J- 1 # ¥ Guihaia Nov. 2013, 33(6):846—851 http://journal. gxzw. gxib.cn

DOI: 10.3969/j.issn.1000-3142.2013.06.023

RAKLL, K A8, Tk ORISR SAMS SR Y b 5 AR B 24 AT L), T PEAE . 2013, 33(6) :846—851
Wu QH, Zhang ZD, Wang F. Cloning and bioinformatic analysis of SAMS gene in a mangrove tree Sonneratia alba[ ]]. Guihaia, 2013, 33(6) :846—851

AWEBEYMNEER SAMS EEHK
RESEYEEENH

ERa, KEE, T &
B R 2528, TN 510632 )

H OE: AMBEYRER R R RN aOMEY 2 —. SR F 8 E B A B (S-adenosylmethionine syn-
thetase, SAMS) & S-ift # H i & 8 (S-adenosylmethionine, SAM) 4= ¥ & g 72 1) L BBl , SAMS /E —1>
396035 IR 3 e 7 R P AR ) P T R v R R L T B AR . AR SCSE B PRI SR 0 B SR A VR R L AR 48 g
5 X P3N 115197, 8 8 PCR SEREM 3 SAMS S 455 X cDNA, X5 Hat 17 4E Y115 B 43 Hr . I ae
36 S0 7 50 P ML A 2 PG SR RD . 45 R PCR P T — K 1182 bp M SE K A B L% B 4 ig i
393 MR IR A KA SRR R E R A B . [ R 1 LX) Sk AR AR 43 T R AR I R SAMS &SR T 3
AL EAXHRSF . ASBIESEE RN ZL R MO ) A0 5 rh SO SRR H B R A UG R R, O AR AR H 4 A X )5
B o Sy ik — 20 B 55 B IR VA 5 1O X 30 35 3 14 4 A 0 2 AL D 55 e 30 R DG R PR R 4 I 46 25 e LA
KR SIEH MRS WG MR, BRI ¥ 550
FESES: QY43 X ERFRIRED . A MEHS: 1000-3142(2013)06-0846-06

Cloning and bioinformatic analysis of SAMS gene
in a mangrove tree Sonneratia alba
WU Qiu-Hong, ZHANG Zi-De, WANG Feng*

( College of Pharmacy s Jinan University s Guangzhou 51062, China )

Abstract : Sonneratia alba is one of the most salt-tolerant mangroves. S-adenosylmethionine synthetase(SAMS) which
was in response to abiotic stresses played an important role in salt tolerance. In order to study the biological mecha-
nism of S. alba for adapting stress,the coding region of SaSAMS gene which codes a key enzyme in the S-adenosyl-
methionine(SAM) biosynthetic pathway was isolated. Based on the annotation of root transcriptome of S. alba ,prim-
ers was designed and ¢cDNA of SaSAMS gene was amplified by PCR. The complete coding sequence of SaSAMS
gene was 1 182 bp and it encoded a protein of 393 amino acids. Homology comparison and evolutionary tree analysis
showed that the SAMS amino acid sequences were relatively conserved in plants. The SaSAMS gene was cloned
from a mangrove tree S. alba for the first time and this would facilitate further investigation on molecular mechanism
of stress tolerance and regulation networks of stress-related genes in S. alba.
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Fig. 1 Electrophoresis result of extracted total

RNA from Sonneratia alba B 2 SaSAMS E:[H ) PCR ¥ 1%
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G D @ G H "W F G Y A T D E TU©P E L NP L S H VL A T KL G A
361 GGT GAT CAG GGT CAC ATG TTT GGG TAT GCC ACC GAT GAG ACA CCT GAA CTG ATG CCC CTT AGC CAC GTA CTT GCC ACT AAA CTT GGG GCT
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Fig. 3 Coding sequence and amino acid sequence of SaSAMS
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Fig. 4 Alignment of amino acid sequences of SAMS for Sonneratia alba and other species

A Characteristic six peptide;

% ATP binding site; 4 characteristic proline of SaSAMS.
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iR ATAT . FTLLE MR E A A L T a0 s
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Fig. 5

NJ method was used to construct the phylogenetic tree. The number

kA
A phylogenetic tree based on SAMS sequences

before the node indicates bootstrap approval rating(1 000 replicating

sequence). Accession numbers are displayed in parentheses.
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