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1 MEERE
1.1 EE##

SRR ER ) 1 pET30a JFAZ 26 18 2R AA th it B Bl R 245
— 5 5 e = A AT 5 R L i H i B i A T S
AL, B RNA BB A 7 573050 &5 34904 B Thermo Sci-
entific P H ARG PR o FRIEEAZER VTG . DNA % $2 7
P A REEAEYAF. 510Hh LAY TRARAR S
B HA A=A aGRIA e B iR ) TRRABR ]
12 ik
1.2.1 EgSBACTEREEKMEKR K| ¥iZit

HE 4 Genbank H € /A 1ii [ EgSBACT (EG_05139, Gen-
Bank: EUB59978.1) /%4, H Primer Premier 5.0 31514, &
B EgSBACT 137 51 9 P1 (5" —cgeGGATCCATGCCATTGAT-
GCTCTTCATCTACGGCC—3") Fl T~ {iE 51 ¥ P2 (5’ —ataagaat-
GCGGCCGCCTAGGGGATTATCGTTTCAAAATTCTGATCCTT
C—3' , BHRTF RN BEUI T, /NG F R AR 3L ) , 1T il
I B EL 85 bpo KT FH 1 JFAZ F 1k A pET-30a 11
Bt 05 B 0 ATT pET—30a Z FEREN 15 %5 BamH 1 Not 1
filg Y147 i, HORgU)80CR 88 , 78 BN iE S 19 50 o o A
BamH 1) Not TV 55 S AR , AN 25X EgSBACT $E [
PEATREVIVE FH I A Ak
1.2.2 ZRNARJIREUK cDNA AR

T i 447 =, U IR R 15 280 A ik 2% Ay D Sk iy
U T AT AR . T Trizol BEEEHUE RNA, S RNA 264%
P 2 11 A ND 1000 22 T, F HH AR M58 e FL DK AT 21
DA &l 0 52 MR AT A BER Y B RNA AR S 5% 564 B eD-
NA. J6 55 2 T B4 A RNA T % 43 9 DNA ] DNAse 17
b, LLHERR S5 22 PCR 5256 19 DNA T3t . IE 32 A5 SR AL+
Thermo Scientific 2 & kit
1.2.3 EgSBACTEEHIH 15

B2 LAk HRER ) cDNA SAAAR , LG Y EgSBACT I
TS 9 PL, P2 519, PCR W &5 14 5 95°C 5 min; 95°C
30 5,55C 30 5,72°C 1 min, 3£ 30 PME ¥ ; 72°C 7 min, PCR
7228 2% By B BEE J FL Uk R DU, VDR R B B, 48
BamH 1} Not 1] N4 H 89 B pET30a JR A% 3R 15
JEORE 5, P25 B AR 25 Mg rL R A ) % [l Ac T ol 28 WUt DD 11
H Y H- B pET30a TR, 38 3o T.DNA 34432 i 32 135 1 o 4
ki, AL SR IAAT I BL21(DE3) , #1737 CHl A5 55 .
HU150 WL AR KT B85 32 R AR (Kana+ ) , 37°Cal 7%
F&, PREE T AT PCRAGIN , & K35 77 BHAE: 5ok, PR 5 ps
RV v 4 B 2 B 6 T B R A T XUV 45 5 , PCR %8
(H EgSBACT LRS54 P K P24 34 o 3% TR S S 2 ok
pET30a-EgSBACT & ¥4 T A=Y TREATBRS w FIAE KA )
A BRI, 8 HoAd A R BEIE#f , 92k A Sanger 7
2, i pET-30a 21K 51 ¥, 0% 51 %) T7: 5' —ACATC-
CACTTTGCCTTTCTC—3', #5314 T7 TER: 5'—TGCTAGT-
TATTGCTCAGCGG—3', B F

Il 216

1.2.4 FFEEFRAAKIREKY) EQSBACT HIFE T4 47

PR 91 [R5 43 B ok PH 26 [ [l 57 A= 45 2 vt (NC-
BI) % %4 BLAST (basic local alignment search tool, http://www.
nchi.nim.nih.gov/blast) B2 /5 5¢ il , AL 53 B 5% 1] Mega5 1A
e

