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Detection of SFV Gene with Nested-PCR in Rhesus Monkey Blood
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Abstract: Two pairs of primers were used for amplifying SFV gene with nested-PCR in Rhesus Mon-
key blood. The nearly 500 bp PCR products were cloned into vector pUC-19. The fragment was de-
tected as 465 bp SFV pol gene by sequence analysis. The homology of the fragment to 425 bp pol gene
of the SFV-1 was the highest, it was 92.00% . 158 samples of Rhesus Monkey blood were used to de-
tect SFV gene with nested-PCR. Among them, 54 were positive, the positive rate was 34.2% . It ap-
peared a high present of SFV infection in Rhesus Monkey.
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The only gap inserted into the nuclestide sequences by the program (ar position 810 is due to the distance of SFV-1 1o the 4 FVs,
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Fig.2 Alignment of 425 bp gene in 4 primate foamy viruses and the sequenced fragment SFV-x



http://www.cqvip.com

182 P EH OB OB %

£ OO0 http://www.cqvip.com|

Fiet

ENRNAGFE, B TEERETTERLEN
DNA BT, ML A PCR ARG MmEEH BT
FE7, RED HEE 100 oL £ M T £ K DNA
HITERRW, ANHLEHERTE1~2d AT
. YESAZEE, LRIFTHRERX PCR BT
., ZEI)SFV EHRRE, 58T Z pol K
BRSSP (L, AT BB B SFV MEED W, RERT
—f P MEE R EHTNFERE, 5 SFV-
1 RMEAESE RS ETEBRS. RERBTHRE
B, DR SEVE, AR S HREE.

Mt 158 1M DNA B3NS R E, SFV £ 8
HPhe—EHBRE. BSMHRRA EHER
th, th TH ¥ 8 SHE AT AT SFV B3, 11315
Rt 8, SFV B BT 72 10%, 2 & E 7 L HF
100% . TG4 SFV A 0 B RS, §T
THEE SFVERIIATE, THESEESRBREERSE
FFE, WA _ERAET SFV BB &5,

SEV fill 7 ik B L, WY RIEE SFV M F
WU I ERETHRERER SRR %
A FIE.

EE

[1] Hocks II, Detnck-Hooks B. Spumavirinae. Foamy wirus group
mnfecuons: Comparative aspects and diagnosss[ M]  San Diego:
Acadermic Press, 1981. Vol 4, 599 —618.

[2° Fligel RM. Spumaviruses: A group of complex retroviruses(]]. |
AIDS, 1991, 4,739 - 750

[3] Fhigel RM The molecular biology of human spumavirus[ M].
Onford: IRL Press, 1993.193 — 214,

(4. Mergia A, Luciw PA Replication and regulation of primate
foamy virus[J] Virology, 1991, 184,475 - 482,

[5] Von-Laer D, Neumann-Haelelin D, Heener J1., er al. Lympho-
cytes are the major reservorr for foamy viruses n peripheral blood
[1] Virclogy, 1996,221:24( - 244,

(6] Schweize M, Neumann-Haefelin I, Phylogenetic analysis of pri-
mate foamy viruses by comparison of sequences[]]. Virclogy,
1995, 207,577 — 582,

[7] Heneine W, Switzer WM, Sendstron P, et /. Identilication of a
human population mnfected with simuan foamy wiruses[J] MNat
Med, 1098, 4,403 - 437,

(B] Broussard SR. Comuzzie AG. Leghton KL, et af. characteriza-
tion of new simian loamy viruses from African nonhuman pri-

mates(}]. Virology, 1997,273.349 - 359


http://www.cqvip.com

