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Abstract: Based on the whole genome sequence of pepper, identification, phylogenetic analysis and chromosomal
location were done for dehydration responsive element-binding factor ( DREB) gene family of pepper, and its expression
characteristics was studied under waterlogging stress conditions. The results showed that, 40 CaDREB genes were identified
and were distributed on 12 chromosomes, encoding 108-452 amino acids. Analysis of phylogenetic tree showed that, CaD-

REB genes from pepper were grouped into three classes. Stress data analysis showed that, the expression of some members

of the CaDREB gene family altered under waterlogging
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&1 CaDREB ERZHIEMZERER
Table 1 Structure and biological information of CaDREB genes

S IR DREB A St T S s
I CaDREBI-1 Capana01g000589 1 690 229 690
CaDREBI-2 Capana01g000591 1 663 219 663
CaDREBI-3 Capana01g004444 1 639 212 639
CaDREBI-4 Capana01g004446 1 690 229 690
CaDREBI-5 Capana01g004447 1 693 330 693
CaDREBI-6 Capana01g004449 1 1270 125 1270
CaDREBI-7 Capana02g003060 2 501 166 501
CaDREBI-8 Capana03g000268 3 783 260 783
CaDREBI-9 Capana03g002388 3 648 215 648
CaDREBI-10 Capana03g002392 3 327 108 327
CaDREBI-11 Capana04g000577 4 450 149 450
CaDREBI-12 Capana04g001803 4 519 172 519
CaDREBI-13 Capana04g002109 4 744 247 744
CaDREBI-14 Capana06g001264 6 576 191 576
CaDREBI-15 Capana06g001845 6 762 253 762
CaDREBI-16 Capana08g000576 8 558 185 558
CaDREBI-17 Capana09g000142 9 1239 412 1239
CaDREBI-18 Capana09g000250 9 981 326 981
CaDREBI-19 Capana09g002352 9 600 199 600
CaDREB1-20 CapanalOg001958 10 582 193 582
CaDREBI-21 Capanallg000561 11 873 290 873
CaDREBI-22 Capanal2g001159 12 663 220 663
CaDREBI-23 Capana00g004363 00 654 217 654
I CaDREB2-1 Capana03g000438 3 849 202 849
CaDREB2-2 Capana03g000500 3 927 163 927
CaDREB2-3 Capana03g002643 3 933 310 933
CaDREB2-4 Capana04g000283 4 816 271 816
CaDREB2-5 Capana05g002063 5 1131 376 1131
CaDREB2-6 Capana05g002386 5 579 192 579
CaDREB2-7 Capana06g001119 6 620 176 620
CaDREB2-8 Capana06g001444 6 1023 194 1023
CaDREB2-9 Capana07g000340 7 1 098 365 1098
CaDREB2-10 Capana09g000023 9 2842 210 2 842
CaDREB2-11 Capana09g001297 9 1116 371 1116
CaDREB2-12 Capana00g004634 00 1497 452 1 497
| CaDREB3-1 Capana04g001107 4 1 074 357 1 074
CaDREB3-2 Capana09g000917 9 612 203 612
CaDREB3-3 Capana00g001882 00 2372 386 2372
CaDREB3-4 Capana00g003399 00 771 182 771
CaDREB3-5 Capana00g004561 00 1269 422 1269
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Fig.1 Structure characteristics of exons and introns of CaDREB genes
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Fig.2 Multiple sequence alignment of AP2 domains in CaDREB genes
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Fig.7 Expression level analysis of CaDREB genes under waterlogging treatments by qRT-PCR
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