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Analysis of Leishmania Species and Strains from China by RAPD Technique
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[ Abstract] Objective To analyze genetic relationship of Leishmania species and strains from China by RAPD technique.  Methods
DNAs from Leishmania strains, including L. donoveni{ L. d.) isolates from patients, dogs and sandflies of three different foci in China and
international reference strains, were amplified by seven random primers. The DNA polymorphic bands detected were analyzed by clustering
analysis with SPSS software.  Results (I} L.d. isolates from hill and plain foci in China were divided into two groups. The genetic distance
of I..d.isolates is distant between them. & L.d.XJ771, L.d.XJ901, L.d.XJ801 from desert, vicinity of desert, and plain regions in
Xinjiang were in the same group.It indicated that the genetic distance among L. d.isolates from the three regions is close. @ L.d . isolated
from VL patients and dogs in hill foci could not be discriminated distintly, showing high homology between them. @ L.d.DD8 from India,the
reference strain of plain type, was clustered with L. 4 .isolates from plain foci in China. It provided scientific basis for the viewpoint “Kala Azar
from east area of China is similar to that from India” . & L. infantum and L. d . isolates from hill foci in China were clustered into different
groups. & The genetic distance is closc between L. d . isolates from plain foci in China and £.d.Jed:(Z L. infantum and L. tropica showed

the closest genetic distance.  Conclusion
[Key words] Leishmania species, RAPD

Differences at genetic level exist in Leishmania isolates from different foci in China.
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Table 1 Orlgins of the selected strains of Leishmania (group 1)

WE No. F Bk 2 PR apecies and strains [ B 4 i [nternational code
1 FECH RGP 488 109 L. donorare SC10 isolate MHOM/CN/90/SC10H,
2 HEAG®BERTRTEEK 75 L. donovani GS7 1solate MHOM/CN/93/(57
3 HEAHM{|SFERHBRTME 48 L donovani G4 isolate MHOM/CN/? /1584
4 HXAAEEEH RSB IS 1. donovani GS3 isolate MUHOM/CN/84/GS3
5 HEAGRERTRTEHESS L, donovani G35 isolate MHOM/CN/7 /(GSS
6 HEMHEFEHERTEH, S L. donovani GS6 isolate) MHOM/CN/? /(56
7 HERTRERENALGEE6E L, donovani SC6 isolate MHOM/CN/86/SC6
8 HMEFHERQHHSEHRS S 1. donowni GSB isolate MHOM/CN/94/G58
9 HEAMARFEAEHRTEEE 25 L. donoteni G52 isolate MHOM/CN/83/GS2
10 HEMAOEREAMMHRIEHE IS L. donovani SCY isolate MCAN/CN/86/5C9
3 PR ERLMW) RS EEK 1 S L. donovani SC11isolate) MCAN/CN/? /8Cl11
12 HERMFRERTHARTEEK 1S L. donovani GSt isolate MCAN/CN/60/GS1
£3 HEKAHAABRERINEDIEE 1S L donovani 5D1 isolate) MHOM/CN/84/SD1
14 MEHMASRA RS DK 2D L. donowgu SD2 isolate) MHOM/CN/92/3D2
15 FEEEH B IR g EEk 1 B L. donovani JS1 isolate MBOM/CN/84/]S1
16 ¥ 8 54 DD8 # L. donovani DD8 isolate MHOM/IN/80/DD8
17 HCH S FERFM T B L. donovani ¢XJ771 isalate) IPHL/CN/77/XJ771
18 B PCF 4 B I 1 58k L. donovani Jed isolate) MHOM./SA 81 Jeddah KA
19 PR 18R L. ropica MHOM/SU/74/K27
20 PULFIH R A L. infantum MHOM/FR/78/LEM75

®x2 R2EA0TRKAA#R
Table 2 Origins of the selected strains of Leishmania {group2)

M No. 4% B FF Species and strains (5 fr %4 & International code
1 FEEASEREE 77 % L. donovani XJ771 isolate IPHL/CN/77/XJ771
2 HEMNHERLHERT®E2 S L. donovani GS2 isolate MHOM/CN/83/CS2
3 EILRHRIE N L. infantum MHOM/FR/78/LEM75
4 AR B IRR L. tropea MHOM/SU/74/K27
s ¥ G A1 8 [ e % 8 801 # 7. donovany XJ80G1 isolate MHOM/CN/80/ X J801
6 KA S R Al 901 8 L. donovani XJ901 isolate MHOM/ CN/90/XJ901
7 BAH T BEE L. magor MHOM/SU/73/5ASKH
8 BB A 8B H L. mexicana amazonensis LV 78 -
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Table 3 Random oligonucleotide primers and their sequénces

T s
M1i3 GTAAAACGACGGCCAGT 53
AB1-04 GGACTGGAGT 60
AB1-09 TGGGGGACTC 70
AB1-13 TTCCCCCGCT 70
AB1-18 CCACAGCAGT 60
33017 TCCTAGCCAA S0
ARL6 GTGACCTAGG 60)
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L.d.Js1 16 L.4d.DD8 17 L.d. XJ771 18 [L.d. Jed 19
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Fig. 1 PCR amplified product of 20 Leishmania strains using
random primer 331 35 PCR product was run on a 1.5% agarmse gel.
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1 L.d.5C10 2 L.d.G87 3 L.d.C 4 [I.d.G8} 3
L.d.G% 6 L.d.CS6 7 L.d.SC6 & L.d.GS8 9 L.d.
CS2 10 L.d.8C9 11 L.d.8CI11 12 L.d. G811 13 L.d.
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Fig. 2 The phylogenetic tree of Leishmania constructed by
twenty Leishmania strains with RAPD
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B3 AABFRREEXEHEE (e KAHFERAAE)
1 fL.d. XJ771 2 L.d. G582 3 L.infantum 4 L. tropica
5 L.d. XJ801 6 L.d4. X101 7 L.magor B L. mexcana
Fig. 3 The phylogenetic tree of Leishmania constructed by

twenty Leishmania strains with RAPD
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