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Abstract

In this study,45 LEA gene family members and 7 subgroups were identified in tobacco. Phylogenetic analysis showed that the mem-

bers of the NtLEA family had high homology. Chromosome analysis showed that the members of NiLEA gene family had less preference in chro-

mosome distribution. In addition, NtLEA family members are similar in structure. In this study,we conducted a bioinformatics analysis of the to-

bacco LEA gene family ,which is helpful in understanding its resistance and genetic breeding in tobacco.
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s e R BFRMY e KT
Name Gene number Amino acid length//aa kD o P1{H GRAVY
NiLEA_1 Nitah4. 5_000153820030. 1 156 16.03 9.30 -0.871
NiLEA_2 Nitah4. 5_0002343g0050. 1 145 14. 46 9.26 -0.580
NtLEA_3 Nitab4. 5_0000105g0110. 1 145 14.45 8.96 -0. 666
NLEA_4 Nitab4. 5_0000105g0070. 1 156 16. 15 9.43 -0. 829
NtLEA_5 Nitah4. 5_0008334¢0020. 1 156 16. 17 8.00 -0.972
NiLEA_6 Nitab4. 5_0001209g0030. 1 132 14. 08 5.66 -0.845
NiLEA_7 Nitab4. 5_000842820010. 1 126 13.36 9.33 -0.759
NtLEA_8 Nitab4. 5_0000324¢0100. 1 148 15.59 8.01 -0.928
NiLEA_9 Nitabh4. 5_0000915g0090. 1 169 18. 64 4.75 -0.128
NiILEA_10 Nitab4. 5_0004481g0030. 1 168 18.77 4.86 -0. 405
NLEA_11 Nitab4. 5_000514820040. 1 319 35.61 5.53 -0.429
NtLEA_12 Nitab4. 5_000034820040. 1 320 35.79 4.89 -0.429
NitLEA_13 Nitab4. 5_0010695g0040. 1 168 18.39 4.60 -0.099
NiLEA_14 Nitab4. 5_0000915g0100. 1 168 18.32 4.96 -0.084
NtLEA_15 Nitab4. 5_0003501g0080. 1 169 18.62 4.67 -0. 121
NtLEA_16 Nitah4. 5_0003681g0020. 1 320 35.89 4.82 -0. 406
NtLEA_17 Nitabh4. 5_0007333g0010. 1 98 10. 42 9.84 -0.379
NtLEA_18 Nitab4. 5_0000116g0500. 1 98 10. 52 9.99 -0.451
NtLEA_19 Nitab4. 5_0002820g0100. 1 108 11.88 10.28 -0.474
NtLEA_20 Nitab4. 5_0004367g0080. 1 93 10. 30 10. 16 -0.511
NitLEA_21 Nitah4. 5_0011622¢0020. 1 254 28.18 5.63 -1.152
NiLEA_22 Nitah4. 5_0000680g0110. 1 442 47. 14 6.01 -0.997
NLEA_23 Nitab4. 5_0006314g0010. 1 460 49.31 5.96 -1.044
NtLEA_24 Nitab4. 5_000680820010. 1 112 11.94 5.54 -1.305
NtLEA_25 Nitab4. 5_0003391g0040. 1 76 8.02 5.00 -1.146
NiLEA_26 Nitab4. 5_0000261g0150. 1 114 12.20 5.54 -1.344
NtLEA_27 Nitab4. 5_000388320030. 1 167 17.67 6.81 -1.289
NtLEA_28 Nitab4. 5_0000723g0150. 1 176 18. 60 6.67 -1.211
NtLEA_29 Nitah4. 5_000058820250. 1 212 24.17 5.28 -1.566
NiLEA_30 Nitab4. 5_0003234¢0100. 1 196 21.61 6.44 -1.302
NiLEA_31 Nitab4. 5_0003313g0050. 1 178 18.43 6.06 -1.181
NtLEA_32 Nitab4. 5_000964820020. 1 143 15.28 6.76 -1.301
NtLEA_33 Nitab4. 5_0001506¢0100. 1 220 25.06 5.75 -1.318
NiLEA_34 Nitab4. 5_0000136g0200. 1 127 14. 00 8.06 -1.336
NtLEA_35 Nitab4. 5_000579620030. 1 187 21.08 6.32 -1.533
NtLEA_36 Nitah4. 5_0003603g0070. 1 204 22.86 5.96 -1.520
NtLEA_37 Nitab4. 5_0002840¢0100. 1 185 19. 17 8.76 -0.454
NtLEA_38 Nitab4. 5_0001342g0060. 1 274 27.30 4.50 -0.337
NtLEA_39 Nitab4. 5_0001342g0040. 1 265 27.11 4.59 -0.208
NtLEA_40 Nitab4. 5_0002361g0210. 1 208 21. 66 8.64 -0. 560
NtLEA_41 Nitab4. 5_0000316¢0020. 1 261 26.57 4.59 -0.283
NiLEA_42 Nitab4. 5_0000332¢0120. 1 164 17.11 5.67 0. 061
NtLEA_43 Nitab4. 5_0000316g0030. 1 274 27.25 4.53 -0.343
NiLEA_44 Nitab4. 5_0017718g0010. 1 406 44.09 7.68 -0.171
NtLEA_45 Nitab4. 5_0003617g0020. 1 260 26. 64 4.50 -0.229
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