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'S SPSMLGKVLRAKKVLNDKAQPAPNCVNFSSYEQLVWGDIPELI

SSGHRGSALRRQRPRSSAPRLRRFRAAMEVALQACDAADWV S SPSMLGKVLRAKKVLNDKAQPAPNCVNFSSYEQLVWGDIPELI
——————————————————————————— MEVALQAGDAADWV SPSMFGEVLRAKKVLNGKAQPAPNCVNFSSYEQLVWGDIPELI

ESVKQGSVAQAYAVHVMSQHLGHDHVDGGVRVSVSKDFLE IVGKNVLSARPAWRVNASAIDTNADSALLI SDHSLFSGKPRGSSCIAVEIKAKCGFLPSS
ESVKQGSVAQAYAVHVMSQHLGHDHVDGGVRVSVSKDFLE IVGKNVLSARPAWRVNASAIDTKADSALLISDHSLFSGKPRGSSCIAVEIKAKCGFLPSS
ESVEQGSVAQAYAVHVMSQHLGHDHVDGGVRVSVSKDFLE IVGKNVLSARPAWRVNASAIDTNADSALLISDHSLFSGKPRGSSCIAVEIKAKCGFLPSS

EYISKENAIRKQY FHQGQISKTSEYDPLDLFSGSKERIRTAIKSFFSTPONNFRIFVNG FGGMGGGADKVLANETERCLEDLRKVSG

EYISKENVIKKQV FHOGQISKTSEYDPLDLFSGSKERIRTAIKSFFSTPONNFRIFVNG FGGMGGGADKVLANETEKCLEDLRKVSG
EYISKENAIRKQY FHOGQISKT SEYDPLDLFSGSKERICTAIKSFFSTPONNFRI FVNGSLGFGGMGGGADKILANETEKCLEDLRKVSG

LQLSDFIELLSEAISKSGVLDKLLAT OKiNRINIIBERanN R ¥ 1 1 SQPCLVCKN I TDAE LLHKY SVLESLPLDKSCKIVRDFLI SATAKDCSLMMCFRER
LOLSDEIELLSEAISKSGVLDKLLATQ YDI1SQPCLVCKNITDAELLEKYSVLHSLPLDKSCKIVRDFLISATAKDCSLMMCERER
LQLSDFIELLSEAISKSGALDKLLATQ ¥NIISQPCLVCKNITDAELLHKYSVLHSLPLDKSCKIVRDELISATAKDCSLMMC -~~~

Inositol Phosphate binding site

GPLVDGAGLFYKPLOALDR-EQELAFYTAFSAHPDVPPRIRDAFFPRFHGTRLLPTAASPGESHPHLILIN
GPLVDGAGLFYKPLOALDRGEQELAFYTAFSAHPDVPPRIRDT FFPRFHGTRLLPTAASPGESHPHLVL!
GPLVDGAGLFYKPLOALDRGEQELAFYTAFSAHPDVPPRIRDAFFPRFHGTRLLPTAASPGESHPHLIL OISR

ERCLAKDRGST SVLLGFRVSGVMVSDPSGAVWRPDRSELKGT DI PGVRRMLRRYVSSVGG-~---EDCALAAAVYGGEGGVLAQLRELKAWFEVQTLFHFY
TRCLAKDRGST SVLLGFRVSGVMVSDASGAVWRPDRSELKGT DI PGVRRMLRRYVSSAGGDGGGEDCALAAAVYGGEGGVLAQLRELKAWFEVQTLFHFY
AKCLAKDRGST SVLLGFRVSGVMVSDPSGAVWRPDRSELKGT DI PGVRRMLRRYVSSAGGDGGGE DCALAAAVYGGEGGVLAQLRELKAWFEVQTLFHFY

ATP binding site

SASVLLSYDANAVTAPGGAP!
SASVLLSYDANAVIAPGGAP!
SASILLSYDANAVIAPGGAP!

/ESEGVIDHNFLGGLCSLIKFIDDIVSSDKAPPVQS
/ESEGVIDHNFLGGL FIDDIVSSEKAPPVQV
VESEGVIDHNFLGGLCSLIKFIDDIVSSDKAPPAQS

Inositol Phosphate binding site

MERRNHGAHGGGKIRIGVCVMEKKVSCSPMEQILERLHAF
GAHGGGKIRIGVCVMERKVSCSPMEQILERLHAFG
‘(DRR!"{GAPG\:CKIRIC'/C'P‘EFGC /SCSPMEQILERLHAFG

PPIPSK1-specific motif

4TI PAHLPWRISEPAQPSDAVRNRELGTVGI PTQSEELRCVIAVIRHGDRT PKOKVKLKITQEKLLKIMLKY
IPAHLPWRISEPAQPSDAVRNRERGTVGI PTQSEELRCVIAVIRHGDRT PKOKVKLKVTQEKLLKLMLKY
IPAHLPWRISEPAQPSDAVRNREQGTVGI PTQSEELRCVIAVIRHGDRT PKOKVKLKITQEKLLKLMLKY

——Inositol Phosphate indingsite AIP binding site

/ATKEQLLLNRXA(
—--VATKEQLLLNRA( V

Supplementary Figure 1. Amino acid sequence alignment of TalPK proteins. (A) Protein alignment of selected
regions of TalPK1s showing three conserved motifs. (B) Protein alignment of selected regions of TalPKs showing
inositol phosphate binding sites and ATP binding sites in the conserved domain. (C) Protein alignment of selected
regions of TaPPIP5K1s showing PPIP5K1-specific ARK motif (highlighted in red color), inositol phosphate binding
sites and ATP binding sites in the conserved domain. (D)Protein alignment of selected regions of TalTPKs showing
conserved inositol phosphate binding sites and ATP binding sites. Highly conserved amino acids are represented in

black color.




