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FEE .B- JE M B (B-amylase, BAM) Z M A N B R KB UV EZ T RN EETH AL S HHME
MO EKRFRRFTLAEETENRN, 5NV EBAMEBAENGEAFRE T ZWHE EEEE
Z AR BAM 2 KR W AFAE W R WARE, T # M 4% GhBAM 2k B Z 0k 1) & M fn &k 3k
FEAE, %t GhBAM #AT 7 2 £ H A K B fodt W90, T X T GhBAM E X B 4 % & B i 0y Rk K #
R, BHAZEALE T HEHARELEAFH 27 > Gl BAM ¥ EH REFFHHAVUEARRERLETXZH
HE N 3 AU, KA E A b K E Wy T GhBAM AT T R E & 4 e koA Ak
LM, BE— 5 BRI OK AR AL SR R R ST, R E T, TF GhBAM & B 3
# % Glycosyl hydrolase family 14 2 3 . £ 5 & & 247 & A ,4 M5 F0 A0 9L E IF 8 BAM 2 H 5k o
H3H, X —REDPN N EHAN BAMEE U RET FONUME, AP AR BEEE 6
¥ EA,
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Genome-wide identification of the BAM ([3-amylase) gene family in Gossypium

hirsutum and its function in cotton fiber development
Yang Yanlong, Ma Jun, Mayila Yusuyin, Wang Penglong, Li Chunping, Lai Chengxia, Shi Weijun"
(Institute of Economic Crops, Xinjiang Academy of Agricultural Sciences, Urumqi 830091, China)

Abstract: The B-amylase (BAM) is an important enzyme that catalyzes the conversion of starch to maltose
in plants, and plays an important role in regulating the growth and development of various plants. So far,
BAMs have been extensively studied in Arabidopsis thaliana, but the characteristics of the BAM gene
family in the important economic crop, cotton have not been reported. In order to understand the structure
and expression characteristics of GhBAM gene family in Gossypium hirsutum, the whole genome
identification and evolutionary analysis of GhBAM were carried out, and the expression pattern of GhBAM
in different fiber development stages were studied. In this study, 27 GhBAM genes of G. hirsutum were
identified by genome-wide identification, and they were divided into three groups according to sequence
similarity and phylogenetic relationship. The gene structure, chromosome distribution and collinearity of
all GhBAM genes identified in G. hirsutum were analyzed. Further sequence alignment of the core domain
of glucosyl hydrolase showed that all GhBAM proteins had Glycosyl hydrolase family 14 domain.
Phylogenetic analysis showed that the BAM gene families of four cotton species and Arabidopsis thaliana
were divided into three groups. This systematic analysis provides new insights into the characteristics of
BAM genes in G. hirsutum, and lays the foundation for further study of the function of these genes.
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