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[Abstract] Ohjective To analyze factors related to the virulence associated genes of Leptospires.
Methods Twelve putative virulence assxiated genes were detected by polymerase chain reaction (PCR)
method in 38 reference strmins, 81 field strains of Leptospira interrogans isolated from patients or animals,
and 12 avinlent strains of Leptospira biflera. Results These putative virulent genes were widely
distributed among the strains of Leptospira interrogans, but only few of them were detected in Leptospira
biflexa . Gene lipL32 was delected in all strams of Leptospira interrogans. Distribution of gene lipL.36 was
varied significantly with detected rates from 0 to 90.91% . Gene la1608 had a positive rate of 87.50% for
strains of serogroup Icterohaemorrhagiae, but was only detected in few strains of other serogroups with a
range [rom 0 to 25.00% . Rate of detection on gene sphA was 17.65% in Leptospira intervogans, and was
absent in serovar hardjo reference strain. Conclusion Results indicated that these genes might be of
importance for the virulence and pathogenicity of Leptospira, interrogans, while gene lipL.32 might be cne
of the common antigens. Gene lipl 36 might be involved in serogroup specificity with genetic diversity, but
gene 1al608 was as one of the genes with specificity for scrogroup Icterchaemorrhagiae. However, serovar
hadjio might hold quite different genetic characteristics when compared with the other serovars of
Leprospires.
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lipL41 SMNEREERA 89.00  Leptospira interrogans 650 51 U:GTAACGTAGGTTTGGCTGTTG
L:TTCTTTTACTTCTTOGTCCTC
lipl3s  SMRIRERT 61.00  Lepiospira kirschners 558 52 U:CGTTTATGCTTGTTCTTCIG
: L:GTACGTTTGOCTCAGTTCC
lipl.32 SMERRER 97.00  Lepiospira interrogans 457 53 U:GCTGAAATGGGAGTTOGTATG
L GGCTCACACCTGGAATACCT
ompl.1 SEEH 90.00  Leptospira interrogans 525 55 1I: TGOCATCAATGCAAGAAGCAC
L: CCAACTGCATADGCAGCAGAC
flaB WERA 98.00  Leprospira interrogans 627 55 U: ACGATGAAAGCTCTGTCTTCC
LiCTGCATATTTTCATACGCACC
rmiD BER G BB 99.00  Leptospira intermgans 669 52 U: TCCGACTCAGAGAACGCTTAC
. L:CTCTCTCCAATGCGGAACAAC
lal608  FREH 30,00  Neisseria meningiticdis 527 52 U:GGCATGCATTGATACGATTGA
L: TIGAGCUCATACCAACGAGAC
invA BREEAA 43.00  Bartonella clarridgeiae 437 52 U:GTGGAGAGGTTTTGGTTGGAG
L:CGATCTATTTOCGATGICTTG
mee Mee BFH 23.00  Mywbacteriam tuberculosis 422 52 U: TGCCPTTTGGTTACGTTTCTG
L TCTTOCTAAACT TCCGTCTOC
sphH 1A 100.00  Leprosgara interrogans 834 51 U; CTTATGAATGGACTCOGCTCT
Ly TGOGTTTACTTGTAACCAACC
sph EIE 62.00  Lepiospira interrogans 670 51 U: GTTATUGTGT T TGAAGAAGCL
L:GTTTAGAAACCGGATCGTAAG
sphA HEmR WR[2] Leptaspira interrogans 863 53 U: AAGAGCACAACGTATCGTGAG

. LiCAGTGGCTACAGATACGAAGG
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(n=24) (n=16) {(n=11) (n=11) (n=11) (n=18) (n=28) (n=119)
liplA1 Q91,67 81.25 90.91 81.82 100. 00 94.44 04.29 84.03 (.00
lipl.36 87.50 25.00 81.82 0.00 90.91 83.33 39.29 58.82 0.00
lipL.32 10§00 100.00 100. 00 100. 00 100.00 100.00 100.00 100. 00 ¢.00
ompl.1 100.00 100.00 100. 00 90.91 §1.82 100.00 57.14 87.39 8.33
{laB 55.83 93.75 100. 00 81.82 100.00 100.00 75.00 90.76 (.00
el 91.67 87.50 90.91 72.73 81.82 83.33 39.29 74.7% 0.00
lal608 87.50 12.50 0.00 18.18 9.09 5.56 25.00 28.57 0.00
invA 100.00 83.73 100. 00 90.91 100. 00 160.400 50.00 86.55 0.00
mee 91.67 81.25 20.91 81.82 90.91 94,44 42 .86 78.15 0.00
sphH 87.50 81.25 81.82 81.82 100. 60 100. 00 32.14 75.63 0.00
sph 100.00 9378 490.91 72.73 100.00 10§.00 §3.57 R4.87 0n.00
sphA 4.17 6.25 0.00 9.0 18.18 5.56 53.57 17.65 0.00
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