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({#E] BB N 5S oDNAJFAIGHT, e TfEfs . mfIMieE &bk, ik PCRY MG 2 PorEtk 58
rDNA B, X =it ril s MDA e IEE | G, IR EER G R AR, It5 GenBank
BEEHARN SER PN T IRES, SR VIR . B 2 HUE B S E AR GenBank T Trichinella spiralis 1) 5S tDNA
PR RS EEAAIR], N 695 bp; ZBSRAIA 44, 5 T, spiralis BIALE 735119 99.0%F0 99.1%, 5 GenBank v H AR 2
HAARUEEAR T 94.2%, 2 MBS HRZIRIBIAAUE A 988%, 2 NAEHRZ RIS T spiralis [RIAFERE R/, 354 0.014;
M5 AR RGBT 0.056; FHAREEE (N-J35) MUEKRIZAE: (MP %) WER 2 NRELRAMT, 2145
BIMRS Tspirdis S FR—23, HII'FESHHN 96 K 99, it W% VORI FIIE T A BRI A Tspiralis .
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[Abstract]  Objective
Methods

sequencing was made for the PCR products. Homogeneity,

To analyze 5S ribosomal DNA (5S rDNA)
The fragments of 55 rDNA were obtained by PCR from the isolates of Debao and Nandan, and

sequences of two Trichinella isolates from
Guangxi.
genetic distance matrix and phylogenetic tree were analyzed
by related software. 5S rDNA sequences of the two isolates were compared separately with those of Trichinella species
in GenBank. Results

the same length at 695 bp. There were 4 variable positions. The homogeneities of Debao and Nandan isolates with

5S rDNA sequences of three Trichinella isolates (Debao, Nandan and T.spiralis) showed

T.spiralis were 99.0% and 99.1% respectively. The homogeneities between Debao isolate and Nandan isolate was 98.8%.
Compared with other Trichinella isolates in GenBank, they were all less than 94.2%. The evolutionary distance among
isolates of Debao and Nandan and T.spiralis was 0.014. Meanwhile, the evolutionary distances between the Guangxi
isolates and other Trichinella isolates in GenBank were more than 0.056. Phylogenetic tree analysis revealed that two
isolates of Guangxi and T.spiralis located at the same node, revealing a close relationship. Bootstrap confidence values in
Conclusion

two phylogenetic trees were 96 and 99, respectively. The two Trichinella isolates of Guangxi show a high

homogeneity with T.spiralis ,locate at the same nodes in phylogenetic tree,suggesting that the Debao and Nandan

Trichinella isolates be identified as T.spiralis.
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W T PUEE LR AT R PP B A AR I BT B

2 DNA #2E
a3 00 B B 3R PR b JiE B 4 B AR B9 DNA, §%7
DNA $EHBUAF & (S5 Promega A7) Vi BHARHE4E

3 BRRBEMY

FRYEZ % SCHR [ 3 1883 5S rDNA JER P 1514,
F#E5I M. 5 -GCG AAT TCT TGG ATC GGA GAC
GGC CTG-3', TFUE51¥ M. 5'-GCT CTA GAC GAG
ATG TCG TGC TTT CAA CG-3'. PCR Rtk R K%
NiGAE . PHEIRR (RARRLS0 wl): 10xZZ W 5 pl,
MgCl, 3 wl (ZHEJE 1.5 mmol/L), dNTP 1wl (¥
200 pmol/L), #ikz DNA 1w, b . FHLIHW& 1l
(U JE 0.2 wmol/L), Tag DNA il 0.3 pl (&9 i
1.5 U), )i =28K#0E 50 wl; [ %4: 95 C
5min, 85 95°C 30s, 55°C 30s, 72°C 40s, 424
PEEA, )5 72 CHEH 10 min,

4 PCRYIHIERE

SMHIEPCR 774 9 pl 5 1wl 10x FREGE bl
51, BURGTR 6 wl T 1909 BIRIREER: . 50 V 18
THLUK 50 min, ZEAMT NI HLIK AR

5 PCR =YK= ESNFE

PCR 7=y iy 5e b 50 3 i _E T DA /58 1%, R
FSL Y, PUeasoebricik, —IRKBESIRIE 800 bp
HI 45 R