2 HR5%5H
2.1 EgSBACTEEHK RT-PCR# 1

2 RT-PCRY 1S, 45— 451K 2650 bp (4 4 44 5%
i, SHUHY R H A R BOR/MARF (B 1D .

1 2 3 4 5 M

< 1000 bp
< 750 bp

650 bp-> g

M—DNA #x#E DL 2000;1—EgSBACT & E RT-PCR =4 ;
2,3,5—PRMEE EXT R ; 4— A 1K T BR
E1 EE#R RT-PCR ¥ 4R

Fig. 1 Results of amplification of gene by RT-PCR

2.2 EgSBACTERMRRESLE

H R % AR, SR H T 7% PCR 7 1 1647 BH A 5o o 2
L ASF) S ARSI 2 650 bp B Sk By, T4 Bk SR
FH BamH 1 F1Not | #E47 XU, BEUI 45 0L 5 HUPARST (K1 2)

M—DNA #R/f DL 2000; 1— 3Bt 89 4 Bkl pET30a-EgSBACT;
2—EAFHIH BamH | /Not | MBS L E
El2 EABFRHM pET30a-EgSBACTHIMEETIERE
Fig. 2 Identification of recombinant plasmid pET30a-
EgSBACT by enzyme digestion

2.3 EgSBACTEREHIFFINE
X S8 5 Shy B M ) 2 SSOREARR AT B EA TR SN E |, 25
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2l P25 R 5 Genbank B2 1 EUB59978.1 341 58 42—
H(E3) o I M FF R EHE B 654 bp 4%, 4wt 217 4~
FIERIR I, TRNZ TR AR 0 Fim 298 24 kD, pl 24 9.28,

Identities (—Zitk)
654/654 (100%)

Strand (4%)
Plus/Plus

Gaps (A1)
0/654  (0%)

ATGCCATTGATGCTCTTCATCTACGGCCGCTTCTTCCTCGATACCAGAGCCATCCACATC 60

CEEEEEREEEEEEEE R E R ET L r
ATGCCATTGATGCTCTTCATCTACGGCCGCTTCTTCCTCGATACCAGAGCCATCCACATC 60

Query 1

Sbjet 1
Query 61  CCCTACACCCAAATCGCCGGCCAACTTTGTTACGTCGTCGTTCCCGTTGTCCTCGGCATG 120

CEEEEEEEEEEEEEE R EE R E R R ET
Sbjct 61  CCCTACACCCAAATCGCCGGCCAACTTTGTTACGTCGTCGTTCCCGTTGTCCTCGGCATG 120

Query 121 TTGATCAAATGGCGTTTTCCTAATTCCGCTAAGCGCATGGTTCGCCTATTCCTTCGCCCA 180
CEEEEEEEEEEEEEE R EE R E R R ET
Sbjct 121 TTGATCAAATGGCGTTTTCCTAATTCCGCTAAGCGCATGGTTCGCCTATTCCTTCGCCCA 180

