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Table 1 Leishmania isolates and thelr international codes, isolated places

H o#

Species and isolates

E bR A

International code

*® R

Source

RLFFRIRE L. infantum

HEHAEFE DD #  1.4.DD8

MR A A ) 4>k 10 B L. 4. SC10 isolate
HEHABREAEHIEET S L 4. GS7 izolate
A8 FEHINAKSE®R 2 G L 4 SD? isolate

MHOM/FR/78/LEM75
MHOM/IN/80/DD8
MHOM/CN/90/SC10H2
MHOM/CN/93/GS7
MHOM/CN/93/3D2

#E France

HIF India

WMNEWHNE  Wenchuzn County, Sichuan Province
H#&E& e Wenxian County, Gansu Province
R4 RHE Gaomi County, Shandong Province
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Table 2 Point mutations found in the variable regions of the SSU rDNA of five Leishmania species and isolates

it % Species and isolates uQ- I uQ-1

47 52 52 353 374
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SEQUENCE ANALYSIS OF SSU rDNA VARIABLE REGIONS OF
LEISHMANIA [1SOLATES FROM HILLY FOCI
AND PLAIN FOCI OF CHINA”
BU Ling-yi', HU Xiao-su', JING Bao-gian?, Y1 Tao-lin!
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Abstract [Ohjeetive ] To analyze the sequence difference of the S8U rDNA variable regions of Lefshmania isolates from
hilly foci and plain foci of China. [Methods] Specific 38U rDNA fragments from nuclear DNA of five Leishmania species and iso-
lates were amplified by PCR. The amplified DNA [ragments were cloned into pGEM®-T Easy vector. The specific fragments
were sequenced by the automated DNA sequencer. [Results] Sequence analysis showed that the amplified DNA fragments of five
Leishmania species and isolates were ail 392 bp in length, point mutations were located in the two unique sequence (UQ- 1 and
UQ-1); L.4.5C10 and L. d. GST7 had two same point mutations in UQ- I, only L.d.GS7 had one in UQ- I ; no insertion/
deletion. [Conclusion] Sequence difference of the SSU yDNA variable region existed between Leishmania isolates from hilly foci
and plain focis The sequences of the SSU rDNA variable regions of 1. &. SD2 isolate and L. iz fantum were identical.

Key Words: Leishmania, small subunit ribosomal DNA, polymerase chain reaction, cloning, sequence analysis, genetlc
variation
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