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Table S1 List of processed pseudogenes analyzed in this study. The Chr = scaffold molecule as in
the gff file. The third and fourth columns reports the genomic coordinate of pseudogenes in the strand
reportd in column two.

Chr Strand Start End Pater Locus Ks Ka Ka/Ks
chrl + 2327664 2327885 VIT_02s0025g01220.t01 0.086 0.024 0.279
chrl - 7000737 7000385 VIT_04s50044g01670.t01 0.058 0.058 0.997
chrl + 8290661 8290940 VIT_16s0039g00310.t01 0.215 0.088 0.411
chrl + 9159921 9160172 VIT_07s50031g02750.t01 0.188 0.078 0.417
chrl - 10322391 10322107 VIT_17s0000g05880.t01 0.073 0.034 0.462
chrl + 10386156 10386805 VIT_09s0002g07880.t01 0.108 0.094 0.868
chrl - 11696981 11696732 VIT_15s0046g02390.t01 0.103 0.034 0.330
chrl + 16287427 16287651 VIT_09s0054g00930.t01 0.197 0.071 0.361
chrl + 16288202 16288474 VIT_06s0004g01890.t01 1.921 0.457 0.238
chrl + 16288487 16288771 VIT_02s0025g03430.t01 0.250 0.089 0.354
chrl - 16330445 16329881 VIT_01s0026g00220.t01 0.353 0.148 0.420
chrl - 19076741 19076487 VIT_18s0001g12840.t01 0.223 0.138 0.618
chrl - 20813538 20813318 VIT_14s0128g00220.t01 0.069 0.040 0.584
chrl - 22005427 22004952 VIT_11s0016g02830.t01 0.115 0.125 1.089
chr2 + 9393975 9394172 VIT_18s0001g11380.t01 0.100 0.070 0.696
chr2 - 9996801 9996301 VIT_02s50025g02400.t01 0.157 0.090 0.575
chr2 + 10259562 10259894 VIT_1550046g02460.t01 0.053 0.033 0.619
chr2 - 12703945 12703578 VIT_14s0128g00750.t01 0.157 0.089 0.568
chr2 - 13091639 13091284 VIT_15s0021g02730.t01 0.246 0.059 0.240
chr2 + 13241432 13242044 VIT_14s0006g02490.t01 0.076 0.064 0.852
chr2 - 13551306 13550827 VIT_07s0031g03110.t01 0.265 0.110 0.416
chr2 - 14154406 14154115 VIT_12s50059g01430.t01 0.148 0.089 0.601
chr2 - 15413296 15412778 VIT_06s0004g02480.t01 0.113 0.079 0.704
chr2 - 15461674 15461239 VIT_07s0191g00090.t01 0.333 0.176 0.530
chr2 + 16133979 16134165 VIT_09s0054g00890.t01 0.223 0.082 0.367
chr2 - 16262802 16261664 VIT_14s0083g00200.t01 0.101 0.036 0.359
chr2 - 16443598 16443062 VIT_14s0171g00520.t01 0.126 0.062 0.490
chr2 - 16647976 16647688 VIT_17s0000g07680.t01 0.092 0.063 0.680
chr2 + 17533033 17533239 VIT_1450108g01680.t01 0.562 0.224 0.399
chr3 + 795950 796168 VIT_07s0005g05610.t01 0.110 0.099 0.898
chr3 - 4438235 4438065 VIT_08s0056g00440.t01 0.106 0.041 0.384
chr3 + 4780007 4780260 VIT_1450066g00920.t01 0.094 0.051 0.545

chr3 - 7774472 7773884 VIT_11s0016g02430.t01 0.108 0.082 0.763
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22847323
22933663
23795686
25752440
27333982
28019548

