
ZmPIFa --------------MRERRRKKRLRVASLFVATVMGMIAEYYYRKRPRHLMDPSEVIERDVAGRKQMLRNLYQGSNVYCYDSLRLTKR
OsPIF2 MDRRKQIYLQYYFSYYYQYYIWRRRLLVAIAICVASYSYLLDMRKRQREGVRYSPMLLRDVE-RDARLNRLFNGTEANCVSELRMRKA
OsPIF1 --------------MNSLIRKSKDEEDEEIIMFWLPALYLLTS-----NGGIEKRVRHTSSQYSEEKLRNILEGHEKNCLVAFRMEPN
AtPIF1 -----------------------------------MEISGEED--KEEAVTLPKEVSKISISDGNKFVYQILNGPNEQCFENFRMDKP
AtPIF2 ----------MERNLCEEDDSDVDIMLLMVVGSVDAYESQIPRPMRRQITKKGHAYIQKALKDDPIHFRQLY-----------RMNPE
FnPIF1 -------------------MATILNHKQLKASLSIPYHALRTS----RYLNRPKKYGQLRSRDAVARITSIHEIPDEDFRRKLRVNHT
CbPIF1 ------------------------------------------------MLLKLKDLLKNNNPPNNWKLEEFEQ-------------VV
CePIF1 -------------------------------------------------MSRRWGLAPTTVANAVYHVTNAIN---------------
CePIF2 ------------------------------------------------MHGLSQPTISRIVCGVIDDLVRVSS------------EYI
IS493  -------------------------------------VLVYPS-----GLDVSSSALRFLSARLREHRRGLGT----------RWRRL
IS470  -------------------------------------MPTSVTYTAVLDVRRSTAEHLAGLLCDHRIVARTRKG---------RRALG
IS112  -----------------------------VAGVITAS---EPSWIAPFSGLSPRQFGKLVTVLRREGADAVRKG---------RPWSL
IS702  ------------------------------VKIEKAKQLTARKFKRMSGVSRQTFNYMVDVVKADEKKKKKPG----------RRPKL
ISL2   ------------------------------MKYETAKNLNNTRFKRLIGVAKPVFDEMVKVLKAEYQVKHARGG---------RKPKL
IS5    -----------------------MSHQLTFADSEFSSKRRQTRKEIFLSRMEQILPWQNMVEVIEPFYPKAGNGR--------RPYPL

ZmPIFa SFSDLCTILRERCDMCDT---LNVSVEEKVAIFLLVVGHG---TKMRMIRSSYGWSLEPISRYFNEVLRGVLSLCHEFIKLPDPLAVQ
OsPIF2 IFHKLCGHFRSRGLLVDT---LHVTVEEQIAMFMHIVGHK---WCNRSVGFEFFRSGETVSRYFNAVLDSLVSISKELIYIRSTETHP
OsPIF1 IFRAIVTYLRTEHLLRDT---RGITVEEKLGHFLYMISHN---ASYEDLQHEFHHSGETIHRHIKAVFKVIPSLTYRFIKQTTRVETH
AtPIF1 VFYKLCDLLQTRGLLRHT---NRIKIEAQLAIFLFIIGHN---LRTRAVQELFCYSGETISRHFNNVLNAVIAISKDFFQ-PNSNSDT
AtPIF2 VFAELCHLLQMKTGLKGT---PHVCVEEMVATFLITVGQN---SRYCHTMDTFKRSKFSTSINFHKVLR-ALNMLAPTLMAKVTNTVP
FnPIF1 EFRKLLCLIKDHPVFVSHGPRKQANPLLQLTVALYRLGHCGCAASTFEIGEQFGVSEGTSAIWTTRVIKAILSLERNNVYWPDENERK
CbPIF1 VFFQYFTSG----------------------------------QSAGCIARRIGISKSTVSAIVKRVVEVIN-KNYDNIRIPSKPED-
CePIF1 SRMKCIETPK-----SAE---------EW-----------------RKVERTFAK---------KHILR-------------------
CePIF2 KFPTTSDEIET-------------------------------------MTKKFYEKEDS-----NGEER-------------------
IS493  SAGRQALLALAHLRNGHP---------------------------YVQLAAGFGVGTTTAYRYVTEAAEVLAALAPTLAEAVRAA---
IS470  CFKQAVLVLRWFLDGTR----------------------------LAQLARDNGLSVSTSYRYLHEGLAVLAAGAPDLSTALER----
IS112  PLEDRALLVAAYWRTNLT---------------------------MRQLAPLFGVSKSAADRIIDHLGP-MLALQ------PRK----
IS702  IIEDQVLMVIQYWREYRT---------------------------YYHIGLDWGLSESAVCRTVYKIENILISSRKFSLPGKKELLKM
ISL2   AIEDLLLATLQYLKEYRT---------------------------YEQIAADYGVHDSNLIRRSHWAEETLVKHGFNIG--KQE----
IS5    ETMLRIHCMQHWYNLSDG---------AMEDALYEIASMR----LFARLSLDSALPDRTTIMNFRHLLEQHQLARQLFKTINRWLAEA