Query 181 TTGGCTTTTTCCTTCATCTTTATCATCATTGGATTTGGCATCTACGTCAACTTGCCCATC 240
COEEEEEEEREE R R PR EEEE T LT

Sbjct 181 TTGGCTTTTTCCTTCATCTTTATCATCATTGGATTTGGCATCTACGTCAACTTGCCCATC 240

Query 241 TATGCTCTCCTGGGTGCCTATCCTCTTCTCTTCCCCATAGCGGCTGCTCTACCTTGGATG 300
FEPEEEEEEEEE TR PP T

Sbjet 241 TATGCTCTCCTGGGTGCCTATCCTCTTCTCTTCCCCATAGCGGCTGCTCTACCTTGGATG 300

Query 301 GGCTTCCTCCTTGCTGCTCTACTCGCTTTTCTGTGCCGACGTTCTCGAGCTGAGATTCTC 360
FEECECEEEEEEEEEEE PR R P EEEEEEEEErEr e

Sbjet 301 GGCTTCCTCCTTGCTGCTCTACTCGCTTTTCTGTGCCGACGTTCTCGAGCTGAGATTCTC 360

Query 361 ACCATATCCATCGAGACGGGCATCCAGAACAATGGAATTGCTATTCTAGTACTACTCTAC 420

FEECECEEEEEEEEEEE PR R EEEEEEEr e
Sbjct 361 ACCATATCCATCGAGACGGGCATCCAGAACAATGGAATTGCTATTCTAGTACTACTCTAC 420

Query 421 TCAATGCCACAACCAGAGGGAGACATTGGAGCAGCGATACCTCTCGTAGTTGGTTTCATC 480

FEECECEEEEEEECEEEEEEEEEEEEEEE R R EEETEEEr e
Sbjct 421 TCAATGCCACAACCAGAGGGAGACATTGGAGCAGCGATACCTCTCGTAGTTGGTTTCATC 480

Query 481 ACACCGTTTCCGTTAATGCTTGCTTACGCCGTTGTGGCGATTAGGGAAGGAAAGTGTTCG 540
FEECEEEEEEEEEEEEEEEEEEEEEEEEE R R ETEEETEre e

Sbjct 481 ACACCGTTTCCGTTAATGCTTGCTTACGCCGTTGTGGCGATTAGGGAAGGAAAGTGTTCG 540

Query 541 CAGTGCTGTCGGAAGAAAAAGATAACAGAGCTGGTAGGAACGGATGATGAGGAACAGCAG 600

Sbjct 541 CAGTGCTGTCGGAAGAAAAAGATAACAGAGCTGGTAGGAACGGATGATGAGGAACAGCAG 600

Query 601 AAGGGACTGAAATCCTCCTCGAAGGATCAGAATTTTGAAACGATAATCCCCTAG 654

Sbjct 601 AAGGGACTGAAATCCTCCTCGAAGGATCAGAATTTTGAAACGATAATCCCCTAG 654

Query—Genbank B /A7 #J EUB59978.1 51l ;
Sbjct—faN 7 5l (M 7 45 3%)
B3 EAMFRHpET30a-EgSBACTHIENEEFIINF &R
Fig. 3 Sequencing results of the insertion gene sequence
of recombinant plasmid pET30a-EgSBACT

2.4 EQSBACT ZB MBI

¥ H Mega 5 A%t ncbinim.nih.gov/blast B e B Fip
9 SBACT & FAHEATHEAAM 73BT (181 4) , NHEARA T 1, kR
BRZE ) SBACT (EgSBACT) 51z 1 4411 SBACT AR 4 , 7R3
AR b Ak T A, Ty A R SR G B, i 5 3 432
SFRH B, AR 2% BUJR 2k HU, 2% H A 5 0 e gl ] R T

#
JRIEEY ], AR —Fl SBACTS 545 - A Fii SBACTS A
R TEUR DANF—AL, KB T SBACT1 [/ %155 45 2
(0 SBACT4 [FIVEAE AR XTGR9 017 SBACT 544
[ FSE 151 iy SBACT4 AHER AR , TEAE AL F A0 T 4L, [ PEAH
XTEGE . FHESNY 5 Rt 75 A RS SR 4 O R
AN SBACT 543 KBS H) SBACT Z % b 53 AR, (H
5 EgSBACT 4 ML

3 tig

£ OBk ) ) &t Bg 51 B ZL A & LR 274l
I, A Y, EDE R E KX, e 23
FHA X B HETA T, AT A 4 BT ALY 86.9%",
POIHE XA BB 3R 19%~29%" , I AR Y S R ]
K 12% . N4 RO LIS PRI FE N 3, MU R Rk o
ShEES . AR HRTIRE TN PR, FANFA
FET 3N 1.7%~10.9 % AE, i EFARIET-H40.16% . H
PR A5 R I 22, 2B K Z2 B (0 P Rl TSk i ] e
AR NGk B AEIEG,, ARG A 12.8%~202% B HE K . 11
HURFAR BIRTT AR &, — B BB AR A3 B 2975 8000
JCLA o T U e P R A T AR R, E K E
BRI AR TT RO TRI I A T LA TP .
(ELTUAT: (14 SIZ 32 3 W 4 FRO 1) s Tl A o PRI, 2 B AR it 11

s il f O L 4% A TR LA D W JRAE IR BE ™ A 5 & T
B O ARSIt 347 T R A i, 3L
WA ALFE B AL HE T (0 3 8 52 RO R A — 4 8 Ik
FESNIR R, 2o 30~40 AFAYE T, KIS B PG 24 AR IF /Y
P07 JE 0 5 0 OGBS T s i, 7 E Al 6 s g 47
SRR AT. R E, B TIZRAT A T 24 S
K, HnE R A S A A A, LU e R A R s 3
BECE ) fli A X SE S AR ME S . 1R TR AU I 3 /b T v
6] 32 AL, X R AT e 7 T A KA T A s 1 i
L5 B IR S O U ARG JR0E PR B rh BT 28 K T XA
AT T LA 0 JOBEER M (0, AT R AT Eg BE W HF
Tl B ST B AL & B AL, T o R ML T
AWIBESE A BEBAF 28 M . W oAb i d B () — AN 5 3R 2%
SRR KRR —— AN S5k 0] ) L2
TEAR TSk ) e B oA AL 3 o TR AR Y 32 R A A R T
R, IR 225 LA B U e PR T iRk . I
B4R T Eg %1132 ¥ IRy R £k 04 & (A 3 R TR &
VR0 (3L,

