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Isolation and Characterization of Transcription Elongation Factor B (S III)
(Tceb2)Alpaca (Lama Pacos)
Fan Ruiwen, Dong Changsheng, Zhu Zhiwei, He Xiaoyan, You Rongli
(College of Animal Science and Veterinary Medicine of Shanxt A gricultural University, Taigu 030801)
Abstract: [OBJECTIVE] to obtain transcription elongation factor B (S III) (Tceb2) gene of alpaca and ana—
lyze its bioinformatics. [IMETHOD]Southern Blotting and some bioinformatics tools such as BLAST were used

to screen the ¢cDNA library of alpaca skin and analyzed its characteristics, respectively.

tive clones of transcription elongation factor B (S 11I)

[RESULTS]6 posi—

(Tceb2) gene were screened from the cDNA library of

alpaca skin with Southern Blotting. And the sizes of the inserted fragments was 472bp with the complete

open reading frame. It was encoded 119AA with MW13.2KDa. Analyzing the characteristics, it was found

that this sequence was the predicted full-length ¢cDNA and it shared 100% similarity with that of mouse and
rat. [CONCLUSION]it was named as alpaca Tceb2 (GenBank DQ646397).

Key words: transcription elongation factor B (S III) (Tceb2), characteristics of the sequence, alpaca
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7] : Trizol Reagent I H Qiagen /A 7 .DIG DNA
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27-383bp, Zmh X Pyl #5352 A5 57 UTR A1 3’ UTR,
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Kenopus laevis. S ..t e s MDVELMIRH 9
Alpaca.=22d 0 i i s e e e T r 9
Canis familiaris ... .. e e -——r 4
Danio reriec (zeb icfzfhsfigensggfickfrkgrifyylfsi--——--- r 40
HOmo SaplenS.Seq ..ttt iit i iea e o m == r g9
Mus musculuS.Seg oo vttt ittt s i T T r =)
Pan_trogledytes_ .. o ittt i i T V- L 9
Rattus Norveglicl . ...ttt ittt iia e e o= r 9
¥enopus lasvis.s HKTTIFTDAKENTTVYELERIVEGILERPPEDQELYKDDQ 49
alpaca.seq = ————————---— = f--——--- e-r————-- 49
Canis familiaris —-—-—------—-- gg—f-—-—-—---------— de-r—————- 44
Danio rerio (zeb ———---—-——- B — B-———F-———— m 80
Homo sapiens.seq ———-—--—-—---- sg—f---——-------— de-r——---- 49
Mus_musculus.segq ———————-———-— sgs—f-—-——-——-"—-"—---—- e—r—————-— 49
Pan_trogledytes  r-—————-——-- gg——1l-——-v————-————~ de—r————v- 43
Rattus nervegicu —-——--——-—-- gg—f—————-----—--——— o e 49
¥enepus laevis.s LLDDNETLGDCGFTSQTARPOAPATVGLAFRSSGDSFERL 89
alpaca.seq s e it .ad-t--a- ag
Canis familiaris —-——-g-————g&-————————————————————— Ladea-—-a- 83
Danio rerio (zeb -—-g&-g-————----nN-———————————————~ i-d-a—-———- 120
Homo sapilens.seq ————gr-———@-———————————————————— Lad-t--a- (RS
Mus musculus.seq —-———g-———&-————————-———————————— Lad-t--a- 88
Pan trogledytes ---——-g-—--—g-———————————————————— .ad-a--a- 88
Rattus norvegicu --——-g-———@-———————————————————— Lad-t--a- =X
¥enepus laevis.s RVEPFESSPPELPDVMKEQETSGSANEQAVD 119
alpaca.seq i dsg-----———- 118
Caniz familiaris -i-----——-—-—--—— desgs-——-———-- 113
Danic rerioc (zeb -i-ga--—-——-———---— desgst--———-- 150
Home sapiens.seq ci-—-—--———-——————— desgs-——--———-- 118
Mus musculus.seq -i---—--——-—--——-— dag---—--——-—- 118
Pan trogledytes ci---———-—-- 1-———- sgs——d-—---- 118
Rattus norvegicu -i-----——-—-—--—— dsg-—---———-- 118
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