWEE Salmo salar dynill

PS8 2 Ornithorhynchus anatinus

PE 54 Danio rerio
_9|:’J‘Eﬂ Mus musculus
A Homo sapiens

35 3

33

$ Canis familiaris

W TIEFEESR Pongo abelii

B3I Esox lucius

W)K& Osmerus mordax

|_ﬁ§‘1'51ﬂ Anoplopoma fimbria

47 "R EFBE® Epinephelus akaara

YT44 Oncorhynchus mykiss dynlil

IR Ciona intestinalis

2 48 LB Strongylocentrotus purpuratus
65 ——HIXICE# Branchiostoma belcheri

—I—jC E# Branchiostoma floridae

|—?§Eﬁ§fﬂﬂf§ Xenopus (Silurana) tropicalis dynlll

?‘—ﬂ\% Xenopus laevis dynlll

KB Rattus norvegicus dynlll

BHE Callithrix jacchus dynlll

PERNELL Taeniopygia guttata dynlll

& Bos taurus

_|:t|:!ﬁ Rana catesbeiana dynll]
33 ¥ Sus scrofa

53 7

30

14

14

16

17

14

17

33

¥§2E Nematostella vectensis

B2 KER5HA 26 Fzh¥H) Dynll 2 ERFEEX RS

Fig.2 Comparison of aa sequences of Dynll 2 with other 26 animals by MAGE 4. 0 software server
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2.3 X Dynll 2 EEMALRKIE

S 1 Dynll 2 5|94 PCR Kl , 47 1515 2
Dynll 2 FER =K A 103 bp, X Dynll 2 A
1E 6 FhZH AU Rk Y1 E =4 R E AT 200, T
Dynll 2 B[R 3 3k 5 Ay BRI OZ G > LA >

% bowel | NN |
100 bp
B stomach NN 137 200
1 _. 100bp
B Tung o 53 %
Bk skin | | 0|

BF> Bl > 8 > Bk, 9EO05E B g R 5ok, A
Dynll 2 £ 9572 LA T 223 IIF 1 B I . 5 o
YL I AR I (T 3) o R 7 3 7 )
Dynll 2 FE[H {92 2132 35 0 3 A — 5

_ Dynii2
m B-actin
M

oM KKk B MR 8

liver lung skin

FF tiver I ;.
WLy muscle | >

bowel muscle stomach

B3 Dynll 2 ERKELRIKIE
Fig.3 Comparison on Dynll 2 mRNA in 6 tissues of A. davidianus by qRT-PCR

3 e

3.1 X7 cDNA X ERER ESTs H017

SCHE BTt W PPAL 20 3 DN EESH A
R RAGA R B RN, #52 H cDNA SC% i 7
BRI AR A K5 R R B cDNA SCJ% 5
B SR RNMERGF . X cDNA SCPE it & R4 7 PFAl
T BLE A % JEFE N 4] DNA J5 ¢ ZRRIARSEH |
T A A W B TG Y A 28, A R o ) A
ST T84 4 v A SO SR Y R S
Has g R G R B 2. 0%, BRI EE R AL K
2.0% , bt K &%t ( Larimichthys crocea,5.57% ) 3
JEHAIR ™) s R SRE D |5 4. 0% o 4r 3L R 15
G5 K P AR 56T 5 b ik S IR B Y
7.9% , & T W E-1% (R. norvegicus,6. 54% ) cDNA
SO AR SR R A R 5 35 DR 1y S B 3 S
fy, 75 Bk — B 9%, KB SCJE H Singletons
(26.5% ) H Ho N A0 SO (28. 9% ) ™ IK,
{8 Lt = 3l f21 ( Gasterosteus aculeatus,23. 3% )% |
K VY ¥ Kt H 1 ( Hippoglossus  hippoglossus ,
0.3% )"* 3c e iy Singletons ZE &, H K85 ok 20
FEP(13.1% ) B W L H A8 (8. 5% ) 0 45
b AR SR R AL R SR cDNA SCZE Bt 5 55 o

ARWEFE EST J 51 43 B A 2838 K 3, K5 Bz
JRH 5 0 WA RE A AR A0 B 2R DL R S
MO BN R E R, 58 31.3% |
14.0% \13.0% F1 12.6% . AFTJE %0, B sh 4
RS 5 A A 1 W AR B 0% P DL

