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Stress relative NAC genes in tomato response to

abiotic stresses
SUN Lijun', ZHOU Jiajing®, HAN Xiao', TANG Yishun', KUI Qiuyu', XU Songzhi', ZHU Suqin", GU Haiying*"

(1. School of Life Sciences, Nantong University, Nantong 226019, China;

2. School of Public Health, Nantong University, Nantong 226019, China)
Abstract: NAC (NAM / ATAF / CUC) transcription factors are plant specific gene families, which play important roles
in the response on abiotic stresses. The expression patterns of 20 stress relative tomato NAC (SSLNACs) genes under
different abiotic stresses are studied. Compared with the control, 13 SSLNACs genes can be induced by drought stress,
10 SSLNACs genes can be induced by high salt, and 17 SSLNACs genes can be induced by low temperature. Among
these genes, the expression of SSLNACI1, SSLNAC6, SSLNAC7, SSLNAC9, SSLNAC14, SSLNAC15, SSLNAC17, and
SSLNAC20 genes can be induced by drought, high salt, and cold, which indicate their functional pleiotropy in different
abiotic stresses. This study has laid a foundation for the functional analysis of stress resistance genes of tomato NAC
transcription factor family.
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SSLNAC9 . SSLNAC13 | SSLNAC14 . SSLNAC15 .
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A 3 A, Rk TR FIR R E K, Hor,
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2.2 SSLNACs BB >4 = £ 8 i e iz

FH 0.15 mol/L NaCl ¥ ¥ W% jifi 7 A - R Je , o0
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Tab. 1 The qRT-PCR primers of SSLNAC genes

LD 95 LD 44 B Em 51 AnEEY
Solyc02g069960 SSLNAC1 TCCAAATAGTTCCCAGAT AGTTGCCATGTTCTAACC
Solyc02g087920 SSLNAC2 AAGACCTCCGAGTCCATA TCCTCAGCCAAACTAAAA
Solyc04g005610 SSLNAC3 TGGCTTCTAATGGACAAC ATGGCTTGATGAGGCATA
Solyc04g009440 SSLNA C4 TGTGACAAGGAGGTTCAG TGTCTTGGAAATTGTTGA
Soly052007550 SSLNACS GTGGTGGTGGTGGTGTTC CATCAGCAGCCATATTCA
Soly052021090 SSLNAC6 TTGGGGATGCAAGTTCTA TTTGTTGGTTCCTGGTTT
Solyc05g007770 SSLNAC7 TGATGACCAAGGTTACAC TGAGATTGAAATGTTGGA
Solyc06g060230 SSLNAC8 ATTCAGTTCCGAAGATGC GCTATTATCCACCGTTGTG
Solyc07g006840 SSLNAC9 GGAGGTGATTATGGTGAG CAAAGTTGTTCGAGGTAG
Soly07g045030 SSLNAC10 GTTACTACAATAATAGCCA  GGCTAAATCAACGACAGA
Solyc07g063420 SSLNAC11 TGAAGGTGGATCACAATA TGAGAAGACTTACGATAGAT
Soly07¢63410 SSLNAC12 AGTTAAGTTTGAAGGAGG CATATTTACTGTTTGGGTC
Solyc08g007020 SSLNAC13 CTAAGGCTGGATACTGGA GAACTCATAGCGAGGACA
Solyc08g077110 SSLNAC14 CTTTCCCGAGTTTTAGAG GATTTGGATTCCTGTTTG
Solyc06g061080 SSLNAC15 ATCCTTCAAAGGAATGTC CGACTGAGAAGGGAGATA
Solyc10g06880 SSLNAC16 TGGAATAACGACGAAGCA GAAATTGGCAATGGAGCT
Solyc10g083450 SSLNAC17 AAGACGAGTTGGAAGATG TCGATAATTGGGAAAGTG
Solyc11g017470 SSLNAC18 TCAACAAACCCATCTTCG TCGGCTTCGGCTCACTCT
Solyc11g065540 SSLNAC19 GGGCGGAGGTATGGAATC CAAGAGGAAATGGTGGTG
Solyc12g013620 SSLNA C20 GTTCAGGGTCAGGCTCAG CCCGCTTTCAACTTCTTC
B—actin B-actin GTCCTCTTCCAGCCATCCAT  ACCACTGAGCACAATGTTACCG
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Fig. 2 The expression pattern of the SSLNAC genes under the high salinity stress
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Fig. 3 The expression pattern of the SSLNAC genes under the cold stress
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