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Supplementary Table S1. Information of OMT family genes identified in the soybean genome.

Gene accession Coding Amino Relative molecular Aliphatic Instability
Gene name Length(bp) sequence Chromosome localization RAVY Cell location
No. acids mass (kDa) index index
length (bp)

GmCCOMT1 Glyma.01G004200 2355 717 Gm01:428437..430792 forward 238 26.66 104.08 -0.18 45.20 104.08 Cytoplasmic
GmCCOMT2 Glyma.01G187700 2321 747 Gm01:53397419..53399740 forward 248 28.00 106.94 -0.17 38.97 106.94 Cytoplasmic
GmCCOMTS3 Glyma.02G103500 2076 978 Gm02:9786060..9788136 forward 325 36.97 86.74 -0.46 43.07 86.74 Mitochondrial
GmCCOMT4 Glyma.05G147000 3242 711 Gm05:34125875..34129117 forward 236 26.75 104.96 -0.09 35.07 104.96 Cytoplasmic
GmCCOMTS5 Glyma.05G223400 1906 753 Gm05:40322046..40323952 forward 250 28.10 95.60 -0.26 46.59 95.60 Cytoplasmic
GmCCOMT6 Glyma.07G055700 1978 717 Gm07:4886338..4888316 forward 238 27.11 81.05 -0.52 34.71 81.05 Nuclear
GmCCOMT7 Glyma.07G214700 1964 828 Gm07:39014524..39016488 forward 275 1.29 91.49 -0.44 43.53 91.49 Nuclear
GmCCOMT8 Glyma.08G030400 1903 702 Gm08:2426874..2428777 forward 233 25.93 107.64 0.03 39.14 107.64 Cytoplasmic
GmCCOMT9 Glyma.08G030500 1636 693 Gm08:2430930..2432566 forward 230 25.57 99.30 -0.11 47.69 99.30 Cytoplasmic
GmCCOMTI10 Glyma.08G103900 3540 732 Gm08:7970704..7974244 forward 243 27.42 100.74 -0.22 33.67 100.74 Cytoplasmic
GmCCOMTI11 Glyma.08G104000 4316 744 Gm08:7976047..7980363 forward 247 28.48 103.44 -0.25 51.29 103.44 PlasmaMembrane
GmCCOMT12 Glyma.08G175700 4030 936 GmO08:14117946..14121976 reverse 311 3491 94.31 -0.10 45.28 94.31 Chloroplast
GmCCOMT13 Glyma.11G054500 2820 750 Gm11:4096759..4099579 reverse 249 28.14 106.91 -0.18 34.76 106.91 Cytoplasmic
GmCCOMT14 Glyma.15G250900 1876 504 Gm15:49901756..49903632 forward 167 18.46 108.50 0.11 30.66 108.50 Cytoplasmic
GmCCOMT15 Glyma.16G024400 2317 729 Gm16:2355702..2358019 forward 242 27.34 82.15 -0.48 35.80 82.15 Nuclear
GmCCOMT16 Glyma.17G171100 8369 741 Gm17:16123169..16131538 reverse 246 27.61 105.49 -0.17 40.55 105.49 Cytoplasmic

GmCOMTI1 Glyma.02G233100 1973 456 Gm02:43892597..43894570 forward 151 16.41 89.14 0.19 25.67 89.14 Cytoplasmic

GmCOMT2 Glyma.04G227700 2291 1098 Gm04:48525212..48527503 forward 365 39.97 95.10 0.08 29.83 95.10 Cytoplasmic

GmCOMT3 Glyma.04G227800 2817 561 Gm04:48529082..48531899 forward 186 20.25 91.13 0.15 24.08 91.13 Cytoplasmic

GmCOMT4 Glyma.06G137100 3593 1098 Gm06:11180502..11184095 reverse 365 39.90 94.85 0.06 29.74 94.85 Cytoplasmic

GmCOMTS5 Glyma.06G137200 2266 1101 GmO06:11187555..11189821 reverse 366 40.18 94.32 0.09 28.49 94.32 Cytoplasmic
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Supplementary Table S2. Segmental duplications of OMT paralogous pairs in soybean and inference of duplication time.

