Supplemental Table S4

List of gPCR primer sequences that were used for quality checks and RT-PCR together with
their Primer Identifier (PIld), TIGR Locus identifier (Locus ID), OligolD from the gene chip

(see Degenkolbe et al. 2009), and direction (FW = forward, RV = reverse).

PrimerID  Locus ID OligolD Direction Sequence
0s03g50890 FW CTCCCCCATGCTATCCTTCG
RV TGAATGAGTAACCACGCTCCG
0s03g50890 FW TGGAGGATCCATCTTGGCAT
RV TCGTACTCAGCCTTGGCAATC
0s03g50890 FW TACCCCATCGAGCATGGTATC
RV TTCTCACGATTGGCCTTGG
0s08g19610 FW CCACCATCACAGATCGGATCTT
RV GCGGTCAGAGCGAAAGTAGCTA
P1 0s01g04860 TR000232 FW CTCAATCCGATTGGAACAGGC
RV AGCCAATGCGCTTGCCATA
P2 0s01g06310 TR000321 FW GCGGAAAGTGGAAGTGAAGC
RV CGTACGCCACATGGTTGATACT
P3 0Os01g06740 TR000345 FW GATCCTGCTGTTCGTCGAGAAG
RV GCTGTTCGATCAAGCAAGCTG
P5 0s01g60260 TR002928 FW TCAACCTATGCCTGTGCAACA
RV CCGAAACGCAAAACCAGAAG
P6 0s01g63060 TR003102 FW ACGTGTGCAGATGAACGGAA
RV ACTAGACAAGCCGCCTGATGA
P8 0s01g64660 TR003185 FW CAAGATTCACGAGAGATCCCCA
RV ATTCGCACGCCTTGATGGT
P9 0s01g72370 TR003619 FW CACCAACTGCAAACCAGGAGT
RV CCGCCACATTGCTCAACAA
P10 0s02g41470 TR005088 FW TAAGCGTGCTGCAATGACCA
RV AAGCAGGTGGCATTCCGTACT

P11 0s03g03510 TRO06178  FW TGCTGCATTCGATTGTTCAGAG
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GGTTGAATCCCTGTGACCTTGA

ATCACATCTCACCTGCCGGAA

TCGCCGACTGCCATATGAGTT
TGGTAGTCTCGCGTTCATTTCA

CGTCGTAAACTTGATTCCGCTT
TGTGGAAGCAGCACTGGTTCT
CGACTAAATTAAACGGTGGCG
GAGGTGATTCGATTGGTGGTG
TTTCGCCAATTCAGCCTCA
CCAAAATCTTGACCAGGTGGA
ATGGTGAGCACGAAGATGACC
TCGCTGACCACCTAGGAACCAT
ACAGCACCATCTTAACCCCGAG
TGCAACCAGGAGATACGCTCA
TGGATTGCGAATCATGTCACC
TTTTGGAAGATTGTGGACGGC
GAAGACTGCATTTTTCCCGTGA
GCCGGTGATTTAGCAACAAAAG
GAATGCAGCCAAGTCATCCTG
AGTCGGATTCAACGCAGCA
AAAGAACGACAGCACCGTCAC
TCAAGATCTGTGCACGCAGTG
CAAGAGGCAGTTGGTGGAAAA
TGTCTTTGCTCATGCTGTGCAT
ATCTCATTCCGCTCTTCTCGC
GTGCAGTATGTGTTTGTGGCG
GCATGCGTGGTAATTTGCC
GCTTTCTGTGGCATTGCGT
CCAATGTCCAATAGGCTTCCA
TGCCCAACACAGCCAAAAG
TTCCCCATTGGCTGAGGAT
GTTGTTCGCTGAGGTTGCAGA

AAGCCATAGGTGCATTGTCTCC
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AATGAGGCTCAATGCTGACGAC

CCCCAAAACATGGAAACCTGA

TGTCAACTACGGATCCATGGC

TTCGAGCTGATCTTTCCCTCC

CCCCACAAATCCCTCGTAGAA

CCGTGCAAAAAGGACACGAT

GTTGCAGTGATCGAATTGTCCA

CCTTATTACCCGGCATCATCAA

ATGCGTCCTCTCCGATTGGTT

TAGGAGCCGCAGCTGACAAAT

GCAAAGCCTAGGAGCACTGAAA

ACAGTGCCACGGAGTAGTTGGT

TGCATCATTACAGTACCGCTCG

TCTCGATACCGACACCAAGGTC

TCGGCAACAAGGTGACCAA

AAAATGCAGAGAGCTCGCGTC

CGCCGTGAATGATTTCCCT

CCACCACTTCATACAGCATCGA

CTTCAATCTGGCTGAGGTGCA

TGCAGCACAGATCTTTCGCA

CTACAGCTTGTACAACTCCAC

GTGTTAACCTAACTCGACATCC

TCTGAGACGGTCTGACGGATTC

AGATATAGGCAAGCGGCAGGA

CATAATTAAGGACGCTGCCA

AAATACTTATAGCCGCGCAC

TCGCAGGCGCAAGTTATCA

TGATATTCGAGGACACCCAAGC

ACATTCGCCAACGTGCTCAT

GCTCACGACGAGACACGAACTT

GCGACAGATGATGATCGATGA

CGTACTAGCCCACACAATCAGG

CAGTTGCTCTTTCCTGTGGTCA
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CACTTTGATTTGCGCTCGG
TCGTCTGCTCCAAGGTGAATT
CCAAGAAAGCGTGAACATGATC
GCCCAACAAAACACATGCCTAC
GGACTCACGAAGCTTGTTCAGC
GGCATCTCCTGCTCAGTCGATA
GCAGCAGTGACAGACCAGGAAT
ATGCCAGTGATGACATCGTCG

CCCACCATTCACCATCTCATTG



