PP AR 2013, 21(6): 560 ~ 565
Journal of Tropical and Subtropical Botany

fTBoCOBLERE R 7> FFIE R ERILZ DT

IEFT’VJ%EP L, IMMkH’VJ E@Eﬂs&‘—jﬁﬂtiﬁ;&?% Jt5t 100102)

6 E: JyR T COBRA 14 &4 (COBL)E AT F 41 i & & i #2 rf 19 4 J1, >k J] RT-PCR Hl RACE $ R, )\ G 7T(Bambusa
oldhamii)" F Hh 73 1 4> COBL IR 3L BoCOBL (GenBank & 355 : EU247930), ¢DNA 2Kk 1743 bp, JF51 43 #7120 ,
BoCOBL %ttt & 451 A4 212 (1) COBL & 1, I N i A7 1 A4~ EE’\J%E%@%#W C Tt AT 1 AN LA I AL 2 R
55 78, J& TR 0l 5 e LB 2 2 A 0%, M AR IR (. 3 M 8 BoCOBL::GFP il 3R 3, I Ak 21 40 5
(Nicotiana tabacum)2: T2 L, 2355317 % B BoCOBL::GFP FJTA%EI/EH?QH}E@E%J: M%) B GFP (195341 Jods 50, Uk
BoCOBL FE R it & 1 M IEEE (. ARSI RIB IR, BoCOBL SER MR AR B, FEAR (25 (0 Fr Fn-ai v
P 36 AR I Rk ERERAG . SXCMIRAFSE BoCOBL R HAEATFH I DhRESEE T 560k .

KA 547 COBRA MUGIR LA 5 43 FHAE ; WWARRE 1 ; LU FPE RS

doi: 10.3969/j.issn.1005-3395.2013.06.010

Molecular Characteristics and Expression Analysis of BoCOBL Gene from
Green Bamboo (Bambusa oldhamii)
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Beijing 100102, China)

Abstract: In order to understand the function of COBL similar protein in bamboo, BoCOBL, a COBL homologous
gene, was clonned from Bambusa oldhamii by RT-PCR and RACE methods. The full-length cDNA of BoCOBL
was 1743 bp (GenBank accession No.: EU247930). Sequence analysis showed that BoCOBL encoded 451
amino acids with a transmembrane helical structure at the N-terminal and a glycosylphosphatidylinositol-
anchored protein signal sequence at the C-terminal, which indicated that it was a membrane protein, belonging to
glycosylphosphatidyl inositol-anchored protein family. The expression vector of BoCOBL::GFP was constructed and
transformed into suspension cells of tobacco. The BoCOBL::GFP proteins were mainly located on the cytoplasmic
membrane, while the control of GFP proteins was non-specific in the transformed cells. So, it was confirmed that
the protein encoded by BoCOBL was a membrane protein. The analysis of tissue specific expression indicated that
the expression of BoCOBL was constitutive, with similar level in root, leaf and sheath, while slightly low in stem.
These results would be helpful for further study on the function of BoCOBL in bamboo.
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located on cellular membrane; C,D: GFP appeared non-specific.
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