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Fig S1. Multiple sequence alignment of TRX proteins. Alignment of the Arabidopsis cDNA ATX1
sequence (At2g31650) with two predicted soybean (Glycine max) Trithorax sequences
(Glyma08g29010.1 and Glymal8g51890.1) and the P. vulgaris PvuTRX1h sequence. Consensus
sequences used to design consensus primers to amplify an internal fragment from the P. vulgaris
PvuTRX1h are shown inside rectangles as “Fw” and “Rev”. Protein domains are indicated in red
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AWS DOMAIN SET DOMAIN
Fw
777777 MDLHTEELPDY I HMNONEFCIRRHKKQKEEDIAICECK LTSTECTPGYCPCGVLCKNQKFQKCEYAKTKLFKTEGRGHGLLADED IKAGOEVIEYCG
MDPHTEELPDY IHINQNEFCIRREKKQKEED IATCECK \CGDSCLNVLTSTECTPGYCHCDILCKNQKFQKCEYAKTKL LADEDIKAGQFVIEYCG
,,,,,, MDPFTEELPQY IHINONEFFMRROKKQKEEDIAICECK T VLTSTECTPGYCPCDILCKNQKFQKCEYAKTKL .LAGEDLKAGQFVIEYCG
MOFSCHPDOEGDELEDY £ I YONDE S Y RKHKKQKEED T S 1CECKFDEGDPDSACGERCLNY I TN TECTGYCRCGYYCKNQKEQKCE Y AKTKLIKCEGRGHCLVALEETKAGOF IMEYCG
TETThA h; kkgh kg kAR Rk Ak kkAk gk kA kkkg KAk gk kkdkkkdk k| Aokkkkokk ko ko okk gk Ak ok gk kg g Rk g g ke
SET DOMAIN

EVISWKEAKRRSQAYENQGLKDAFIICLNASES IDATRKGSLARFINHSC LGEIRVGIFAKHDIPIGNELAYDYNFEWFGGAKVRCLCGALKCSGFLGAKSRGFOEDTY

EVISWKEAKRRSQAYENQGLKDAFIIFLNVSESIDATRKGS LARF INHSCQPNCETRKWNVLGEIRVGIFAKHDIPIGTELAYDYNFEWFGGAKVRCLCGALKCSGFLGAKSRGFQEDTY
EVISWKEAKRRSQAYENQGLKDAFIICLNASESIDATRKGS LARFINHSCRI TRKWNVLGEIRVGIFAKHDVPIGTELAYDYNFEWFGGAKVRCLCGALKCSGFLGAKSRGFQEDTY
EVISWKEAKKRAQTYETHGVKDAYIISLNASEAIDATKKGSLARF INHSCRPNCETRKWNVLGEVRVGIFAKESISPRTELAYDYNFEWYGGAKVRCLCGAVACSGFLGAKSRGFQEDTY

B T T T T D e

LWEDDDDRYSVEKIPVYDSAEDEPVSN--FNG--QTEPSLDVMVKAEQLLESTAFHVQPLDS---VQMKDLDVKKIKTDVADEHMNLY YODGEQTLSRKN-ATSRIRSNTAGRNYLLGPR
LWEDDDGRYSVEKIPVYDSAEDEPVSN-~FNG--RTEPSLDVIVKAEQLSESTAFHVQPLDS-~~VOMKDLDVKK IKTDVADEDMNFYSQDSEHTLSQKN-AISHIRSNTAGRNYCLGPR
LWEDDDDRYSVEKIPVYDSAEDEPVSN--VNG--RTESPLDVMLKDEQLSESTGFNVQSLDS-~-VOMKGLDVKK IKTEVT DEDMHLYNHDTEQTLSQKNAMI SRIRSNAAGRNYHIGPR
VNEDGDDRYSVDKIPVYDSAEDELTSEPSKNGESNTNEEKEKDISTENHLESTALNIQQQSDSTPTPMEEDVVTETVKTETSE“MKLLSQNSQEDSSPKTAIVSRVHGNIS****KIKSF

