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Abstract: Through randomly sequencing the cotton fiber cDNA library from line 7235 with elite fiber
quality in Gossypium hirsutum L. , a cDNA clone encoding cotton fiber expressed protein (designated
as GhCFE, GenBank accession number: DQ073045) was isolated. The full length of this cDNA clone
was 1274bp, and its largest open reding frame encoded 332 amino acids. The putative protein of this
gene had an isoelectric point of 6. 14 and a calculated molecular weight of 37. 7KD. It had a signal pep-
tide with 27 amino acid residues in N-terminal. RT-PCR analysis indicated this gene did not express in
root or stem but only had a weak expression in leaf, while it could be detected in ovules and fiber cells
of different developing periods, especially in elongating fibers. Phylogenetic tree showed GhCFE had
high homologies with other CFEs reported before. We cloned GhCFE into the fission yeast (S.
pombe) vector pREPSN and detected that the gene had no significant effect on elongating cells or
thickening cell wall in the transformed yeast. Further, Sense expression vector containing 35S pro-
moter and both sense and antisense expression vectors containing E6 promoter using pBI121 plasmid

were constructed, and the work of transferring these recombined vectors into Gossypium hirsutum L.
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by Agrobacterium tumefaciens is ongoing.

Key words: Gossypium hirsutum L. ;fiber expressed proteinsexpression vector
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Fig. 1 Construction of the fission yeast expression vector
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Fig.2 The full length nucleotide sequence of GhCFE and its deduced amino acid sequence
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Fig.3 Phylogenetic-Tree of GhCFE compared with other CFEs reported

LISTGILGIYLGLKISVPLVLEFSVS
LISTGILGI‘LGLKISVPLVLEFSVS
LISTGILGINLGLKISVPLVLEFSVS

ALGLKISVPLVLEFSVS|

ma astwilslk 1listgilgi lglkisvplvlefsvs
OAPLWWSGFRSWLKPPYLYVVINGITIITIAASSREFNQNN
OAPLWWSGFRSWLKPPYLYVVINGITITTAASSREFNQNN
OAPLWWSGFRSWLKPPYLYVVINGITITTAASSREFNQNN
OAPLWWSGFRSWLKPPYLYVVINGIIITIAASSREFNQNN
gaplwwsgfrswlkppylyvvingiliitilaassrfnanng

GRAL
GRALKIMAKPKRHETLENTWKMITEGKSMP
GRAL
gralk akpkrhetlentwkmitegksmp
ENHGRDINMEALTSSPLMKKSETFRDRTNYQLPPEQVSSE
ENHGRDINVEALTSSPILMKKSETFRDRTNYQLPPE

ENHGRDINVEALTSSPLMKKSETFRDRTNYQLPPEQVSSE

PASGKLRKEPSLSQODELNRRVEAF IKKFNDEMRLORQESL

PASGKLRKEPSLSQDELNRRVEAF IKKFNDEMRLOROESL

NQYMEMVDRGS

NQYMEMVNRGS

4 GhCFE 5 B&#E i CFE1.CFE2 .CFE3 § [ B I bt 8
Fig.4 Alignment of GhCFE with CFEs reported

AKPKRHETLENTWKMITEGK SMPIMSIAIN 4. €SiBaRy

PN SN R RN G AN e SIS T SRHLKKSDTW

40
40
40
40

80
80
80
80

120
120
120
120

160
160
160
160

200
200
200
200
240
240
229
240

280
275

280

320

320

331

331



72 woE E W 18 %

2.2 GhCFE EEMRIESH

AR GhCFE ZEM B RAB W = K A
X AR L ZE AR [R) B A 1 A 4R 4R PR B9 RNA
#47 RT-PCR 43 #r. &REFH, ZEHFEMR.ZE
H AR 3R, 7E M H IR 55 3Rk , TR IR BR A 4F 4R 4H
Rk, HEFIE 5-20 d WL RFEFNE

1 2 3 4 b
EFl a

i%,20 d 555 (B 5). Yamamoto % ¥E 43 ¥
CFEl, CFE2 #1 CFE3 Bt A X =R EEH
FHRFRIBVE FHINREFES 4 dEEBH
JEZk A BT 4 B CFEL py%% 3, 7 FF 76/ 10 d
CFEl #®X 8 &, 15 d )5BS .

7T 8 9 10 11 12 13

ore [N Sl i Tl Y il

1:*&;2:%;3:“"‘;4—6:%%5 07173 %%%;7_13=5}5uj§ﬂ:7’2)§ 5y8y11714717720y23 d B@ﬁ?&éﬂiﬂﬁ;EFla %JV‘]’F/%
5 GhCFE & FEi) R = RIERKIE
Fig. 5 The expressed patterns of CFE in Gossypium hirsutum L.
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