NPT RR M 2 TR 2~ o, P25 1 0% L3 R 4
A8 J5 B R, (B AR AT AT 249 600 mg IR IRZ:
KA HE S, Ry T 2 R AR B S A, DT R A R 4
600 mg AR THER" A6 PR AH R A2 A T AR A9 IR, 1
JER A AR [ R A S B Bk X, AR A A AR i
AW SRR A « 28I [A P Ta— 24K B (cholesterol 7a—hydroxy-
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10 Nl sodiumibie acid cotrans porer (Crassostres gigas| GenBank: EKC34011.15 5
18 PREDICTED: solute camier famiy 10 member 6-ie (Srongylocentrots purpurstus) )P 781101 3 38 &
19 PREDICTED: uncharacterized protein LOC579660 (Strongylocentratus purpuratus XP 784857.3
2 PREDICTED: P3 proteinice (Takiugu rutripes )P 003967039, 18 4 £
23 hypothetical motei partia (Kyphos s elegars JGenBank: AFESEATE 1% &

28 Solute carier family 10 (sodiumbie acid porter family) member S jens GenBank: AARBE.1
% PREDICTED: sodum/bie scid catransporta 5 Qs aries XP 004012080.146 2
D hypaheia ol ERAFLDRAFT 60463 (renchicsfom fides)P Q0ZEO4ISE 15

35PREDICTED: sodium/bile scid cotrans porter 4 partial Qv aries XP 004010111.1

‘B PREDICTED: il sodumibile acid colrans porer Ovs ariesNCBI Reference Sequence )P 004)12282.1
30l sodumbie acid Canis lupus famiiari GenBank: CAE4B0T31
31 ileal sodium/bile acid cofrans porter Canis lupus familieris NCBI Reference Sequence: NP 001002868.1

24 ranalinlar miif nend

4 canaliculer mults peciic orgenic anion frans porter 2 Mus mus culus

pseudoalcaligenes CECT 5344GenBark: CCHARTLA
2 sodiumbile acid cotransparter famiy protein Brucels meftenss NiGenBank AEQIS2421

25ile acisodium P eud

29 solute carier family 10 (sodiumbile acid cotrans porter family) member 3 & clomCRA & Homo sapiens GenBank: EAWT2697.1

3 PREDICTED: s cdium/bik scid cotranspater isobrm 1 Cani lupus EmifirisNCBRefrence Sequence: JP 5740424 B

0 EG_05139 217Aa sodium-bile acid cotransporter

GenBank: EUB59978.1

1 ileal sodium/bile acid cotransporter (Clonorchis sinensis)
GenBank: GAA57409.1

2 sod bile acid (Schistos mansoni)

NCBI Reference Sequence: XP_002580711.1

3 sodium-bile acid cotransporter related (Schistosoma mansoni)
GenBank: CCD79974.1

4 sodium-bile acid cotransporter related (Schistosoma mansoni) |
NCBI Reference Sequence: XP_002574050.1

5 Hypothetical protein CBG 13872 (Caenorhabditis briggsae)
NCBI Reference Sequence: XP_002634773.1

6 Protein Y71G10AR. 1 (Caenorhabditis elegans)

NCBI Reference Sequence: NP_500176.1

7 sodium=bile acid cotransporter, putative (Ixodes scapularis)
NCBI Reference Sequence: XP_002400798.1

8 hypothetical protein DAPPUDRAFT_206282 (Daphnia pulex)
GenBank: EFX89032.1

9 GJ16857 (Drosophila virilis)

NCBI Reference Sequence: XP_002057030.1

10 Tleal sodiumbile acid cotransporter (Crassostrea gigas)
GenBank: EKC34011.1

11 hypothetical protein LOAG_02115 (Loa loa)

NCBI Reference Sequence: XP_003137701.1

12 GH24476 (Drosophila grimshawi)

P_001991944.1

phila ananassae)

