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Table S1: Primers used for the quantitative RT-PCR of the PhPT genes and the PhACTIN

control.

Gene Accession# Primer sequence (5°— 3°)

PhACTIN CV299322 AGCCAACAGAGAGAAGATGACCCA
ACACCATCACCAGAGTCCAACACA

PhPT1 EF564180 AAGCAATTCCTCCGTCGTCATGGA
TAGCCTGGAACAGTACTGCAGAGA

PhPT2 EUS532761 GCTAAAGATGCGAAACGAGCAGCA
TCCATGACGACGAACAAACTCCCA

PhPT3 EU532762 AGCTAGGCTAAGATCAACGTGCCA
TGGGATCTGTGGATTGAGCAGCAT

PhPT4 EU532763 ATGTGTTAGCTTCCGCATTGACGC
TTATGCCTCCAACTCTACGCCCAA

PhPT5 EU532764 TTCTGTCCTAGCCCAAATGGCTCT

ACCCATTCCAGCAATGACAACTGC
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GTCSTWFLLDIAFYSQNLFQKDVFTAIGWIPPAKTMNAVQEVYKIARAQTLIALCSTVPG
GTTSTWFLLDIAFYSQNLFQKD IFSK1GWIPPPETMNALDEVFRIARAQTLIALCSTVPG
GTMSTWFLLD IAFYSQNLTQKD IFPVMGLTSKANT I SALREMFETSRAMFVIALFGTFPG
GTMSTWFLLD IAFYSQNLTQKD IFPTMGLVSDAKS I SALREMFETSRAMFVIALLGTFPG
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YWFTVAF IDKIGRFAIQLMGFFFMTVFMFALATPYHHWTLKDHR IGFVVMYSFTFFFANF

YWFTVAF IDKIGRFAIQLMGFFFMTVFMFALATIPYTHWTHKDNR IGFV IMYSLTFFFANF
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PhPT2 YWFTVAFIDI 1GRFAIQLMGFFFMTVFMFATAIPYHHWTLQENRIGFVIMYSLTFFFANF 181

PhPT3 YWETVAF I DKMGRFA 1QLMGSFFMTVEMFALAIPYDHWTKKENRIGFV IMYSLTEFFANF 418
PhPT4 YWETVEF 1EK 1GRFK 1QLVGFFMMSVEMAT 1GVKYDYLRNKEHKWTFAALYGLTFFFANF 417
PhPT5 YWETVEF 1EK 1GRFK 1QLMGFFMMS I FMAT 1GVRYDYLKTKDHKWTFAALYGLTFFFANS 417
X1
LePT1 GPNATTEVVPAE I FPARLRSTCHG I SAAAGKAGAMVGAFGFLYAAQPTDPTKTDAGYPPG 479
PhPT1 GPNATTEVVPAE I FPARLRSTCHG I SAAAGKAGAMVGAFGFLYAAQSTDPKKTDAGYPAG 476
AtPht4 GPNATTEVVPAE I FPARFRSTCHG I SAASGKLGAMVGAFGFLYLAQNPDKDKTDAGYPPG 377
PhPT2 GPNAT TV — — m m m o 189
PhPT3 GPNATTFVVPAE I FPARLRSTCHG I SAAAGKAGA I VGAFGFLYAAQSTDPKKVDAGYPTG 478
PhPT4 GPNSTTFVLPAELFPTRVRSTCHALSAALGKAGAMISAFG 1QQYTQDQDVRK-——————- 469
PhPT5 GPNSTTFVLPAELFPTRVRSTCHALSAASGKAGAMVSAFGVQQYTQDGEVHK -~ —————- 469
***:****
XII __
LePT1 1GVRNSL 1VLGCVNFLGMLFTFLVPESNGKSLEDL SRENEGEEETV-AE IRATSGRTVPV 538
PhPT1 1GVRNSL I VLGCVNFLGMLFTLLVPESKGKSLEEMSRENEGEDENG-TEMRAS-GRTVP- 533
AtPht4 1GVRNSL IVLGVVNFLG I LFTFLVPESKGKSLEEMSGENEDNENSN-NDSRTVP IV-——- 432
PAPT2 oo
PhPT3 IGVKNALIVLGCVNFLGMLSTLLVPESKG%SLEQMSKENEGEEENYGTETKGENAQTVPV 538
PhPT4 —— IKTAMLLLAFTNMVGFCCTFLVTETKGRSLEEI SGEDGRQNETQMKTTRPVSG-HPDD 526
PhPT5 —- IKKAMLFLAFTNMVGFCCTFLVTETKGRSLEEI SGEDENQNETKMKG-RPVSGGHQDD 526
LePT1 ——-
PhPT1 -
AtPht4 -
PhPT2 ——-
PhPT3 ——-
PhPT4 GWE 529
PhPT5 GWD 529

Figure S1. Alignment of the predicted amino acid sequence of LePT1 (AF022873), PhPT1
(EF564180), AtPht4 (AK226783), PhPT2 (EU532761), PhPT3 (EU532672), PhPT4
(EU532673), and PhPTS5 (EU532674). The over lined sequence represents candidate membrane-
spanning domains identified by TopPred II (Claros and von Heijne, 1994). The dotted line-box
is the Pht1 signature (Karandashov and Bucher, 2005). The solid line-box is the consensus site
for phosphorylation by protein kinase C and the open line-box is the consensus site for
phosphorylation by casein kinase I (Liu et al., 1998). Alignment was generated using Clustal W
2.0 multiple sequence alignment software (Larkin et al., 2007). Identical amino acids are
indicated with an asterisk. Double dot indicates conserved substitutions have been observed and

single dot indicates semi-conserved substitutions have been observed.



