A. Amino acid comparison of MocR TFs in WH6

Amino Acid Percent Identity

WH6 locus 1 2 3 4 5 6 7 8 9 10 11 12 13
GVgR 1 63.92 35.80 36.81 21.83 20.75 24.51 21.34 20.15 17.51 19.31 18.43 16.18
R827900 2 175 39.29 39.50 22.27 21.78 25.60 23.82 21.90 17.01 17.50 18.22 16.12
RS12370 3 312 289 39.92 23.65 22.55 21.04 19.66 19.61 16.60 19.81 19.96 15.29
RS21500 4 309 291 289 22.42 23.32 20.75 19.77 20.81 17.70 20.31 18.15 15.77
RS08645| 5 394 391 381 391 32,51 20.19] 19.52| 16.38| 16.76] 17.97| 19.61| 15.66
RS12515 6 401 395 388 388 328 18.52 18.44 17.56 18.80 19.06 19.13 15.61
RS15445| 7 388 375 394 401| 411] 418 35.70| 29.07| 17.46| 17.59| 15.99| 14.66
RS28335/ @ 424 403|421 426| 433] 438] 335 34.98) 16.76| 18.68] 15.78| 15.17
RS19630 9 420 403 410 411 439 432 366 342 17.01 14.53 13.99 14.26
R821270 10 438 439 437 437 432 419 435 452 444 35.61 19.96 19.57
RS21540[ 11 422  429| 413| 416| 420 412| 431 444| 459 311 20.93| 18.77
RS13985| 12 425 422 409| 424| 410| 410 436 459| 461 405 389 13.18
RS15350 13 435 432 432 438 431 438 454 464 457 415 411 448
Amino Acid Differences
- -
B. Protein alignment of GvgR and RS27900
20 40 60 80
| |
Gng MTLY NLAE RIEQG Y PG RLPSVR LS EHGVSL TVQQAYR L E GLA P P KSGYFVP R LP GR P RPV 18Q
RS27900 MTLY NLAE RIEQG Y PG RLPSVR LS EHGVSL TVQQAYR L E GLA P P KSGYFVP R LP GR P RPV [1SQ
100 120 140 160 180
| | | | |
Gng WD V EL R QLG GMPD PT LKPLL AR SRR D L Y 1 G LREQIARLS D SG L D IT GC EA
RS27900 WD V EL R QLG GMPD PT LKPLL AR SRR D L Y I G LREQIARLS DSG L D IT GC EA
200 220 240 260
| | | |
Gng LS I AlIC PGDIVAV SP S HG MQ LK KALEIP DP TGI| LE ALE ALEQWP IKVIQLT NC NNP GYIMP RK L A
RS27900 LS I AIC PGDIVAV SP S HG MQ LK KALEIP DP TGl LE ALE ALEQWP IKVIQLT NC NNP GYIMP RK L A
280 300 320 340 360
| | | |
Gng QRFDV I IED YG L Y PRPR KSFD ED RV LCSS T APG GW APGRYL V LHMKY | G T TQPQ A AEF G
RS27900 QRFDV II1ED\D/YG L =Y PRPR KSFD ED RV LCSS APG GW APGRYL = VLHMKYI G T TQPQ A AEF G
380 400 420 440
| | | |
Gng HLRRMR QY RN DLM WV RYFPAG TR S PQG F LW ELP F DT LNR L Q VQVA G IFSA GKYRN C R N P
RS27900 HLRRMR QY RN DLM WV RYFPAG TR S PQG F LW ELP F DT LNR L Q VQVA G IFSA GKYRN C R N P
460 480
| |
Gng T E AV K VG D 485
RS27900 T~ E AV K VG D 475

C. Mapping of reads from WT and AgvgR strains to the RS27900

regulon
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Supplemental Figure 1. Comparison of GvgR and the MocR RS27900. (A) Amino acid comparison between

MocR's in WH6. (B) Protein alignment of the two most similar MocR's GvgR and RS27900. Black residues are

identical. Amino acids circled in red are conserved PLP-binding residues. (C) Mapping of sequencing reads

from wild type WH6 and AgvgR strains to the RS27900 regulon. Arrowheads on the genes point to direction of

transcription. Green = reads map to sense strand and red = reads map to anti-sense strand. From CLC

Genomics Workbench.



