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The amoebiasis meeting held by WHO in 1997 claimed that amoebiasis is
the infection with pathogenic Entamoeba histolytica whereas the
morphologically indistinguishable E. dispar is merely commensal ameba
residing in the human intestinal tract. The development of diagnostic kits
specific for E. histolytica, renewed prevalence survey and molecular
epidemiology thus became the important issues in amoebiasis research. By
taking advantage of the techniques involved in the stool specimens processing,
DNA extraction and PCR developed in this laboratory, the srehp and locus 1-2
genotypes out of the E. histolytica isolated from the mental residents in one of
the mental hospitals in Taiwan have been investigated. There is two magor
srehp genotypes transmitted there though more than 20 minor types were also
identified. Besides, 4 different locus 1-2 genotypes were identified. We also
proposed a model for phylogenetic analysis, which is based upon the fact that
the frequency for the mutation is much larger than that of tandem repeats
extension. The data of genotype from Japan and Tailand were combined and
anayzed. Preliminary results indicated that there are no distribution
differences among Taiwan, Japan and Tailand isolates. More data need to be
incorporated from different sources and different areas of the world to test this
model.

Keyword: Entamoeba, genotype, molecular epidemiology
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'] ¢ Typel? Cam-KU12
| I | ¢ Typed Twn-? 752;Ind-SAW1627
| I | ¢ vuio Twn-? 752, 1537
] ¢ TypeM Twn-? 753;Jpn-KU3,5,9
[] ¢ vuie Twn-? 119,753,845,1288,1537
[ ] [ ] ¢ TypeO Mex-HML:IMSS Cl6
[ ] [ ] ¢ TypeP Twn-? 737;Mex-HML:IMSS Cl6
- '] B ¢ vuoe Twn-? 737
[ ] ¢ Yuis Twn-? 94,1171,1675
] B ¢ Types Thi-TM51
[ ] B ¢ vuwes Twn-? 160
[ ] [ ] ¢ Type6 Thi-TM21
[ ] B ¢ vos Twn-2 1675
[ ] [ ] ¢ Typell Thi-TM83
] ] ¢ Yuls Twn-? 1675
. 4 TypeF Twn-? 160;Thi-TM51;Gha-KU6;Jpn-KU4,23
] ¢ vuia Twn-? 160
[ | ¢ TypeB Jpn-KU11
[ | ¢ Typel0 Thi-TM53,54,55,58,64,65,67
%0 l . 4 Type2 Cam-KU12
11 ¢ Typel Thi-TMS53,54,55,58,64,65,67,84;Jpn-KUL1
[ N | ¢ Typel2 Thi-TM19,20
[ ] Yu17 Twn-? 1537
'] Yu10 Twn-? 752
[ ] © Yuo3 Twn-? 753
'] ® Yuo4 Twn-? 753
'] ® Yu02 Twn-? 1288
[ | B o Typea Jpn-KU27,28,29
'] '] * Typel6 Thi-TM24
[ ] [ ] * Types Thi-TM24
'] * Typel8 Cam-KU12
Yuol Twn-? 1537
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A -~ AR A R (n=1976) ¢ E higolyticag 4§ A~ T2 E

histolytica & 14 =]

n

- Srehp |locusl-2
30| M | 42 A-1 13 N D N D
90| F 45 A-2 5/ 12 ND ND
94| F 31 A-2 1 15 1
119 M | 42 B- A 17 7 ND
155 M 5 4 B- A 8 15 4
160 M 59 B- A 36 13,17, 18 3
459 M | 37 B-D 12 11 7 3
460 M | 49 B-D 12 27 7 ND
628 M | 37 B-F 17 15 ND
633 M 76 B-F 35 15 ND
729 M | 54 C-01 27 15 2
737 M 62 C-01 10 14,20 N D
752 M 61 C-01 109 25 3,5,6,11 N D
753 M | 45 C-01 109 25 4,7,23,24 N D
778 M | 39 C-01 11 7 3
7983 M | 44 C-01 19 ND ND
845 M 61 C-02 35 79 N D
879 M 60 C-02 27 7 ND
10859F 61 C-04 19 15 ND
1171F 48 C-05 513 3 15 1
1172F 50 C-05 513 22 19 ND
121 8M 52 C-06 602 31 15 N D
1220M | 55 C-06 602 31 ND ND
1236M | 43 C-06 606 20 7 3
1238M | 36 C-06 606 13 ND ND
1239M | 40 C-06 18 ND ND
1252M | 52 C-06 23 ND ND
129 8M 58 C-06 28 2,7,22 3
1290M | 36 C-06 616 10 15 1
1294M | 50 C-06 616 26 15 ND
1347M | 47 C-07 30 15 1
1351M | 52 C-07 29 ND ND
137M | 36 C-07 3 7 3
13§ 0M 72 C-07 30 7 4
159q7M | 50 D-01 27 7 3
1537M | 52 D-01 28 1,7,8,10,11 3
1631F 66 D-09 7 15 N D
1664F 51 D-09 4 ND ND
1675F 54 D-10 20 12,15,16,21| ND
1763M | 54 D-11 33 7 3
1962M | 43 D-15 18 7 ND
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