Table S1 Mediator subunits are conserved within the crop plants.

Module Subunit A thaliana  L(as)  Mw pl Domains G. max (1dentity %) Z. mays (Identity %) 0. sativa  (Identity %)
Head MED6 AT3G21350 298 33411 47 presons e s, Glyma08g21290 (80.7) GRMZM2GO017537 (66.7) 0s06g11370 (43.4)
MEDS AT2G03070 524 S8157 997 rowsn Glymal3g45020 (80.5) GRMZM2G168913 (49.7) 0503g31010 (35.7)
MEDI1 AT3GOI435 115 13322 478 rnowmms Glyma03g32550 (66.1) GRMZM2G071626 (51.8) 0502209600 (67.9)
Glymal9g35290 (66.7) GRMZM2G145996 (61.2) 050249640 (52.7)
MED17 AT5G20170 653 73404 632 rrosernmins Glyma05g08320 (42.4) GRMZM2G129806 (34.4) 0512¢44140 (41.0)
Glymal4g01070 (54.1)
Glymal7g12660 (42.4)
MED18 AT2G22370 219 23365 65 FrmI Glyma09206000 (79.8) GRMZM2G090480 (48.1) 0502g10050 (54.0)
Glymal5g17250 (64.7)
Glymal8g18520 (63.3)
MED19 AT5G12230 221 25697 996 o G 10(61.0) GRMZM2GO063688 (58.0) 050344010 (59.8)
ATSG19480 207 23824 10.09  eo Glyma06g00360 (61.0) GRMZM2G119339 (58.3) 0s12g41962 (58.3)
Glyma07g06450 (69.8) GRMZM2G327174 (60.0)
Glymal6g03060 (69.8)
MED20 AT2G28230 219 25127 838 mssirmimizes Glymal3g16910 (76.7) AC203031.3_FGP002 (44.2)  Os09g27140 (43.1)
AT4G09070 219 25123 578 s Glymal 7205810 (60.2) GRMZM2G126131 (53.2)
AT2G28020 70 7870 652 romnes
MED22 ATIGO7950 154 16563 497 romesem, Glyma08g17030 (75.6) GRMZM2G153766 (66.7) 0s01g04110 (60.5)
Gapsat sk Glymal 533520 (74.0) 0508237480 (61.8)
ATIGI6430 150 16179 522 roosse,
Gsa088 1600
MED28 AT3G52860 156 17961 604 romon Glyma05g31930 (43.1) GRMZM2G130010 (66.7) 0505206290 (74.4)
Glyma08g15230 (63.4)
MED30 AT5G63480 189 19814 434 romees Glyma04g37350 (47.3) GRMZM2G143242 (41.4) 0s04g31910 (74.3)
Glyma06g17740 (48.2) GRMZM2G175188 (40.9)
Middle MED1 AT2GIS890 203 23154 565 rmwas Glyma07g20870 (54.6) GRMZM2G009958 (36.58) 0503g55670 (35.2)
MED4 AT5G02850 426 46155 4.64 PFI0DIS; PTHRI3208 Glyma06g20060 (62.6) GRMZM2G331754 (52.5) 0509236890 (54.3)
Glyma08g39660 (64.5) GRMZM2G452067 (52.1) 0s11g05150 (64.0)
Glymal3g04800 (62.9)
MED7 AT5G03220 168 19425 6.36 PROSORS; PTHR21428, SSFI40718 Glyma07g03300 (54.8) GRMZM2G061672 (58.2) 0s04g56640 (75.8)
AT5G03500 168 19299 6.02 o rmmaas ssraons Glyma08g22810 (72.7) GRMZM2GO066981 (79.3)
MEDY ATIGSS080 244 28586 595 rmws Glyma07g01150 (62.1) GRMZM2G160527 (68.2) 0s01g31629 (63)
Glyma08g20540 (58.6)
MED10 ATIG26665 189 20012 506 i rons Glyma08g40780 (80.6) GRMZM2G110500 (50.5) 0509g35920 (52.5)
ATSG41910 186 20726 535 e o Glymal8g16280 (53.2) GRMZM2G034260 (86.5)
MED14 AT3G04740 1703 185507 743 PTHR12809; PFOS638 Glyma03g40750 (69.4) GRMZM2G446872 (56.2) 0508224400 (61.8)
Glymal9g43440 (70.6) 0509210960 (55.2)
MED21 AT4G04780 139 15041 414 o e s Glymal0g41060 (60.5) GRMZM2G074280 (60.5) 0s08g04150 (73.7)
GaDsat sk ssE1S
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The numbers within the brackets indicate sequence identities (%) between Arabidopsis Mediator
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