PP2CA MAGICCGVVGETEPAAP VDST--S RASLR RRLD LLPSIKIVADSAVAP 46
ABI1 MEEVSPAIAGPFRPFS ETQ--M DFTGIRLG---KGYCNN-—~---~| QYSNQDSENGD--LMVSLPETSSCSVSG 60
ABRIZ2 MDEVSPAVAVPFRPFET DP HAGLR GYCN GE--SRVTLPE-SSCSGDG 43
HAB1 MEEMTPAVAMTLSLAANTMCES---SPVEITQLKNVTDAADLLSDSENQS FCNGGTECTMEDVSELEEVGEQDLLKTLSDTRSGSSNV 85
HAB2 MEEISPAVALTLGLAN-TMCDSGISSTFDISELENVTDAADMLCNQKRQRYSNGVVDCIMGSVSEEKTLSE---VRSLSSDFSVIVQE 84

PP2CA  PLEN CRERQKRETVVLS---TLPGNLDLDSNVRSENKKAR-—==========——=— SAVTNSNSVT 893
ABI1 SHGSESR KVLI SRINSPNLNMKES---AAADIVVVDISAGDEINGSD-————————— I----TSEKKMISRT 115
ABIZ2 AMKDSS FEINTRQDSLTSS---8SA-MAGVDISAGDEINGSDEFDP---RSMN--~--0SEKKVLSRT 99

HAB1 FDEDDVLSVVEDNSAVISEGLLVVDAGSELSLSNTAMEIDNGRVLATAI IVGESSIEQVETAEVLIAGVNQDTN-~-~-~TSEVVIRLPD 169
HAB2 SEEDEPL---VSDATIISEGLIVVDARSEISLPDT-VETDNGRVLATAIILNETTIEQVPTAEVLIASLNHDVNMEVATSEVVIRLPE 168

PP2CA E-------AESFFS--DVPKIGTTSVCGRRRDMEDAVSIHPSFLORNS====E=—=======a=] NHHEYGV GCSHVAEKCRER 156
ABI1 E------- SRSLFEFKSVPLYGFTSICGRRPEMEDAVSTIPRFLQSSSGSMLDGR-~--~ FDPQSARHF SQVANYCRER 191
ABI2 Hememam- SRSLFEFKCVPLYGVTSICGRRPEMEDSVSTIPRFLQVSSSSLLDGRV-TNGFNPHLSAHE SQVANYCRER 179
HAB1 ENSNHLVEGRSVYELDCIPLWGTVSIQGNRSEMEDAFAVS PHFLKLPTKMLMGDHEGMS PSLTHLTGHFFG HEVADYCRDR 257
HAB2 ENPNVARGSRSVYELECIPLWGTISICGGRSEMEDAVRALPHFLKIPTIKMLMGDHEGMSPSLPYLTSHFFG GGAQVADYCHDR 256
PPZCA  LHDIVKKEVEVMASDEWIETMVESFQEMDKEVSQRECNLVVNGATRSMEN--—--- SmVGSTAWSWTPEKIIVSN 238
ABIl MHLALAEEIAKEK-PMLCD---GDITWLEKWEKKALFNSFLRVDSEIESVA---—————=———————— PETVGSTSVVAVVFPSHIFVAN 258
ABIZ MHLALTEEIVKEK-PEFCD---GDTWOEKWKKALFNSFMRVDSEIETVAH-———======——=— -APETVGSTSVVAVVFPTHIFVAN 248

HAB1 LHFALAEEIERIK-DELCKRNTGEGRQVOWDKVETSCFLTVDGEIEGKIGRAVVGSSD-KVLEAVASETVGSTAVVALVCSSHIVVSN 343
HAB2 IHSALAEEIERIK-EELCRRNTGEGRQVOWEKVEFVDCYLKVDDEVKGKINRPVVGSSDRMVLEAVSPETVGSTAVVALVCSSHIIVSN 343

PP2CA CGDSRAVLCRNGVAIPLSVDHKPDRPDELIRIQQAGGRVIYWDGARVLGVLAMSRATGDNYLKPYVIPDPEVTVTDRTDEDECLILAS 326
ABI1 CGDSRAVLCRGKTALPLSVDHKPDRE DEAARIEAAGGKVIOWNGARVFGVLAMSRSIGDRYLKPSIIPDPEVTAVERVKEDDCLILAS 346
ABI2  CGDSRAVLCRGKTPLALSVDHKPDRDDEAARTIEAAGGKVIRWNGARVFGVLAMSRSIGDRYLKPSVIEDPEVTSVRRVKEDDCLILAS 336
HAB1  CGDSRAVLFRGKEAMPLSVDHKPDREDEYARTIENAGGKVIQWQGARVFGVLAMSRSIGDRYLKPYVIPEPEVTFMPRSREDECLILAS 431
HAB2  CGDSRAVLLRGKDSMPLSVDHKPDREDEYARIEKAGGKVIQWQGARVSGVLAMSRSIGDQYLEPFVIEDPEVIFMPRAREDECLILAS 431

PP2CA GLW| PNETACGVAR----MCLRGAGAG--——————— DDSDAAHNACSDAALLLTKLALARQSS) 'VVVVDLRKRRNNQASS 399
ABI1 GVW| DEEACEMARKRILLWHKKNAVAGDASLLADERRKEGKDPARMSAARYLSKLAIQRGS! ISVVVVDLKPRRKLKSKPLN 434
ABIZ2 GLW| NEEVCDLARKRI LLWHKKNAMAGEA-LLPAEKRGEGKDPAAMSAARE Y LSFKMALOKGS ISVVVVDLEGIRKFKSKSLN 423

HABL GLW| QEVCE IARRRILMWHKKNGAP
HAB2 GLW NOEACDFARRRILAWHEKNGAL

PLAERGKGIDPACQAAADYLSMLALOKGSK@NISIIVIDLKAQRKFKTRT 511
PLAERGVGEDQACQAAAEYLSKLATOMGS ISIIVIDLKAQRKFKTRS 511

Supplementary information Figure S1 Sequence comparison of five Clade A PP2Cs
from Arabidopsis thaliana. Invariant residues are shaded yellow. The active residues
that coordinate the catalytic cations are shaded red. The PP2CA-unique motif that
constitutes a new interface with PYL13 is shaded orange with the key residues

highlighted by red circles above. The sequences were aligned with ClustalW.



