At EGY1 1 CFSS---lEDSHRFRIAKCLGNDEINSNRDD-—---S
Gr predEGY1 1 CYLIPK-EVSREKFLKFRCFCATNINSNNDADY TON
Vv_predEGY1 1
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S1 L2 1 SGEIGEGEGGGS - - - -EEI

St_predEGY1 1 - -BISEGEGGGS - - - - BRI

At EGY1 68 I[@ENGETHKSSVVKTEMFEEEDERTSHSSSTTSEsN@rcikisl----- -
Gr_predEGY1l 75 Sigalsfiv T TAS PPEDKEVOEKRTEN Z LEPE - " RER Pz NiA P G%YNFQ DSFKLMELLGPEK|

Vv predEGY1 69 HEEESSLIKDSNSKTEY PlaAFD-—————— i 19D S DIED) PNV S SRIFPS T S|3lCIZE YNNFQVDSFKLMELLGPEK]
Nt Yb2 62 PTISTVGSTYNNFQVDSFKLMELLGPEK]
Nt Ybl 65 PTISTVGSTYNNFQVDSFKLMELLGPEK]
S1 L2 69 PTISTVGSTYNNFQVDSFKLMELLGPEK]

St_predEGY1 67

PTISTVGSTYNNFQVDSFKLMELLGPEK]

At EGY1 139
Gr_predEGY1l 150 KLFGYSTFWVTKEEPFGDLGEGILFLGNLRGKREDVFEKLOEOLIME IMGDKYNLFMVEE PBSEEPDPRG
Vv predEGYl 137 KLFGYSTFWVTKEEPFGDLGEGILFLGNLRGKREEMFAKLQSQLEE IMGDKYNLFMVEE PNSBGEDPRG
Nt Yb2 135

Nt_Ybl 138
S1_L2 138
St _predEGY1l 136

At EGY1 219
Gr predEGY1l 230
Vv _predEGYl 217
Nt Yb2 ARSI GPRVSFGMLRKEVSEPGPTTLWQYVIAFLLFLLTIGSSVELGIASQITRLPPEVVKYFTDPNAIEPPDMQLIL
Nt Ybl AR GPRVSFGMLRKEVSEPGPTTLWQYVIAFLLFLLTIGSSVELGIASQITRLPPEVVKYFTDPNAIEPPDMQLIL
S1 L2 218
St predEGYl 216

At EGY1 299

Gr predEGY1l 310 (mN(EAREN T INN=IY (€ IRDVNN: VKLSIPIFIPNITLGSFGAITQFKSILPDRSTQ DISLAGPFAGAALSESMFAV(
NATgl St a=TelNe) ANNACAN P1.A Y GV LGVQLFHEMGHF LAAF PRISVKLSIPYFIPNITLGSFGAITQFKSILPDRRIKVDISLAGPFAGAALS ‘MFEVG
Nt Yb2 VEEMPT AYGVLGVQLFHEIGHFLAAFPRNVKLSIP FIPNITLGSFGAITQFKSILPDRKAKVDISLEGPFAGAALSSSMFAVG
Nt Ybl PEENPT AYGVLGVQLFHEIGHFLAAFPRNVKLSIPBEFIPNITLGSFGAITQFKSILPDRKAKVDISLAGPFAGAALSSSMFAVG
S1 L2 PEENPT AYGVLGVQLFHEIGHFLAAFPRNVKLSIPYFIPNITLGSFGAITQFKSILPDRKAKVDISLAGPFAGAALSSSMFAVG
Shul el a=TelHE) SRS P 1. A Y GV L.GVQLFHE IGHFLAAFPRNVKLSIPYFIPNITLGSFGAITQFKSILPDRKAKVDISLAGPFAGAALSSSMFAV(

At EGY1 379 N ( SIHPLVIAGWCGLTTEAFNMLPVGCLDGGRAVQGA]
Gr_predEGY1l 390 STHPLVIAGWCGLTTEAFNMLPVGCLDGGRAVQGA
Vv _predEGYl 377 q EIHPLVIAGWCGLTTSAFNMLPVGCLDGGRAVQG‘
Nt Yb2 375 SIHPLVIAGWCGLTTSAFNMLPVGCLDGGRAVQGA|
Nt Ybl 378 S Y SIHPLVIAGWCGLTTSAFNMLPVGCLDGGRAVQGA|
S1 L2 378 STHPLVIAGWCGLTTSAFNMLPVGCLDGGRAVQGA
St_predEGY1l 376 STHPLVIAGWCGLTTSAFNMLPVGCLDGGRAVQGA
I

At EGY1 459

Gr predEGY1l 470 LVGFGLTTYTLLGLGV.GGPLSLPWGLYVLICQRTPEKPCLNDVTEVGTWRK

Vv_predEGY1l 457 < LSGFGLTTYTLLGLGVLGGPLSLPWGLYVLICQRIPEKPCLNDVTEVGTWRKT

Nt Yb2 SN GKGSLGFGLATYTLLGLGVLGGPLSLPWGLYVLICQRTPEKPCLNDVTEVGTWRKAALGVAIFLVVLTLLPVWDELAE
Nt_Ybl Y GKGS GFGLATYTLLGLGVLGGPLSLPWGLYVLICQRTPEKPCLNDVTEVGNWRKAALGVAIFLVVLTLLPVWDELAE
S1 L2 S GKGSLVGFGLATYBLLGLGVLGGPLSLPWGLYVLICQREPEKPCLNDVTEVGTWRKAALGVAIFLVELTLLPVWDELAE

Al o a<te L HE) SNNCITON "G K G S LVGFGLATYSLLGLGVLGGPLSLPWGLYVLICQREPEKPCLNDVTEVGTWRKAALGVAIFLVELTLLPVWDELAE

At _EGY1 539
Gr predEGY1l 550
Vv_predEGY1l 537
Nt Yb2 SEFNE.GIGLVTSE]
Nt Ybl BN .GIGLVTSE
S1 L2 BN . GIGLVTTE
St _predEGY1l 536 |HNeaie)NVANNT

Amino acid alignments of Yb related proteins. Alignments were generated using MUSCLE. Conserved nucleotides are
indicated by shaded squares. The three conserved domains, GNLR, HEXXH, and NPDG are underlined with black lines.
Accession numbers are as follows: Arabidopsis EGY1 (NP_198372), Gossypinm raimondii predicted EGY1 (XP_012492480),
Vitis vinifera predicted EGY1 (XP_002269447), S. heopersicum L2 (NP_001299816), S. tuberosum predicted EGY1
(XP_006339202).
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Phylogeny of Yb; and Yb, related proteins. The dendrogram was constructed using the maximum likelihood method.
GenBank accession number are given for each branch except for the Cre03.g206929 and Pp3c18 19520V3, which
are based on annotations of the Chlamydomonas reinhardtii and Physcomitrella patens genomes available through

the Phytozome database (www.phytozome.net).



