Table 3. Basic information of the PgMYB gene family.

NO'.Of Mol. wt  Isoelectric Instability Aliphatic Grand Average Subcellular
Gene ID Name Amino (kDa) Point Index Index of Localization
Acids Hydropathicity
XP_031371385.1 PgMYB1 356 39.91 6.12 55.2 73.46 -0.515 4
XP_031371476.1 PgMYB2 280 32.67 6.68 73.97 53.64 -1.163 4
XP_031371487.1 PgMYB3 270 30.69 6.61 51.37 80.63 -0.667 4
XP_031371488.1 PgMYB4 268 30.55 6.61 51.68 80.49 -0.685 4
XP_031371489.1 PgMYB5 267 30.21 5.82 59.34 79.33 -0.750 4
XP_031371490.1 PgMYB6 267 30.21 5.82 59.34 79.33 -0.750 4
XP_031371491.1 PgMYB7 267 30.21 5.82 59.34 79.33 -0.750 4
XP_031371585.1 PgMYBS8 264 29.70 8.08 39.37 81.67 -0.597 4
XP_031371693.1 PgMYB9 257 28.89 7.62 48.25 87.24 -0.525 4
XP_031371757.1 PgMYB10 263 29.74 6.05 70.82 68.63 -0.833 4
XP_031371778.1 PgMYB11 235 26.61 5.40 45.40 78.85 -0.627 4
XP_031371802.1 PgMYB12 298 32.45 6.74 47.21 67.79 -0.505 4
XP_031371883.1 PgMYB13 272 31.45 8.80 50.53 74.60 -0.760 4
XP_031371924.1 PgMYB14 270 30.81 8.02 58.45 64.00 -0.859 4
XP_031372003.1 PgMYB15 310 35.36 5.55 57.77 63.84 -0.769 124
XP_031372004.1 PgMYB16 309 35.29 5.55 57.93 63.72 -0.776 4
XP_031372474.1 PgMYB17 1042 114.47 5.05 63.1 65.92 -0.673 4
XP_031372475.1 PgMYB18 1042 114.47 5.05 63.1 65.92 -0.673 4
XP_031372476.1 PgMYB19 1039 114.10 5.03 62.7 65.74 -0.676 4
XP_031372736.1 PgMYB20 128 15.15 9.96 65.69 68.67 -1.077 4
XP_031372772.1 PgMYB21 1218 138.39 8.16 42.35 88.52 -0.381 1
XP_031372773.1 PgMYB22 1158 131.56 7.72 42.62 90.16 -0.355 4
XP_031372774.1 PgMYB23 1019 115.37 7.16 41.64 89.55 -0.356 134
XP_031372985.1 PgMYB24 297 33.13 5.84 60.93 74.92 -0.562 4
XP_031373258.1 PgMYB25 274 30.16 5.3 69.96 70.15 -0.785 14
XP_031373439.1 PgMYB26 347 38.08 6.14 59.4 63.03 -0.583 4
XP_031374787.1 PgMYB27 312 34.89 8.12 59.94 65.71 -0.648 4
XP_031374796.1 PgMYB28 309 34.52 8.42 60.42 66.34 -0.650 4
XP_031375263.1 PgMYB29 344 38.86 5.44 64.67 69.51 -0.838 4
XP_031375310.1 PgMYB30 339 38.34 5.79 50.69 76.81 -0.653 4
XP_031375741.1 PgMYB31 313 35.39 5.74 45.06 68.18 -0.629 4
XP_031376297.1 PgMYB32 285 31.99 5.14 51.12 71.47 -0.695 4
XP_031376514.1 PgMYB33 213 24.46 9.02 62.22 62.3 -1.102 4
XP_031376586.1 PgMYB34 366 41.90 5.50 56.31 56.28 -1.065 4
XP_031376587.1 PgMYB35 334 38.03 5.14 58.2 54.37 -1.080 4
XP_031376795.1 PgMYB36 282 30.55 6.45 57.83 54.82 -0.651 4
XP_031376962.1 PgMYB37 326 36.60 5.82 49.46 63.16 -0.924 4
XP_031377075.1 PgMYB38 563 61.60 5.55 52.64 61.17 -0.706 4
XP_031377076.1 PgMYB39 563 61.60 5.55 52.64 61.17 -0.706 4
XP_031377077.1 PgMYB40 563 61.60 5.55 52.64 61.17 -0.706 4
XP_031377078.1 PgMYB41 563 61.60 5.55 52.64 61.17 -0.706 4
XP_031377086.1 PgMYB42 405 43.47 5.42 41.44 65.78 -0.536 4
XP_031377218.1 PgMYB43 548 60.07 6.82 66.51 67.48 -0.653 4
XP_031377227.1 PgMYB44 466 51.02 9.17 68.58 64.7 -0.653 4
XP_031377496.1 PgMYB45 309 34.67 7.58 50.3 62.56 -0.800 4
XP_031377704.1 PgMYB46 362 40.03 8.60 58.24 67.90 -0.537 4
XP_031377709.1 PgMYB47 320 35.37 8.94 57.24 70.72 -0.552 4
XP_031377882.1 PgMYB48 280 31.49 5.82 47.9 82.57 -0.520 4
XP_031378012.1 PgMYB49 268 30.02 6.76 47.02 72.09 -0.744 4
XP_031378029.1 PgMYB50 335 36.71 6.24 67.68 70.45 -0.740 4
XP_031378316.1 PgMYB51 272 30.50 9.45 51.19 74.19 -0.780 4
XP_031378328.1 PgMYB52 321 36.41 5.83 58.11 60.22 -0.756 14
XP_031378550.1 PgMYB53 316 35.63 7.59 51.74 77.82 -0.593 14
XP_031378551.1 PgMYB54 277 31.30 7.07 51.75 69.42 -0.837 4
XP_031378772.1 PgMYB55 225 25.93 9.08 55.42 71.11 -0.836 4
XP_031378943.1 PgMYB56 269 30.33 5.25 4251 70.33 -0.606 4
XP_031379312.1 PgMYB57 322 34.99 6.39 65.69 66.68 -0.428 4
XP_031379372.1 PgMYB58 339 37.58 8.12 57.93 71.18 -0.641 4
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57.03
58.21
58.21
59.27
58.83
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67.96
55.45
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-0.950
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-0.735
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XP_031407492.1 PgMYB185 274 30.56 9.38 45.95 81.53 -0.555
XP_031407840.1 PgMYB186 299 33.93 7.00 53.39 64.95 -0.757

1: Cytoplasm, 2: Extracell, 3: Cell membance, 4: Nucleus.



