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Abstract: NBS and C;H are two important transcription factor families in plants, which are indispensable in regula-
ting plant disease resistance and salt tolerance. In this study, through transcriptome data analysis and qRT-PCR analysis,
30 and 289 munghean C;H and NBS family members were identified, respectively. Thirteen C;H and 13 NBS genes were
purified and selected, and the intraspecific collinearity analysis of C;H and NBS gene families was fragment duplication.

The transcriptome data analysis of salt-tolerant materials showed that the expression levels of VrC;H5, VrC;H7, VrC;HIO

and VrC;HI3 were significantly changed after salt stress.

Wets B #3:2022-11-29 VrC;H5, VrC;H7 and VrC;HI3 had different degrees of

E ST B BRI AT A BURN ] [ FR A 15T H (2019YFE0109100) 5
T — B E A VR H (BZ2022005) ; [ 5 & Il
AR KR ITH (CARS-08-GIS5) ; VL. 7548 Rl 48 45 I 35T B
[JBGS(2021)004] 5 FEIZK A AARAHE B0 H (32200499) 5 YLH5 4
AR BT S5 5 H [ LYK (2021)22]

PEB RN XU B TE(1988-) 3B LREZIN A 1o B PRAFST A, 3%
MWFEGRAEY /> FE MBI, (E-mail) 20200024 @ jaas.
ac.cn

BWIIEE 5 57, (E-mail) cx@ jaas. ac.cn; % & A&, (E-mail ) yxx @ greater than two. VINBS20 was involved in the salt toler-

ance function of mung bean by regulating EVM0022385,

response to abscisic acid (ABA) treatment, sodium chlo-
ride (NaCl) treatment and drought stress. The expression
of VrC;H5 was up-regulated by more than 10 times after
ABA treatment. A total of 85 NBS genes were significantly
differentially expressed after 10 days and 15 days of salt
stress, of which nine NBS genes had a change in expres-

sion value Ilog, FC| (FC was the expression fold change)
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and VrNBS20 may be the intersection point in the disease resistance and salt tolerance regulatory network of mungbean. The

results of this study provide abundant genetic resources for the study of salt tolerance and disease resistance of mungbean.
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Fig.1 Distribution of mungbean C;H and NBS gene family members on 11 chromosomes
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Fig.2 Phylogenetic tree of mungbean C;H gene family and gene structure and cis-acting elements of C;H gene family
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Fig.4 Collinearity analysis of C;H and NBS family genes
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Fig.5 Heat map analysis of differentially expressed genes in the C;H and NBS families under salt stress, and the relative expression levels

of four C;H genes under NaCl, abscisic acid (ABA) and drought (20% PEG6000) treatments
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Fig.6 Differential expression analysis of genes interacted with C;H and NBS in mungbean
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