SMSTKRSRSYNGVRFKNLTEKKIDAKFAAALLAFKEAQEEILNCEKIKDDATSALDSLYDEIRPAIEEHERDSQDSVSTTVAEKWIQ. LKLKAEFDLYSSIVKNVACTAQRAP-GQGK
SMSTKRSRAYNGGRFKNLIEKKIDVKFAAALLASKEAQEEIFNCEKMKDDATSALDSLYDEIRPAIEEHERDSQDSVSTTVAEKWIQACCLKLKAEFDLYSSIVKNVACTAQRAS=GOVK
SMSTKRSRAYNGGRFKNLVEKKIDAKFAAGLLASKEAQEEILNCEKRKDDATSTLDSLY! RDSQDSVSTTVAEKWIQVCCLKLKAEFDLYSSIVKNVACTAQRAP-GOAK
SLPKKRGRPFSGGKTKNVAOKhVDIANVVOLLATKEAODEVLKYEEVKKEAAVRLSSLYDHI?PAILLﬂnRDSO”SVATQVAEKWIOASCNKLKAEFDLYSSVIKNIASTPIKPQDTKTK

T T L L

Rev

PTEVONENEIKLLTG- (480
PTEVINENEIKLLTG- |480
PTEVINENEIKLLTG- |481
VAEAQNEDHIKLLEAK [492

letters with the name of the conserved domains above the sequences.

114
114
114
120

234
234
234
240

346
346
347
356

465
465
466
476



GlynalBg2o010
GlymalBgS1890
FYUTRELR
ATXL/NE_BSOLTO

PWWP DOMAIN

Glyma0Bg25010 CRNG GAAGH 'LPE L G: RYIGYVRSY H GDEENLIIANENI| v HLKLNFAKVRON NVEEMLA CQUFERGDT IWAK -M
GlymalBg51890 s o

BvuTRELh
ATX1/NP_B50170

]
3

PGD I IWAKLTGHAMWPAVVLDESLARNCEGLE-M 342

PGDIVWAKLAGHAMWPAVIVDESI IGEREGLNNE 334

PWWP DOMAIN DAST DOMAIN
s v . TLILGK LROPESKLRPLFRVT 516
GlymalBg51890 FLGG Ql LLTDL EEAKE VGOLOILSL 1 TET KVRPLERVT 510
PvuTRX1h IL LLTDL. TEGLEEAKR’ 'VGDLQILSL INPEGYTAVRKFTSVT LR KVRPLFRVT 52
M‘xlflll_k&ﬂl'l’ﬂ A LL ISFIKGLLSPSHL RF | GDLLI INLGEVVTDSOFFEDENHIWPEGY TAMRKFTSLTDHSASALYKHEVLA
DAST DOMAIN PHD DOMAIN
Fw
o T KLIQGL LGSRRS PLGYRQVHINWFDLDKCN! FL LONL CLCPL
GlymalBgS51890 IVLKLIRGLSKSKI! PL DLDKCH PPPCCLCPLIGGAMKPTTDGRRA
PVuTRX1h al 4 KLIKGL SYRQVHINWFDLDKCH PLIGGAMKPTTDGRMA © 35
ATXL/NP_BSOLTO i+ P HKE! b4 EEL B FL EPCDGALNLONL
PHD DOMAIN
a JRpr— SP—
[ a —
f— L — S—— S
erunn_nsm'rn HMLACATWIPETCL: TICGVSYGACTQCSNNSCRVAYHPLCARAAGLCVEL] TRMLSFCKRHR(TST
SET DOMAIN
-RAC
GlymaOBg29010 RLAFGKSRIHGPGI! PIADRREHFTYNSLVGAGT' TAHLINHSCAPNCYSRVI
Glymaisgsiasn RLAPGRSRIBGEST BN TR LVRE R IADARE YRS LG AT TMER 1 DDER IOATRAGS LML NHSCARNCY SRV SVNGDEHT §LEAKRDT
PVuTRX1h RLAFGKSRIAGFGIFAKHPREGGDMVIEYTGELVRFPIADRREAF IYNSLVGAGT YMFRIDDERVIDATRAGS TAHLI Y IFAKRDI]
ATXL/NP_BSOLTO RLAFGESGIRGFGT PHFA G IADEREQL’ GAG IDDERVIDATRIGS IAHL T AKRHI|

GlymadBg25010
GlymalBgs1890
FvuTRELh
ATHL/HE_BSOLTQ

Fig S2. Multiple sequence alignment of Ashl proteins. Alignment of the Arabidopsis ASHH1
sequence with two homologous soybean sequences, Glyma20g30870.1 and Glymal0g36720.1, and
the P. vulgaris PvuASH1h sequence. Consensus sequences used to design consensus primers to
amplify an internal fragment from the PvuASH1h sequence are shown inside rectangles as “Fw” and
“Rev”. Protein domains are indicated in red letters with the name of the conserved domains above
the sequences.