6 HIENHT

M GenBank Fi & Ji¢ & HUbE 5S rDNA FEH ¥,
BTN AY009946 (ff “HRBEE AL, T. spiralis), A
Y009949 (T.T8 ), AY009947 ( >k K jig & H |
T. murrelli ) , AY009948 (T.T6), AY009943 ( ffi [G
Ji€ B 1, T britovi), AY009944( % +HEEH, T nativa),
AY009945 (ANECHEEH, T nelsoni), AY845861( L 7H
WHEEH, T papuae), AY845862 (HEM Ai=H e dt,
Tzimbabwensis), DRE-242967 (# 4%t 18 | Dirofilaria
repens ), K Dnastar ZX{F0H ) Megalign Al Editseq
AEXT BT A75S tDNA FER P 91 T4l ab 2, SR
Clustal X (1.81) #MFE5EGTF THEF ik, XF 2 Hijig
FH 58 1DNA FEHFH) & GenBank HRH I 8 57 HE K]
TSI EREE, 435l Megalign Fl1 Mega3.1 LA -
2 HifETE A 5S rDNA FE R A0 AR L RE A AL A
ST A5 e B HOBR ] R

7 B RZEHAR

FKH Kimura WSEGETTRSEREE] . LlGenBank
S HETR I 58 rDNA AHBLEE f KR8k R 5 5 e 971 ol
FAMXTIRIPA, JFLLZBE AR i FH &R 4%
5 (neighbor-joining, N-J) Fli K24 (maximum
parsimony methods, MP) XJ 5S rDNA &K ¥ 51 %4
RS R AERIFHATIRIE T . X RG K AR AT
HZK55 (bootstrap test) 1000 1K,

# =X

1 WEFFIE3T

JUUE 2 AR AT B RS GenBank HE A rh
T.spiralis L#, 5S tDNA B & ¥ 50 EAH I, A
695 bp, A PHRFELRPA 73 Bk i A8 A S 1 ol 44
di J IR FE 5 8 0.57% 5 T.spirdis 58 rDNA J¥ 35
B9 T25. Al187. A326 F1 A641 43 7l 8 15 £f k&
C25. G187, G326 FI Te4l Fr#ft, G19, €352,
T443 1 AS51 73 9 PR B A19, T352, G443
Al G551 fIr Ak,

2 5S rDNA FIIRIE MR LLEE

JUVETELR . P 2 AN SRS GenBank HUAH
FEHAALL, 5 T spiralis #8RUES 3124 99.0%F1 99.1%,
5 GenBank HAWJETE HUH LLARUIPE 53 5K T 94.1%F1
94.2% , 5 A E T HLE A I HE R HR A AR LA R
61.4%, 5 A 5 € B AR UM 535008 64.3%F1
64.4% , SFpITRRAYAIPESS N 13.2%%, ) PE1E
. B 2 R B R AI L 98.8%

3 5S rDNA FIEfEEEE b

VRGP 2 DR Tspiralis SRR
BN, ¥ 0.014, 2 oy B RS A E B A
FEREESIRTF 0.056, 5 ARENE E HUE AR Wi 6
FB AR R R, 8 0.235, SHEE AR e dusk
TRIE BTN 0.249, 2 AN B bR Z 18] Y38t A% IR 25
0.014, 5 Fh &b X} R 35t 44 B 825 43 il 35 3] 1.038
1.003, WL PUEELR | R SE 2 A R AT B AR
5 T. spiralis 1% 1% 1B /N T 5 HABE & 2 g 5
N

4 5S rDNA ERFIIRSGE £

K H neighbor-joining (N-J) 71 maximum-parsi-
mony (MP) ¥, XF) VOFELL | B SF 2 S B BE 5S
rDNA FEH FF 51 J GenBank HHAH N ()% 53 7 51 43301 2
TIRGERARN (K1, #2), 2FIEWENRGA
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HEAARAL, )T PETERR | FSY 2 S ESER S GenBank
HH T.spiralis YN TR —0 32, RERRB, X
—4RAE 2 DRGSR AEM B A G SE 251 96
99, MNRGKERIELIAE N, TR, Mrt2 4
DEMYE Tpapuae 1 T.zimbabwensis WIFH JC AU JEE
HURGR AL,