Seq_1 Seq_2 Ka Ks Ka_Ks EffectiveLen AverageS-sites AverageN-sites cN cS pN pS
GmCOMT1 GmCOMT33 0.04 0.12 0.35 354.00 74.17 279.83 11.00 8.00 0.04 0.11
GmCOMT2 GmCOMT4 0.02 0.22 0.09 1089.00 252.25 836.75 16.50 47.50 0.02 0.19
GmCOMT2 GmCOMT11 0.32 NaN NaN 327.00 72.67 254.33 65.67 55.33 0.26 0.76
GmCOMT2 GmCOMT44 0.36 NaN NaN 1074.00 247.75 826.25 235.75 188.25 0.29 0.76
GmCOMT3 GmCOMT12 0.30 3.03 0.10 546.00 120.92 425.08 104.92 89.08 0.25 0.74
GmCOMT4 GmCOMT11 0.31 2.08 0.15 327.00 71.83 255.17 65.50 50.50 0.26 0.70
GmCOMT4 GmCOMT44 0.36 2.89 0.12 1071.00 246.00 825.00 235.42 180.58 0.29 0.73
GmCOMT7 GmCOMT27 0.07 0.24 0.29 597.00 124.08 472.92 31.50 25.50 0.07 0.21
GmCOMT8 GmCOMT29 0.49 3.70 0.13 795.00 177.50 617.50 222.83 132.17 0.36 0.74
GmCOMT10 GmCOMT26 0.02 0.23 0.07 1101.00 247.92 853.08 13.00 49.00 0.02 0.20
GmCOMTI11 GmCOMT44 0.23 0.72 0.32 327.00 72.08 254.92 50.67 33.33 0.20 0.46
GmCOMT14 GmCOMT40 0.13 0.25 0.51 1056.00 222.75 833.25 98.50 47.50 0.12 0.21
GmCOMT18 GmCOMT45 0.17 0.58 0.30 1089.00 245.42 843.58 130.33 98.67 0.15 0.40
GmCOMT20 GmCOMT49 0.11 0.23 0.47 1056.00 231.08 824.92 82.58 45.42 0.10 0.20
GmCOMT23 GmCOMT47 0.04 0.16 0.27 1074.00 249.83 824.17 35.00 36.00 0.04 0.14
GmCOMT31 GmCOMT38 0.03 0.17 0.17 1059.00 242.08 816.92 22.00 36.00 0.03 0.15

GmCCoAOMT1  GmCCoAOMTS 0.21 0.76 0.28 708.00 167.17 540.83 98.33 79.67 0.18 0.48
GmCCoAOMT1  GmCCoAOMTS 0.21 0.92 0.23 693.00 162.75 530.25 96.50 86.50 0.18 0.53
GmCCoAOMT2  GmCCoAOMT?7 0.13 1.76 0.07 738.00 170.33 567.67 67.50 115.50 0.12 0.68
GmCCoAOMT2 GmCCoAOMTI13 0.01 0.12 0.11 738.00 172.67 565.33 7.50 19.50 0.01 0.11

GmCCoAOMT2 GmCCoAOMT16 0.13 0.63 0.20 732.00 170.83 561.17 65.00 73.00 0.12 0.43




Figure S1. Detailed amino acid composition of the 10 motifs in GmOMT proteins.
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Figure S2. Multiple sequence alignment of CCOMT proteins from soybean.

Loga E-value Sites Width
1 IE|’ U DME‘ ~ 4 : AJS ‘FLK!V!%«_- 6.7e-667 49 21
> 3.6e-574 65 21
ﬂ’fﬁf‘fg :-:E;'.’Y?g-.l;vgv-sa-v 3 <

3, iﬂFEéQ xt‘?ﬂeﬁ‘:pgggshu?kf_ug%s?_i 9.3e-556 42 32

4, !ﬂgw DEEQQK'LENCKEA'S*" 1.2e-548 47 21

""”“‘".:‘.‘?::!22.2;

o KERTEKE! g 5-"55$—F°"F YEGER Hoee ® 7
AT O
"'ELVY e
s- *?.V____sllf.IALé& ,D_KIL?=;%_-§¢_E% A o

Stopped because requested number of motifs (10) found.



Figure S3. Multiple sequence alignment of COMT proteins from soyben.
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Figure SS. Expression pattern analysis of GmOMT5s genes.
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