Table S2. Mapped transcription start sites (TSS)

Score BRE/TATA box Dist Protein

Gene" (bit)® sequence TSS® Coord® Dir* (nt)) PE® RACE" detected Div’
MJ0007 10.71 AAGATAAGATTTTTATG ACTCTTTTAaTgAATT 8805 + 82 + + + +
MJ0035 10.77 ATGGTAATCTTTTTATT AAAAATATATCcGCTT 37321 52 ND + + +
MJ0068 12.25 AACAATAACTTTAAATA CTAAGGTAATTaATAA 65915 — 54 ND + + +
MJ0084 12.06 TTAGAAAAAGATTTATA TAGGTTTTAAttAAAT 78718 28 ND + +

MJ0094 7.92 CTGGTAAAAAATAAAAA AGATAGTTTTTaAGAA 89505 — 24 ND + + -
MJO113 14.65 ATAATAACGTTTATATA AACTTAATCTTaATCT 111553 — 383 ND + + +
MJO136A 13.92 GCAGTAAGCATTTTATA AATATTAAAATaCTAC 131332 + 135 + + + +
MJ0136B 6.93 TAAAGAATATTAAAATA TATAGTTTTTTgCAAA 131355 + 112 + + + +
MJO161A 16.30 TCCCAAAAATTTATATA TAAATCCTATTaCCCA 165485 326 ND + + +
MJO161B 10.26 ATCATAATTATTATATG ATATCTATTTTaTTAT 165200 — 41 ND + + +
MJ0168 19.63 ACCGAAAAGTTTAAATA CAGTATTTATTgGAAA 171034 — 24 ND + + +
MJO176 18.83 ACCAAAAATTTTATATA TATTTGTTTATaCACT 178134 + 286 ND + + +
MJ0199 14.52 TCCGATAATTATATATA CTTAATCAATTaTTAA 192346 + 36 ND + + —
MJ0201 11.88 AAGATAAGTTATAAATA TCTTAAACAATaCGGC 193495 — 12 — + - +
MJ0202 8.94 TAAGAATTCTTTAAATA TAATCATATTTaTCgC 193488 -+ 88  _ + + n
MJ0205  13.72 AGCAAAAGATATTAATA AAAATTAAAAGAAGGG 198495 — 45 ND + +

MJ0217 6.25 AGCTGAAAGTATAAAAG AAAATATAAATaAAGGT 209106 — 159 ND + + —
MJ0223 17.07 ATAAAAAATTTTATATA AAAATATTACCaATAA 214490 — 19 ND + + —
MJ0224A 8.82 TGCAAAAGATAAATATA TTCCCATAATTaTAAA 215116 — 47 ND + - +
MJ0224B 10.36 AAAGATAAATATATATT TAATTATAAAAaCCTA 215110 — 41 ND + - +
MJ0237 8.99 CCCATTGGGTTTTTATA TAAATAAGTTTaATTTG 227871 + 149 ND + + +
MJ0252 8.84 ACATCAACTTTTTTATA AAACTATAACGCAAAA 238826 + 20 ND + + +
MJ0269 16.17 CTCCAAAACTTTATATA AATTGTTAATGaTTGA 255926 — 28 ND + + —
MJ0299 15.97 AAAGTTAAATTTATATA TAAATATAAATaTTAA 282956 41 ND + + +
MJ0307 2041 TTGGAAAACTATTTATA AAATTTTTATTaTAAA 288310 — 30 ND + + —
MJ0313 16.26 ATGCAAAAATTTTTATA TAATTAACATTaCTCC 293490 — 55 ND + + +
MJ0318 16.18 ATGATAAGATATTAATA AAACTATAATTGTTAA 297462 — 25 + + + +
MJ0319 11.73 AACAATAATTTTAAATA AATATAACAATEAAAA 297586 + 23 + + + +
MJ0369 9.05 CCAAATAATTATATATG AGTATTCCCTTaCATG 336195 — 158 + + + +
MJO370A 15.81 ACCAATAGATTTTTATA AATTGAATAATaATAA 336157 + 154 + + + +
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*Suffix A, B, C, or D was used when more than one promoter was identified for a gene; *, TSS previously determined (1).



°Promoter score calculated as the sum of the scores of all the promoter elements (BRE, TATA box, PPE, and Inr) and a spacer penalty score applied for
suboptimal spacing between the TATA box and the TSS.

‘Lower case bold, major start site; lower case but not bold, alternative start site; NA, not available.

dCoordinate of the major TSS in the chromosome of M. jannaschii (NCBI accession no. NC_000909.1).

‘Direction of transcription: +, transcription toward a larger genomic coordinate; —, transcription toward a smaller genomic coordinate.

"Distance from the major TSS to the start of the nearest downstream gene (translation start locations from David E. Graham, University of Texas).

£Primer extension: +, TSS mapped; —, experiment done but TSS not observed; ND, experiment not done.

f‘Rapid amplification of 5' cDNA ends: +, TSS mapped; —, experiment done but TSS not observed; ND, experiment not done.

“+, protein product detected by proteomics (2); —, protein product not detected.

I+, divergent gene; —, not divergent gene.
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