VIT_18s0001g10170.t01
VIT_00s0283g00020.t01
VIT_00s0630g00010.t01
VIT_18s0001g06770.t01
VIT_06s0080g00830.t01
VIT_18s0001g07280.t01
VIT_18s0001g07710.t01
VIT_04s0008g01430.t01
VIT_07s0151g00970.t01
VIT_17s0000g10430.t01
VIT_16s0022g01860.t01
VIT_10s0003g00500.t01
VIT_09s0018g01600.t01
VIT_18s0001g02510.t01
VIT_06s0009g03240.t01
VIT_11s0016g04200.t01
VIT_13s0019g03990.t01
VIT_03s0038g03100.t01
VIT_10s0092g00040.t01
VIT_18s0001g13950.t01
VIT_18s0089g00900.t01
VIT_08s0007g07220.t01
VVIT_04s50043g00220.t01
VIT_09s0002g00130.t01
VIT_08s0058g00730.t01
VIT_02s0025g00640.t01
VIT_1250028g02240.t01
VIT_11s0103g00550.t01
VIT_16s0100g00690.t01
VIT_04s0008g03110.t01
VIT_09s0002g01430.t01
VIT_14s0060g00970.t01
VIT_17s0000g08580.t01
VIT_12s0059g00200.t01
VIT_08s0007g00340.t01
VIT_05s0077g02140.t01
VIT_02s0154g00180.t01
VIT_03s0038g04500.t01
VIT_18s0001g10120.t01
VIT_19s0015g01830.t01
VIT_08s0007g07130.t01
VIT_08s0007g07200.t01
VIT_15s0045g01090.t01

0.161
0.187
0.017
0.438
0.181
0.293
0.112
0.170
0.097
0.284
0.114
0.229
0.248
0.067
0.161
0.254
0.143
0.091
0.088
0.080
0.076
0.155
0.054
0.181
0.017
0.168
0.143
0.074
0.306
0.123
0.183
0.074
0.186
0.050
0.037
0.090
0.092
0.164
0.176
0.138
0.108
0.069
0.132

0.089
0.196
0.022
0.187
0.130
0.087
0.082
0.102
0.061
0.104
0.070
0.143
0.098
0.051
0.072
0.122
0.110
0.049
0.041
0.031
0.064
0.057
0.033
0.108
0.029
0.078
0.053
0.134
0.173
0.050
0.097
0.041
0.106
0.039
0.030
0.063
0.067
0.099
0.095
0.114
0.067
0.051
0.048

0.553
1.053
1.307
0.427
0.717
0.296
0.729
0.599
0.627
0.368
0.618
0.623
0.397
0.766
0.446
0.479
0.766
0.533
0.463
0.391
0.839
0.369
0.614
0.593
1.702
0.466
0.367
1.819
0.565
0.409
0.531
0.558
0.569
0.792
0.833
0.700
0.724
0.605
0.542
0.825
0.625
0.736
0.366




chr18 28332343 28331961 VIT_19s0014g03960.t01 0.280 0.119 0.425
chr19 4028675 4029013 VIT_04s0023g01610.t01 0.105 0.074 0.707
chr19 9899872 9900317 VIT_14s0066g01430.t01 0.333 0.115 0.346
chr19 13249553 13250143 VIT_01s0026g02340.t01 0.087 0.045 0.514
chr19 15825052 15825349 VIT_12s50028g01550.t01 0.119 0.048 0.400
chr19 16715576 16715755 VIT_05s0049g01160.t01 0.073 0.077 1.049
chr19 18456141 18456419 VIT_02s0087g00050.t01 0.241 0.206 0.852
chr19 19776588 19777070 VIT_16s0039g01890.t01 0.124 0.060 0.487
chr19 20151928 20152361 VIT_01s0026g00920.t01 0.177 0.071 0.402
chr19 21999736 21999947 VIT_02s0025g02760.t01 0.208 0.155 0.746
chr19 22061066 22062073 VIT_19s0014g03080.t01 0.174 0.116 0.666
Table S2. Summary of nucleotide substitutions in grape processed pseudogenes. Non synonymous
dataset

Total Unchanged Deleted Substituted Transitions Transversions thi

A 26783 24925 93.06% 430  1.60% 1428 5.33% 864 60.50% 564 39.50% 1.53

G (all) 23517 20400 86.75% 402 1.71% 2715 11.54% 2095 77.16% 620 22.84% 3.38

CpG 1087 827 76.08% 18 1.65% 242 22.22% 198 81.82% 44 18.18% 4.50

EC;IE 22430 19573  87.20%% 384 1.71% 2473 10.07% 1897 76.68% 527 21.31% 3.29

C(all) 19110 16406 85.85% 298  1.55% 2406 12.59% 1870 77.72% 536 28.66% 3.49

Cpg 1087 862 79.30% 18 1.00% 223 20.51% 166 74.43% 41 24.70% 4.05

ggg 18023 15544 86.58% 268  1.49% 2183 12.11% 1584 72.50% 455 20.84% 3.48

T 21876 20456 93.51% 312 1.42% 1108 5.06% 673 60.74% 435 39.26% 1.55