56 R EIEE R Tomurrelli

77 fﬁ&ﬂ)’f%ﬂi’. T.britovi
87 |LT.T8

T.T6
89 06l 2 13t Tonativa
WEE I Tspiralis
96|_ TR ¥R Debao isolate
85 i FHk Nandan isolate

] EE);}!I;{‘.E %rglson,i
ELAT W JiEE B T.papuae
[ FREA e o
98" Tzimbabwensis
HANXTER Control

1
0.1

1 N-JE4&%I8 5S rDNA F3 RGE ER
Fig.1 Phylogenetic tree of 5S rDNA sequences by N-J method.

71 KEHEEH Tomurrelli
B[ AR Thritoi
97 —————T.T8
T.T6
71 2 +HEE R Tnaiva
2 MECHETH Tnelsoni
WEE I T.spiralis
TARKR Debao isolate
W_ B FHE Nandan isolate
— ARV HEE A Tpapuae
bR

T.zimbabwensis

AN ER Control
2 M-PiE%4%IHI 5S rDNA B3I R 54 £
Fig.2 Phylogenetic tree of 5S rDNA sequences by M-P method.

67

it #

DNA 2 F 2L W o, e A= Yt A s i
SEESEE . KR AFE F AR GenBank HAY ELHIFF 41
PEFT LA T, ARG 22k A R R AR T4
AR, 5S 1DNA FBOA4hS 5S rRNA AR B,
J& R EERSE IS, AN A HUFF Y 5S rDNA [B] B X K
INEAEFTTRA A AR, REARLIX o Z2 i B R, %
BT 5 O 2 Bt o8 TS URAh 30!
(IR, AR R A% M 25 AN ] g X AN ] S R A
KRMATEALTGR, RIS E B HORhRE ] A 7] 5 A
FEPRAIL TR

] PU R RS FAS 4r B R R B ) PE G ERAR Bt
M AFVI R R B, YohILX, HLHEEY
400 km, FRIA AT 30, A LIS AC
i, eI A SRALHE R R A3 1 T REPE )N

GenBank H1[1) T.spiralis i =24k, ) PHTEAN
FAPHPRA G Bk LRl A SEIE ] 5S tDNA o F
i, B X AN IEE R Bk T Y, RS
GenBank HjiE & HUM I P 9 HEAT LU 200, 45 R
N, XPNERYS Tspiralis W, FEHRFIKE
AEE B S A RIS 1Y 0.57%,  HATAH 15
A TRIEE , AEARLEE 23 5i3A 5 99.0% F1 99.1%; 15 H:
e B HOR 1 [ 22, AR/ NT 94.2% 5 T
Mo EMRZ AU R 98.8% , %& T.spiralis B 4H
LB 53 5/ 0.2%F1 0.3% , 3% —HL G i F5 ik — 2L F
5o PG B KR 5 Tospiralis 1) 388 1% 15 55 5 /N
(¥#1<0.014) , 15 HAbJE B HAY 35 48 13 8K
(>0.056) . MIIAR LA I3 BRI S Tospiralis 5
FERIR, Rylal— R AT RetE & . AW AR 3T )
Pk S AL R Bk A R A2 A7 404, 08 T
A B ] REXT A1 IR OC R AT R A 1R 22

PR AT AR B — 2k, ¥ WoR i
OYEIRRYS Tospirdis BRI, A7 T [R—203C, SRR
P AT e T HORIEE A5 et TR 23 SR g
I, BERATTVY 2 AR Bk xR e e T B RS
KRERIE, V2 MRGEREMIFET, B Gen-
Bank Fpir 4t e 3T A 1) A O B RV S S L R
Fa 12500 SCRLE . PR R 22 | T A I EL
PEEIHEFT T A 24K 1000 WK, BafR3E A I AT 5 L

FET IR 5S rDNA FERF A 534, WA
VYR PHAELRIE T I BRI N Tospiralis .
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