NCBI Referen quence: XP_001963855.1

14 Sodium Bi mporter family protein (Brugia malayi)
NCBI Reference Sequence: XP_001894577.1

NCBI Reference Sequence
13 GF21239 (Dr

15 Heal sodium/bile acid porter (Acromyrmex echinatior)
GenBank: EGI70330.1

16 hypoth protein WUBG_05013 (Wuchereria bancrofti)
GenBank: EJW84078.1

17 lleal sod: bile acid (H: hos saltator)
GenBank: EFN78725.1

rrier family 10 member 6-like (Strongylocentrotus purpuratus)
: XP_7811013

ized protein LOC579660 (Strongylocentrotus purpuratus)
P_784857.3

e: XP_002594095.1
protein, partial (Kyphosus elegans)

GenBank: 2559751

24 canalicular multispecific organic anion 2 [Mus musculus]

25 bile acid:sod [Pseud loalcal CECT 5344]

GenBank: CCH38171.1

26 sodium/bile acid cotransporter family protein [Brucella melitensis NI]

GenBank: AEQ09242.1

27 Sodium/bile acid cotransporter 7-B Na(+)/bile acid cotransporter 7-B; Solute carrier family 10 member 7~

B: xP7 [Salmonella enterica subsp. enterica serovar Weltevreden str. 2007-60-3289-1]

NCBI Reference Sequence: YP_006886891.1

28 Solute carrier family 10 (sodiumv/hile acid cotransporter family), member 5 [Homo sapiens]

GenBank: AAI36632.1

29 solute carrier family 10 (sodium/bile acid cotransporter family), member 3, isoform CRA_a [Homo sapiens]
GenBank: EAW72697.1

30 ileal sodium/bile acid cotransporter [Canis lupus familiaris]

GenBank: CAE46079.1

31 ileal sodium/bile acid cotransporter [Canis lupus familiaris]

NCBI Reference Sequence: XP_537494.2

33 PREDICTED: ileal sodium/bile acid cotransporter [Ovis aries]
NCBI Reference Sequence: XP_004012282.1

34 PREDICTED: sodium/h
NCBI Reference Seques
35 PREDI!
NCBI Referes

acid cotransporter 5 [Ovis aries]
P_004012080.1
id cotransporter 4, partial [Ovis aries]

_004010111.1

diug

: Sequence: X

27 Sodiumbile acid colrars parter 7-B Na'+ bk acid cotransporter 7-B Solute camier family 10 member 7-8 xP7 Salmonela entericas bs p entevica serover Wekewedenstr. 2007-60-3283-1Y P 0068388511

05

B4 AE#H SBACT & ALK ST
Fig. 4 Analysis of phylogenetic tree of SBACT protein from different species

lase, CYP7A1) 1Y 28 ML 42 1 27052 (L I (27— hydroxylase,
CYP27A1) BYRAREAR AN 90% ~ 95% 1Y BH 12 1 i
HE M. BTEA IR DL IR 18 A A N T fE LA
PR TR 2 o 2 AR, X R A Bl — L s A S B
e FEMEAERR, IHE 4G A (BSEP) (2 25T 245 M AH G 2R
& 2 (multidrug resistance—associated protein 2, MRP2) B~
i 25k 3 (multidrug resistance 3, MDR3 )W FF40 A N 14 71 FR
RANNE  Horh BSEP 2@ i B IR R , MRP2 iz % —
YA ER AR ZL R , MDR3 iz i AH T2 5 L ] 5t 1) T 45 T
L, BERE A0 G B IV IR % 12 R4S, AV PR HE A 18
Tt s REHAE 10 g A S 5 T LV R 64 3 [+ 42 25 11 (apii-
cal sodium bile acid transporter, ASBT)# A g I Bz 4l i f5 5

Il 218

[l 38 AR 3 IR 45 5 75 A (intestinal bile acid binding protein, IB-
ABP)ZE 4, 1 OSTo/B5R — SRR FHEAT TR IR ML, 45 5
J5 BT RR 21T KA S S bR BT el 200 6 2 T EL AT JIEL PR
o 2 AT 04 A i IR R 494 5% 32 25 1 (sodium taurocholate co—
transporting polypeptide , NTCP) 45 iff A - 20 g I 52 il — 1~
PEERO,

TEJSAZ RN ELAZ A W0 A B 1 5 J52 3 i 2 1 275 10 (pro-
teins of solute carrier familyl0, SLC10; sodium bile acid co-
transporter family, SBF) ; iX % i Na'/H 3 iRt IR 4% is 4
1 (Na'/bile acid cotransporters) 2%, SLC10A2[SLC10 i 5% 2
B FR A 1 Na /B R e 12 3 11 5 A (ileal Na'/bile acid
transporter gene, ISBT) , 53 FR T G AR 46 1) HH 7 1R R 5 i
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HH F2E A (apical sodium—dependent bile salt transporter gene,
ASBT) %E 1 75N 1333, I FLix A3 R 7= Wy 7 M [l g ' ik
WA R A e R