ZmPIFa PEDSK----WRWFEDCLGALDGTHIDVFVP------LADQGRYRNRKQ---QITTNVLGVCDRHMKFVYVLAGWEGSASDS-------
OsPIF2 KITSSPGRFHPYFEGCIGALDGTHVPASVP------AHMQDRFRGRKK---SPTQNVLAAVDFDLRFIYVLAGWEGSAHDS-------
OsPIF1 WKISTDQLFFPYFQNCLGAIDGTHVPITIS------QDLQAPYRNRKG---TLSQNVMLVCDFDLNFLFIPSGWEGSATDA-------
AtPIF1 LENDD-----PYFKDCVGVVDSFHIPVMVG------VDEQGPFRNGNG---LLTQNVLAASSFDLRFNYVLAGWEGSASDQ-------
AtPIF2 SKISKTTRFYPYFKDCVGAIDGTHINAMVQ------GPEKASYRNRKG---VISQNVLAACNFDLEFIYVLSGWEGSAHDS-------
FnPIF1 AIDRHFEEEEDIPDGCVGIIDGFHVPFAYKPA----RHDAVDFFSYKG---RYGFNILGICDHLKRIRYFQYGYPASAHDARIFKNCS
CbPIF1 WRDIKETFVRRGLLKCIGAIDGKHVRVKAP------PNSGSLFFNFKK---FFSFAPLGLVRANLRFRFVDIGIPGSVSDA-------
CePIF1 ---------------CLGSLDGKHIRIKAP------PHSGSLFFNYKH---FFSFVLLVVVDADGRVIWVDVGSPGSNNDA-------
CePIF2 ------------RMPCYGIVDGKHWRCEHP------PKSGALNYNYKG---FFSFNSLIVSDSDYRILFVQMCKNGLNSDAQLYQN--
IS493  ------------SMKAFVLLDGTLLPIDRI------AADRPFYSGKHK---KHGMNVQVIADPSGRLLWASPALPGAVHDV-------
IS470  ---------AKAAGPTHLNLDGTVIRTDRVAAPGP-NGADLRWSGKHK---HHGGNVQVIATPDGWPIWVSPVRPGREHDTTCAR---
IS112  ----------RFAKDTVLIVDGTLVPTRDH-------TIAERSKNYR-----YSTNHQVVIDADTRLVVV-VGRPLAGNRN-------
IS702  P-----------SQENLVVMDVTESPIERPK-----KSQKKFFSGKAG---EHTLKTQLVIHQKTSQIICLGHGKGRIHDF-------
ISL2   -----------IKPDDVVLIDATEVKIQRPK-----KDKQLIIPARKS---STVLKAQAITDTTGRIIHL-DSCQAYRHDM-------
IS5    G----------VMMTQGTLVDATIIEAPSSTKNKEQQRDPEMHQTKKGNQWHFGMKAHIGVDAKSGLTHSLVTTAANEHDLN------

ZmPIFa ---------RV--LRDAMSR-----DDAFAIPS-GKYYLVDAGYTNGP-GFLAPYRSTRYHLNEWAAQGNNPSNAKELFNLRHSTAR
OsPIF2 ---------HV--LQDALSR-----PSGLKIPE-GKFFLADAGYAARP-GILPPYRGVRYHLKEYKG-GREPQDYKELYNHRHSSCR
OsPIF1 ---------RV--LRSAMLK-------GFNVPQ-GKYYLVDGGYANTP-SFLAPYRGVRYHLKEFGRGQQRPRNYKELFNHRHAILR
AtPIF1 ---------QV--LNAALTR-----RNKLQVPQ-GKYYIVDNKYPNLP-GFIAPYHGVSTNSREE---------AKEMFNERHKLLH
AtPIF2 ---------KV--LQDALTRR----TNRLQVPE-GKYYLADCGFPNRR-NFLAPLRSTRYHLQDFRGEGRDPTNQNELFNLRHASLR
FnPIF1 LFEEANADAQS--NREAMLQG--RAVHSEMISQ-GEYLLADSAFPAG--DWCVPLFKRRRGQNDLDR----P---EAKFNKKCSSAR
CbPIF1 ---------SI--YENSKLKE--ILQKKENIPK-PIFLTSNYIMPSFV-VGDGIFPLDTTLLKPYGRPP--LSNDQVLFNNIFSKTR
CePIF1 ---------SI--FSDSKLKT--ILDEEANLPP-PTFWSRDFVVKPFV-IADGIFKITPRMMTLYGGNG--LNISQKVLNKKLSRAR
CePIF2 -----GPLPRL--LTKAIENVGYRTLPDPNVLM-PPFILADNGFGLHK-SMMQPYRPTQIGLNPE---------ENISFNFKLSGTR
IS493  ---------RA--AREHGII-------DTLATA-DVNCWADKGYQGAGGTVRVPYRG-RWETLSAG---------QQAVNRSHAKIR
IS470  --------HHG--LVEALNR--------IAAEL-DMPTLVDFGYENAGDGFRHPFKKPAGSELTEE---------QQTYNKVIRGIH
IS112  -------------DCKAWEE-----SGAKAAVG-KTLTIADGGYPGT--GLVIPHRRERGQAGLPD--------WKEEHNKSHKQVR
IS702  ---------RL--FKTSGVK----------FSE-LLKVIADKGYQGIT-KIHKLSETPIKKPKGKK-----LAKEQKEYNRELNRLR
ISL2   ---------RL--LRESRRS----------LHR-SGLILADSGYQGLD-KIYFQAKTPVKSSKKKP-----LTQQDRELNHLISSIR
IS5    ---------QLGNLLHGEEQFVSADAGYQGAPQREELAEVDVDWLIAE--RPGKVRTLKQHPRKNK--------TAINIEYMKASIR


