Supplemental Figure S3. Amino acid sequence alignment of AtGPRAT2, AtGPRAT3
and GPRATSs from B. subtilis and E. coli. Sequences were aligned using CLUSTALW.
The GPRAT residues conserved in all four sequences are shaded black and those
conserved in AtGPRAT2 and one or two of the other sequences are shaded gray. The
green bar denotes the chloroplast transit peptide of AtGPRAT2 predicted by ChloroP
(Emanuelsson et al., 1999, Protein Sci. 8: 978-994). For heterologous expression in E.
coli, AtGPRAT2 was truncated by 75 residues and Asn76 converted into the starting
methionine residue marked with |. The N-terminal cys residue revealed after
autoprocessing is marked with +. Mutations in AtGPRAT2 that confer resistance to
DAS734 are shown above the sequence and the resistance levels in seedling assays for
the lines carrying the mutation are in parentheses.
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AtGPRAT2 (1) MAATSSISSSLSLNAKPNKLSNNNNNNKPHRFLRNPELNPSSSSFSPLPASISSSSSSPSFPLRVSNPLTLLAADNDDYDEKPREE®E DSEASR
AtGPRAT3 (1) ----MAFSVEEISSILPNSLSANPRN-VSQNT I SPSEFKP---SLKPYASKTL ISLSCRRSLSPVFSAG--TYVTNVDEDDKLHEE®E HEDPEASR
VH

BSUbGPRAT (1) MLAE IKGLNEE®E HEEAPQ

EcoliGPRAT (1) Vicall VMPVNQ

AtGPRAT2 (101) L HAMSERE E GV TV SKDKVLQT I TCVERVSEYESESKLDQLPED I TR SPACS SMLKNVEEF VAG - YRFGS VGV LVYTKERA

AtGPRAT3  (91) L [HAROTReTe = GINE v AANQN-GLES I TGVGRVSDYE TESKLNNLPED | ATV SIS CASMLKNVOJZF 1 AS-CKLGSLAV/A FVilykQllkT

BsubGPRAT  (26) 1 TNYCEHSKREWECITIVATDGE KL TAHKGQEN 1 TEMEONGEL SKVKIEKGAITERNGMAIIG- - - YENVElal L FRSQNNGSLALR ATQlKQ

EcoliGPRAT  (16) SIYDAITVESEREeDANE] 1 T 1DANNCFRLRKANEGIVSDYEEARHMQRL QENMGH IO IPIAGSSSASEARZF Y VN--SPYG I TLIA LTAHEERK
(125x)KS(6x)

AtGPRAT2 (200) DEEENGS-IFNGSEPTEVVLHLIA-——--———- 1 SKARPFFMR 1 VDACEKL QEIA4SMVFVTEDK - LVAVRBEHEFRERVMERRSN - - - -GAVVFSETCA
AtGPRAT3 (189) KMEEMGS-IFIYSSYTIELVLHLIA--—————-~ KSKAKTELLRV I DACEKLR{EZN{SMVFVFEDK-L 1AVRME REBVMERRSN - - - -GAVVHASISTCR
BsubGPRAT (121) QEENQGS-I1FQUSSY LAHLIK--——————-| RSGHFTLKDQIKNSLSMLKIEIANAFL IMTETE-M 1 VALDBIENE| [NES I[eMMG-———-| DAYVVESIE C”
EcoliGPRAT (114) KEFEEKRRHINQTERS[EILLNIFASELDNFRHYPLEADN IFAAIAATNRL IRELENACVAMI I GHGMVAFRBIZN(E I [RIxE KRDIDENRTEYM ASESV&
(5x)S
AtGPRAT2 (285) LELIEATYEREYYREEVLVVDK-DGVKCQCLMPHPEPKQE I FEHINESLENSIVFGRSYYESEHVFEE IMATESP--—-- VDCIY 1 AV[gDSGVVARLGY
AtGPRAT3 (274) LELIDATYERENCEHES 1VVVDRNHGDSSMFM I SHPEQKQ®VFEHGIFSQIENEII VFGRSYYE TIZRMY(EE I[BATVAP ————— VDCIRY I AVIZDSGTVARLGY
BsubGPRAT (205) FRVVGATYLZEYERESML I IND-EGMKSERFSMN INRS 1@SMEY INFSRPDEN 1DG I N\JHSARKNLEKMEBAQESA-- - - - VEARYTGV[ZDSS I SAR I GY
Ecol iGPRAT (214) LBTLGFDFLGDWAIKEEATY ITEEGQLFTRQCADNPVSNPELHSY RﬁDSFIDKISuYS‘RVNMGT IGEK IAREWEDLD I[QYIP IFETSCDIQLEI

(60x)S
AtGPRAT2 (379) BAKABVAFQQEL IRSHYVCRIEIERSEK IEDFCYKLRISPVECYL ECRRYVVIEEEINEERE SKOVRL LR ERTAKEYHVR IASEP | IASCYNEVETPSS
AtGPRAT3 (369) HAKARVPFO IBLLRSHYAKITIE ST SE 1D ANKVIRISPVEAVLECRRY S R KIVRVLEDNEAKENHIR | ALBPMIASCYMEVETPRS
REATR 1 PYELRLIKNRYVORTRIORSs AL QG RMRIS AV GV EC RNV LR RR IV TML L ER TENHVK I SSEP I AHPCRR IBTSTH
Ecol iGPRAT (314) ﬁRu KPYRQEFVKNRYVC R IMECHQLERK SYRRIANANGAE FRONYL LYY Natenise ol 1 EMAREIEAKKY Y LASAAZE I RFPNVIZE I BMPSA

BsubGPRAT (299)
AtGPRAT2 (479) NEMJSNRMSYDE[JRDY[CCE LSFETKKHL G- ---EDSRSECYACETEDYPVKPTEDKVKRGGDF 1 DDGLVGG I HN 1 EGGWVR-—————
ALGPRAT3 (469) QERISSKM okHEINCE LPLDSIKGVYGP---VESHRYCYACETIEKPVTKTESEEADAS
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BsubGPRAT (399) SSHSYEEHRQEHGAN T(ESIZL SVEGELKG I GRKYDDSNCGQCLA( KMPTE 1 YQDTVLPHVKEAVLTK= === === m e e e e

EcoliGPRAT (414) AHGREMDELIRQ 1LIGARGEI[FODLND[EI DAVRAEN-PD 1QQFECS' VTKDVDQGYLDFLDTLRNDDAKAVQRQNEVENLEMHNEG



