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Abstract: The total RNA of Gossypium hirsutum was extracted by modified CTAB method and the
open reading frame of enolase gene from Gossypium hirsutum was cloned by RT-PCR ,named GhEno,
which was 1338 bp long and encoded 445 amino acids. The GhEno gene was registered in GenBank
with the access number of EU169604. Sequence analysis alignment indicated that GAEno gene had high
homology with those of other plants. The phylogenetic tree analysis showed that the GhEno was clus-
tered in the same group with Hewvea brasiliensis and Ricinus communis. Semi-quantity RT-PCR analy-
sis indicated that expression of GhEno was detected in roots, stems and leaves, however it was stron-
ger in roots than in leaves and stems.
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Table 1 Aligned score of nucleotides of GhEno gene

1 2 3 4 5 6 7 8
1 100
2 84.8 100
3 82.8 90. 8 100
4 82.7 84.0 84.5 100
5 81.1 80. 7 80. 2 80.3 100
6 79.9 81. 2 80.8 79.8 80. 6 100
7 79.3 79.5 78. 8 77.8 79.9 78.9 100
8 76.5 77.8 76.7 78.9 96.4 76.9 74. 3 100

1% : 1. Gossypium hirsutum ;2. Ricinus communis ;3. Hevea brasiliensis ;4. Alnus glutinosa ;5. Solanum [ycopersicum ;

6. Spinacia oleracea ;7. Brassica rapa ;8. Solanum tuberosum.

A Bl A A B AR R M BT 5 5 Gen-
Bank H 2 &% i & QR EHTT G RBUE
% 53 [F] E AR 0L B e B i s I L R B R
BRAHRIT S . Br A B EEEERT S E-EE
£ 0.01 AT, Bt AT 15 RAEVKREAR
RERFHER—EHFWE NI, — ik
BUF 5 W U8 B score A& & B — &) Fl A
MEGA4 B4, 3R FI 48 3% ¥ (NJ ) 2 # 24k &
(B 3), F5 LBk, I B2 Eg A 7 gk o 72

FRAERTFHRG, #HEEEZ B R X5
EEfBT RSB E RN, Hit, Z&ERN
MENBERNEMBTEZEREBE . ALH
B 2L B B R DUE 7R #EAT A S K LR R S o
MR ELRRTUS RGN =ZRE, HP
il AR B RR . 2 A 45 W0 R B 4 B 0 A DL R
B A ARG 0 — 28 U TT & Al M SR 45 7T LR
BAB—RIKBRBNE=K,

Capsella burs a—pastoris
‘E Arabidopsis thaliana
Brassica rapa

L— Solanum lycopersicum

Spinacia oleracea

—[ Mesembry anthemum crystallinum

L— Glycine max

L—— Lupinus luteus

Vitis vinifera

Oryza sati

Alnus glutinosa

Zea mays

Hevea brasilliensis
4E Gossypium hirsutum
Rici .

icinus comminis

' ! ' ' '
T T T T T
1.2 1.0 0.8 0.6 0.4

y |
T 1
0.2 0.0

B3 REFERSERFILHN 1S MM LR

Fig. 3 Phylogenetic tree of 15 speciece using enolase amino acid sequences
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Fig.4 Expression of enolase gene in various organs
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