BMCEERR 2008,39(2) :201-205

Acta Veterinaria et Zootechnica Sinica

N EER R P27 EE R EFMRIEEKX T

EEE A RGBT, e
Lo Rl o 27 5 L 48 B 0 5 97 4 M 8 2 2 T AP O S0
i 20025252 WAL KA SR BE L K D 410128)

W OFE: 02D ST O I N R R Y R DR SRR IRAR B L I hy W ) R £ 5 228 ) B R U L AR B X M
D B IR O R, T S DR V¥ O S R O R £ 1 — N LA Poly (A) B EST J$31 P27 #47 T Bi5E. BB
RACE Hi AR 1 % #5376 s 2L 68 FETT519 . 9 1 % 2 I K, I 26 8 4 & 827 bp, H: FF il B IS4 A
55 35 DR IG BEE 706 APRAE L T 43 T 27, 28 ku, S A 4. 22, WG L E SR A A R DR R O A B
JBEIX. B 2243 Ve 5, AT BE 5 40 N DNA B 3% SoM OG5 % 5 X 5 B0 Al B8 I8 m] U AR /I, o — B BRI s RT-PCR
SR N 75 1% KR TR A 2 o 00 Y e L T L T Il SR SRR B AE e AR EEEREAR . KRBT e BE R P27 BT
3 2 % 5% GenBank, ¥ %15 EU180067,

KW W FE AR P27 P S s R AR

hE4%ES:.S852. 74" 6;Q785 X EEARIRED : A T EHE:0366-6964(2008)02-0201-05
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Abstract: In order to explore the regulation mechanism of the tick salivary glands by blood feed-
ing, and screen vaccine candidates, a EST with poly(A) tail from the subtractive cDNA library of
the hard tick-H yalomma asiaticum was further studied. 5’ rapid amplification of cDNA ENDS
(RACE) were used to clone the full length cDNA. The full length of the gene named P27 is 827
bp and the coding region is from 35 bp to 706 bp. The putative protein of P27 is 27 kDa,and the
isoelectric point is 4. 22. The structure analysis showed that it contain a cross-membrane region
and many activated loci, which suggest its transcript action in cell. Comparison of deduced amino
acid sequences showed low homology with reported protein in the database. Expression analysis
by RT-PCR revealed that P27 was expressed in salivary gland, shell and midgut of fed tick, but
not in the unfed tick, which indicates P27 is induced to express by tick blood feeding.
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Fig. 4 Complete nucleotide sequence and deduced amino acid sequence of P27
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Tablel Comparison of the amino acid homology among the deduced amino acid

sequences of P27 from Hyalomma asiaticum tick and homologous genes from other species

Wkh [ P58 A [ HRE RS S B IR WA/ %
Species Homologous genes Accession number Amino acid homology

e Hypothetical protein AAA584667. 1 38
Encephalitozoon cuniculi

ZIM2 T Rhodospirillum rubrum dGTP triphosphohydrolase AAC268758. 1 38

Geobacillus kaustophilus Oxidoreductase AAB147750. 1 27

PCNA-like DNA
TN Xenopus laevis e AAP13339.1 26

checkpoint protein Rad9

Probabl tion fact
I Pirellula robable aggregation factor AAF870154. 1 26
core protein MAFp3, isoform C

VIR I 22 4K 0 Y UL 5) . B4 i e
WSS IR CDNA WHEAR. R RI H A 3 it #
5 AEL I F s P B B AR 52 ORI 6) A L A A 5
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Fig. 5 Expression analysis of P27 gene in the
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Fig. 6 Expression of P27 in the tissues of partially

engorged female Hyalomma asiaticum ticks
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