Supplemental Figure 1. Alignment of A. thaliana AHA22 with its S. cerevisiae
counterpart Pmalp with phosphosites indicated. A CLUSTAL 2.1 multiple sequence
alignment is shown. AHA2 sequence: Green residues, phosphorylated in planta (this study
and other studies); Boxed residues, phosphorylated in fungus when AHA2 is expressed

heterologously in yeast. Pmalp sequence: Cyan residues, phosphorylated in fungus.

AHA2 M|SS|LEDIKNETVDLEKIP--IEEVFQQLKCSRE- 31
Pmalp MTDTSSSSSSSSASSVSAHQPTQEKPAKTYDDAASESSDDDDIDALIEELQ[]NHGVDDED 60
T I T I BT ] kkky s .
AHA2 GLTTQEGEDRIQIFGPNKLEEKKESKLLKFLGFM 65
Pmalp []DNDGPVAAGEARPVPEEYLQTDPSYGLTSDEVLKRRKKYGLNQMADEKESLVVKFVMFF 120
kkEkgak kg gk kpp o gpakkk pakkr kg
AHA2 WNPLSWVMEMAATIMATALANGDGRPPDWQDFVGIICLLVINSTISFIEENNAGNAAAALM 125
Pmalp VGPIQFVMEAAAILAAGLS-- ———DWVDFGVICGLLMLNAGVGFVQEFQAGSIVDELK 173
JKs L akkKk kkkak kg *k kk Kk kkgaks 3 kgak gk,
AHA2 AGLAPKTKVLRDGKWSEQEAAILVPGDIVSIKLGDIIPADARLLEGD-PLKVDQSALTGE 184
Pmalp KTLANTAVVIRDGQLVEIPANEVVPGDILQLEDGTVIPTDGRIVTEDCFLQIDQSAITGE 233
Kk 3 kgkkkg ok k  skkkkkg_ gs Kk pkkgk kgs ok kgakkkkgkkk
AHA2 SLPVTKHPGQEVFSGSTCKQGEIEAVVIATGVHTFFGKAAHLVDSTN-QVGHFQKVLTAT 243
Pmalp SLAVDKHYGDQTFSSSTVKRGEGFMTGD FVGRAAALVNKAAGGQGHFTEVLNGI 293
Kk ok kk kgg kk kk kg dk kkk gk kakk kg Kkk gk ok

AHA2 GNFCICSIAIGMVIEIIVMYPIQRRKYRDGIDNLLVLLIGGIPIAMPTVLSVTMAIGSHR 303
Pmalp G-IILLVLVIATLLLVWTACFYRTNGIVRILRYTLGITIIGVPVGLPAVVTTTMAVGAAY 352
* g2 HEL P : . H * g ok gk gkgkgg Kkdkgdky
AHA2 LSQOGAITKRMTAIEEMAGMDVLCSDKTGTLTLNKLSVDKNLVEVFCKGVEKDQVLLFAA 363
Pmalp LAKKQAIVQKLSAIESLAGVEILCSDKTGTLTKNKLSLHE---PYTVEGVSPDDLMLTAC 409
kess Kk _sssskkk gkkgaakkkkhkhkhkhkhkk kkkkg o skk | Kggek Kk
AHA2 MASRVENQ--DAIDAAMVG---MLADPKEARAGIREVHFLPFNPVDKRTALTYIDGSGNW 418
Pmalp LAASRKKKGLDAIDKAFLKSLKQYPKAKDALTKYKVLEFHPFDPVSKKVTAVVESPEGER 469
ER : kEkE kg N A T opLk KRgkdk kg 2 N
AHA2 HRVSKGAPEQILELAKASN----DLSKKVLSIIDKYAERGLRSLAVARQVVPEKTKESPG 474
Pmalp IVCVKGAPLFVLKTVEEDHPIPEDVHENYENKVAELASRGFRALGVARKRG======== E 521
Fhkk gk oL L2 *: o2 o2 K kkgkak kg
AHA2 APWEFVGLLPLFDPPRHDSAETIRRALNLGVNVKMIGDQLAIGKETGRRLGMGTNMYPS 534
Pmalp GHWEILGVMPCMDPPRDDTAQTVSEARHLGLRVKMLTGDAVGIAKETCRQLGLGTNIYN- 580
. Khgakgek skkkk kaekgky WK skkg kkkgkkk gk _Kkkk kgkkgkkkgk
AHA2 SALLGTHKDANLASIPVEELIEKADGFAGVFPEHKYEIVKKLQERKHIVGMTGDGVNDAP 594
Pmalp AERLGLGGGGDMPGSELADFVENADGFAEVFPQHKYRVVEILONRGYLVAMTGDGVNDAP 640
. ok L Ltt..  n saakakkkkk Akkakkk, sks Kkak gak kkKAKRKRKKK
AHA2 ALKKADIGIAVADATDAARGASDIVLTEPGLSVIISAVLTSRAIFQRMKNYTIYAVSITI 654
Pmalp SLKKADTGIAVEGATDAARSAADIVFLAPGLSAIIDALKTSRQIFHRMYSYVVYRIALSL 700
skkkhhk kkkk _kkkkkk Khgkkkg dkkk kk kg kkk Kkkgkk Kk _ sk s
AHA2 RIVFGFMLIALIWEFDFSAFMVLIIAILNDGTIMTISKDRVKPSPTPDSWKLKEIFATGV 714
Pmalp HLEIFLGLWIAILDNSLDIDLIVFIAIFADVATLAIAYDNAPYSPKPVKWNLPRLWGMSI 760
EEREE I * 1oLz, EEE R AL L L N A E T
AHA2 VLGGYQAIMTVIFFWAAHKTDFFSDTFGVRSIRDNNHELMGAVYLQVSIISQALIFVTRS 774
Pmalp ILG----IVLAIGSWITLTTMFLPK----GGIIQNFGAMNGIMFLQISLTENWLIFITRA 812
kK * g o * * g JK ke S T Kk gakkgky Lt Khkkgkkg
AHA2 RSWSFVERPGALLMIAFLIAQLIATLIAVYANWEFAKIRGIGWGWAGVIWLYSIVTYFPL 834
Pmalp AGPFWSSIPSWQLAGAVFAVDIIATMFTLFGWWSEN=-====——=———=—- WTDIVTVVRV 858
s L k. Kk k3 Lsakkkssass. k. I
AHA2 DVFKFAIRYILSGKAWLNLFENKTAFTMKKDYGKEEREAQWALAQRTLHGLQPKEAVNIF 894
Pmalp WIWSIGIFCVLGGFYYEMSTSEAFDRLMNGKPMKEKKSTR.VEDFMAAMQRV.QHEKE.
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