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Cloning and Sequence Analysis of CDPK1 Gene from Leymus chinensis
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Abstract: Leymus chinensis is an important native forage grass with strong adaptability to saline—alkali. In this
study, the full-length gene of LcCDPKI was cloned by EST and RACE, with an ORF of 1 599 bp, which encodes an

unstable, weakly acidic hydrophilic protein containing 532 amino acids. And a phylogenetic tree is constructed with

the LcCDPK]I sequence. This study would help to further understand the function of the CDPK protein family of Ley-

mus chinensis and provide a basis for genetic improvement of plants’ saline—alkali tolerance with LcCDPKI .
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Manihat esculenta
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Ziciplhus jujube

Rosa chinensis
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HHUD I AZ 0 B A TR |, 3k S S A DXk ) R L TR P 91
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- Triticum aestivum
Hordeum brevisubulatum
100

Leymus chinensis

100

Brachypodium distachyon

94
100

Oryza sativa Japonica Group
- Sorghum bicolor
Zea mays

Setaria italica

Ananas comosus

Actinidia chinensis var. chinensis

98

Manihot esculenta

97 { Ziziphus jujuba
78

Rosa chinensis

[ Asparagus officinalis

83 Dendrobium catenatum
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PRI AR o 2003 4 Ak 3B /Y #UL RS T AtCPK3 AN
AtCPK4 5 11, L7000 25 5 8 v A 76 20 M A, A 52
55 v % BT AR 1 I A A R ) MR AZ P S X



50 B | | A A

474

Pl IR %2 ] BE 2 B T CDPK 5 11 28 6 A [ 30 78 1 1
FHIRYASTR], P45 HL A [7) 36 B ™,

Ht— 2543 B LeCDPK1 2 1 I FRAE 17 51, 1% 85
M 22 IKEE N i e 4 Z L /R )7 51 o “MGQCCSRAT”
SR 75 T Ak RURR R I Ak VR BT 6 T B AR ST 5
“MGXXC(S/Q)XXT"!, H: 205~217 £ 1) Ser/Thr &
P U 3 R 7 T A A F 41 “DLKPEN ' Xt
ke LeCDPK & (17 41, & Bt H AT 3 WA P <7 1
e = 1) S8R Y 81 . H ET X CDPK & H 1 BF 58 &
B, N ity 199 55 P £k A e E AL 5 8 ) B
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