531 %5521 B = FE E K % ¥ W Vol. 31, No. 21
2009 4E 11 A ACTA ACADEMIAE MEDICINAE MILITARIS TERTIAE Nov. 2009 2073

AN
g . 1000-5404 (2009)21-2073-05 e %

H 7 1t %, F AR H K H 58 % FH A9 rDNA-ITS2 i# 5 S SR

T 3R, T R (55 = ZEE R Ll I 2 3 S A 4 B 2, T PR 400038)

 E: H S0 B A i g s AT G I 58 W B A AR DNA 55 P % 3% 1] [ X (xDNA-ITS2) e [H f astfL A2 5
Jith R 2 P AR SRIBUCHBEH 2 DNA,PCR R: 5 M3 3% rDNA-ITS2 FE K I3 )57 5 Clusterx 3R 3E1T 22 )5 51 %
L s MEGA 4 A SEBGHE BT, NJ 350 MP YL 8 R Gk (A s DNAsis #0AEXS rDNA-ITS2 J7 51 i Br b AT AR 7 401 . 8521

2 F O VA 184 RGeS BEAR ZERA AR B, F A i 52 A 5 40 DG O 408 R H [V 77 A6 58 1 28 AL HE S fHL IR L TTS2 )
GIIEIA 42. 7% BIARRIPE . I DNAsis TR H A i R R R4 0 HUiY vDNA-TTS2 Jp41) vh & 38 AP_2_CS6 .bHLH_CS
1 CAP_site 3 FpAH[FIFIFE SR F o 858 H AL H 03T BC 4 I B SR 7E rDNA-ITS2 L [RKSE A7 7E I WA Rl 22 5%
{HAE rDNA-ITS2 J7 31 J 5 R 7 J T LA SR AR M

KRR H AR H 5 5 (G5 I 5 rDNA-ITS2 ; J3 81 5 35t A5 2 25 Pk

HRERSFEES . R383.24; R394-33; R394.5 SCERARIRAD: A

Genetic polymorphism of rDNA-ITS2 of Schistosoma japonicum and Paragonimus
skrjabini

HE Xie, ZHANG Xi-lin, NIU Jing-xuan, CHEN Lin ( Department of Pathogenic Biology, College of Basic Medical Sciences, Third
Military Medical University, Chongging 400038, China)

Abstract. Objective To analyze the genetic variation of rDNA-ITS2 of Schistosoma japonicum and Para-
gonimus skrjabini in order to avoid the cross reactions in immune diagnosis between schistosomiasis and paragon-
imiasis. Methods The 2 species of fluke were collected, and then the genomic DNA was extracted, to amplify
the gene of rDNA-ITS2 by polymerase chain reaction (PCR) and then sequenced. Multiple sequences were
aligned by Clusterx, the genetic distance was analyzed by MEGA4, and the phylogentic tree of rDNA-ITS2
genes of Schistosoma and Paragonimus constructed with MP and NJ method. The motifis of the rDNA-ITS2 gene
sequences of Schistosoma and Paragonimus were analyzed with DNAsis. Results The results of phylogentic
trees of rDNA-ITS2 genes of Schistosoma and Paragonimus were similar. The genetic distance between Schisto-
soma japonicum and Paragonimus skrjabini was longer, though there was 42.7% similarity between their rDNA-
ITS2 gene. There were 3 same transcription factors in the sequences of Schistosoma japonicum as well as Para-
gonimus skrjabini, AP_2_CS6, bHLH_CS and CAP_site. Conclusion Though there are obviously differences
between the Schistosoma japonicum and Paragonimus skrjabini at the level of gene, they have significantly simi-
larity in transcription factors of rDNA-ITS2 sequences. It may provide valuable theoretical information for
studies on cross-reacting antigen between Schistosoma japonicum and Paragonimus skrjabini at gene level.
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Query 61 CACGCGCAACATCAACCATAGACGATGATAGGATAGCGGAACGCGCACA-AA-TCAATCA 118
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Query 119 CTGAGCCACGATTCCGTTGCCACATCCCCATCAAGGCTTTCAGCCACAACATGGGTACGC 178
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T R4 R NCBI ID
1 Paragonimus africanus AB298779
2 Paragonimus bangkokensis AB244621
3 Paragonimus harinasutai AB370190
4 Paragonimus heterotremus DQ836248
5 Paragonimus hokuoensis AY618756
6 Paragonimus kellicotti AF159606
7 Paragonimus metacercaria AB370191
8 Paragonimus mexicanus AF538945
9 Schistosoma bovis AF146035
10 Schistosoma japonicum SJU22167
11 Paragonimus miyazakii PMU96912
12 Paragonimus ohirai POU96911
13 Paragonimus siamensis AB354222
14 Paragonimus skrjabini PSU96913
15 Paragonimus vietnamensis AB270691
16 Paragonimus westermani DQ836243
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