TS L fr i AL BB A I 2L W3 Pk ) TR
DI BCRH 1R D £ 57 19 38 2% ATl 2 Yy AR
KB IEAR 2, o AT IR B M2 8 5
IEEEE =P AN ) o A |
i CARUNEp sl & KGR BT R N7 R0/ BN 9.4
Jo vh o3 6 2 1 BE A o g 22, U T R R JER TT
RE & A 22 Bh e 88 A F0 2R W 0 PR ) 5, (A5 3
— S RABE
3.2 K& Dynll 2 ERBL S
X AN Bl Dynll 2 (%) 28 5L /R e 51 %) Ee
K, BT AKX & f ( Branchiostoma belcheri)
FSE (S. scrofa) 43 I BL T 4 A G 1R ke Kk 1Y) dik
JME S, HA Y R SRR H 5E A ], 150
Dynll 2 75k Ak it # o B B o i PR sy . R
Dynll 2 5 1 1) 45 R AR W], K55 T e iR 26
AHEG, S A= sh ¥y, EAC AR B s o FRA Tk —
A HL R Dynll 2 5 H AW B 04 Fh 2 518 17 51
A )R, R B Dynll 2 555 A sy [l 95
89.2% ~100% ; 54824 [f I 89.9% ~98.9% ;
IR PR R 92.1% ~94.4% i3] 4 25
AR AU B AR 3 R B« TE R Ml 2K —
RS RS . WA ME,
KBS B/ (97. 8% ) . X & i ( Branchiostoma
floridae ,95. 5% ) 55t 28 1) 26 % ¢ R B 5 1
( Strongylocentrotus purpuratus, 94.4% ) . ¥F 2%
( Nematostella vectensis,91. 0% ) &, 9 B K 5 5
0120 P S 5% O ZR BB Sl W) RIS 1o sl iy S
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Construction of cDNA library of Andrias davidianus skin tissue and
molecular cloning and expression analysis of Dynll 2 gene

WANG Li-xin'** , ZHENG Yao'”, LI Feng-gang'*, LI Wen-juan' , LIU Xiao-lin'
(1. College of Animal Science , Northwest A & F University ,Yangling 712100, China;
2. Shanxi Key Laboratory of Molecular Biology for Agriculture ,Yangling 712100, China)

Abstract; Dyneins are a group of evolutionarily highly conservative molecular proteins, which can be
divided into two groups:cytoplasmic dyneins and axonemal dyneins. Cytoplasmic dynein probably moves
along the microtubule essential for transporting cargo in eukaryotes. It is also probably involved in the
movement of chromosomes and positioning the mitotic spindles for cell division. Dynein light chain 2,
cytoplasmic,is a protein that in humans is encoded by the Dynil 2 gene. To clone dynein light chain, LC8-
type 2 ( Dynll 2) gene from A. davidianus, and to analyze the characteristics of the functional gene by
bioinformatics analysis,the structure of Dynll 2 gene was isolated from skin cDNA library. A cDNA library
of the skin tissue was constructed by using the isolated mRNA as the template during reverse transcription.
The skin cDNA library of A. davidianus were detected and sequenced by picking clones randomly. It was
confirmed that the titer of the skin cDNA library of A. davidianus was 1.50 x 10° cfu , the recombination rate
was 94. 8% ,and the PCR results showed that the average size of inserts segment was about 1 000 bp. A total
of 343 ESTs from the library were sequenced and made alignment with sequences in GenBank database.
Moreover, at least 214 clones ( E-value < 10 ~°) derived from these identified clones were categorized into
nine categories. Immune-related genes accounted for 31. 3% of the largest distribution, metabolism genes
(14.0% ) ,cytoskeleton genes(13.0% )and signaling pathway-related genes(12.6% ) took up a larger gene
distribution though. It revealed that skin of A. davidianus made intense activities in the form of secretions and
took part in metabolism reactions,according to their physiology function in the area of immunity , breathing,
and osmotic pressure equilibrium. In order to investigate the contribution of Dynll 2 to motor protein in
A. davidianus , molecular cloning , analyzing cDNA sequence and expression analysis of Dynll 2 gene from A.
davidianus were performed. The relative mRNA expression levels of Dynll 2 gene were investigated in A.
davidianus using real-time RT-PCR. The Dynll 2 cDNA contained a 682 nt of continuous complete open
reading frame encoding a polypeptide of 104 amino acids with a calculated molecular mass of 12. 03 ku.
Analytic results of TMHMM, Phyre, Protscale and SMART showed that Dynll 2 localized to membrane.
Dynll 2 contained conserved “ZnF-C,H,” motif of Dynein family. Dynll 2 shared high amino acid sequence
identity with other organisms and the tertiary structure of the Dynll 2 of A. davidianus was highly
homologous to the one of Rattus norvegicus. Then phylogenesis analysis of Dynll 2 was obtained with other
26 animals, and it showed Dynll 2 of A. davidianus was highly homologous to terrestrial animals or
freshwater fishes. Moreover, we were able to express Dynll 2 mRNA in 6 tissues of A. davidianus ,followed
by bowel , muscle, liver, lung, skin and stomach. The data of qRT-PCR , analyzed by 2 ~**“t method , indicated
the plentiful presence of Dynll 2 mRNA in muscle rather than other 5 tissues.
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