JEE 2 — ) 25 PR R . e S SR R Y &) R B
Tl Iy B R AP R E IR p R s e o R B o3 B A
WG T A ST SR R Ay R R AR AS o RV XS T8 A A
AL T — AN SCHER IR o B S TR E BT B I T A
A= AU IE ST R o BREAVE R 28t R A L 0
INRREES T AR SR On S B TRz g, 2 THE
SRR SO, 78 B TRIET TSRS AR T RS R TS
PRGN T e 1RE 3 1 X BERF ST 45 5 S H5 AT
BRI A5, DA R 2 i 1 2 A 1 A R R 7 =2 —,

FE ALK 2 UKL R 2 sl 3 SR 20 v 2 R BT R 1Y
H% 2 AR e 5 R RN LT R 40 P ) 2 i B VRN 22 24 B iR
(MRPs) (LR, ARWFFR LS5 AR TAE, © DOHsmik 4t
B b T R R T RRAZ SZ AR SE IR 7E B, IR TR B4 P
[l 32 B AT 1 AR RS2 JE Eg 40P , AT 53
20 N 1 R TR A% 32 R AR 45 45 T ke # R4% Bg K o0 AP
.

AT 5 B S Hi WA B 40K R 84 v T Y EgSBACT
FEP 25 R 5 Genbank H1 2 A 4 1) EgSBACT(GenBank:
EUB59978.1) 584 —3, [ MEHT &L, EeSBACT & 15
A S0 i SBACT 2K 11 (GenBank:GAA57409.1) [a] P8 7 f%
L IR F) 43%(93/214) ~61% (131/214), 5 5 75 FC S A 1k
2,55 419%(91/223)~60%(135/223); T S22 et A M
KA E RN IR TR 26 % ~34% . X SBACT 8 FH A T EfL A 43
B NHELE B H 40k BER 46 HLUAY SBACT 28 115 W L4 i
SBACT % A R4 , FEREAL M [ A F— 4, 1 5 Ho Ay o
GMERGE 35 B 93 A — B, ARk 2% R 2 U,
Zo W SR WRE T mIE s . AR SBACT 548 K
BEEh 9 1) SBACT ZE M5 W B A 238 , {0 5 EgSBACT 35 4 M4
ST AR e

4 Zig

DB SRR ATk R e Hh 38 Y EgSBACT Fe R 1 5w e &
JF AR BAR pET30a |-, MF 455 5 Genbank AT EgS-
BACT 58 4= — 3, W n © B0 F # T D A% o0 21 3% 5K o R
pET30a~EgSBACT, [RJIEPE I3 H & K, EgSBACT 25 | 5 Hh4E
20t SBACT 2 11 (GenBank:GAA57409.1) [ I M 5% /55 -
HH BRI 38T, EgSBACT 25 11 5 W U2 1) SBACT 2 TR
B A F—H
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Molecular cloning and sequence analysis of sodium—bile acid
cotransporter from Echinococcus granulosus in Xinjiang, China
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Abstract Sodium—bile acid cotransporter (EgSBACT) functions in the sodium—bile acid transportation in Echinococcus granulosus (Eg)
Protoscolex and the sequence is unknown. The specific primers for EgSBACT mRNA are designed and the EgSBACT gene is amplified by
RT-PCR from Eg protoscolex total RNA. Then the EgSBACT gene fragment is cloned into pET30a vector which is a prokaryotic expression
vector for sequencing and analyzing by bioinformatics method. The PCR products of EgSBACT is about 650 bp whose length is 654 bp and
encodes a protein containing 217 amino acids and the pl of this protein is predicted as 9.28. Homology analysis shows that there is 43%
of similarity between EgSBACT and the trematode SBACT (GenBank: GAA57409.1). Phylogenetic analysis shows that EgSBACT is
clustered with Fluke, and has a lower homology to other species. EgSBACT gene is cloned from protoscolex of Echinococcus granulosus in
Xinjiang, which lays a foundation for further study of EgSBACT function in the development and differentiation of PSCs into adult worms.
This research provides a way to express the EgSBACT protein in vitro and taking advantage of this protein further research can reveal the
exact functions of EgSBACT in the sodium—bile acid transportation in Echinococcus granulosus.
Keywords FEchinococcus granulosus; EgSBACT; sequence analysis
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