Table S5

Primers used in gPCR analysis.

IDO Gene Product Name Primers (5 - 3") Amplicon Efficiency Concentration
(bp) (%) (nM)
TERG_02214 zinc carboxypeptidase FW:  ACGAAGGCGTCGTCACTACT 121 101.89 800
REV: AAAGCAACAAAGGCAAGAGC
TERG_07861 subtilase FW:  AACTATGACCGCTGGGATTG 138 101.72 700
REV: CTTCTCCTGGAGGACGTTGA
TERG_06053 catalase (peroxisomal catalase) FW: CTGAATCGCAACGTGAAAGA 118 95.42 700
REV: CAAACATACGCGCTTGAAGA
TERG_08557 serine carboxypeptidase FW:  TGGACGGAGGCAAGTTTTAC 114 100.03 700
REV: TGCAGGTGCTGGTGTCTAAG
TERG_02979 Delta(24(24(1)))-sterol reductase (Erg4) FW:  CCTTCCCTTGGTTTTACTTCG 126 102.07 600
REV: TGTAGGGAACAGCCTTCTCG
TERG_03102 sterol 24-C-methyltransferase (Erg6) FW:  GGCTGACAAAGGGGACATAA 98 101.35 800
REV: TGGTCACTCGAAGAGCACTG
TERG_01252 catalase (catalase A) FW:  CCACTGGTGATGCAGTCAAT 107 100.45 800
REV: CACACCATAGCTCTCCACGA
TERG_01281 malate synthase FW: CGCTGAGGGAAAGAGAGTTG 107 102.92 600
REV: CAGCGAGCTGGTACTTGTTG
TERG_00825 isocitrate lyase FW:  TATCCATCGTCTGGGAGAGC 107 108.63 700
REV: GCTTAGCGTATGCCTTGGAA
TERG_01076 aconitase FW:  GGAATGCTTCCCCTTACCTT 121 91.35 800
REV: GGTGGACACGGAGAGTCATT
TERG_01871 acetyl-CoA acetyltransferase FW:  CAGCAAGTTCACCACTGCTC 92 100.55 600
REV: TGATCTCAAAGGCGTCAATG
TERG_03762 malate dehydrogenase FW:  GTTGACAGCCCCCTCTACAA 116 96.77 700
REV: TGCTCGTACTCGGAGACCTT
TERG_04125 citrate synthase FW:  GCTACGTGTCTCAGCGTGAA 107 106.77 600

REV: GTGTTCGGTCAAGACACCAG
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(*) TERG: gene accession humber at the T. rubrum genome database at the Broad Institute.



