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Figure S1.  Purification of FtRNAPσ70-(MglA-SspA) complex and analyses of distinct α 
subunit contacts, related to Figure 1 
A SDS silver stain gel showing FtRNAPı70-(MglA-SspA) complex purifications. Lane 1 is the 
molecular weight standard. Lane 2 is purification of complex in which ȕ´-TAP was used to 
pulldown the FtRNAPı70-(MglA-SspA) complex. Lane 3 shows a similar purification in which an 
MglA-CBP tagged protein was used to pulldown the FtRNAPı70-(MglA-SspA) complex. B 
Ribbon diagram showing specific Į1-Į2 contacts with ȕ and ȕ´. C Close up showing contacts that 
are specific for Į1 interactions with ȕ and Į2 interactions with ȕ´. Į1, Į2, ȕ and ȕ´ are colored as 
in Figure 1A. 
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Figure S2. Cryo-EM data processing workflow of the FtRNAPσ70-(MglA-SspA)-DNA 
dataset, related to Figure 1 
A A representative micrograph from a FtRNAPı70-(MglA-SspA)-DNA complex grid. B A subset 
of the 2D classes showing clear structural features. C Flow chart of the data processing strategy. 
D Angular distribution plot of the final particle set. E Final map colored by local resolution. F 
Masked and unmasked half-map FSC curves were used to determine global resolution of 3.46 Å. 
G Directional 3D FSC plot calculated using 3DFSC. 
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Figure S3. Cryo-EM data processing workflow of the FtRNAPσ70-DNA dataset, related to 
Figure 1 
A A representative micrograph from the FtRNAPı70-DNA dataset. B A subset of the 2D classes 
showing clear structural features. C Flow chart of the data processing strategy. D Angular 
distribution map of the final particle set used in the reconstruction. Each orientation is represented 
by a colored cylinder, ranging from blue to red, with a height proportional to the number of 
particles in that orientation. E Final map colored by local resolution. F Masked and unmasked 
half-map and model FSC curves used to determine global resolution. G Directional 3D FSC plot 
calculated using 3DFSC. 
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Figure S4. Cryo-EM data processing workflow of the EcRNAPσ70-(SspA)2-DNA dataset, 
related to Figure 2  
A A representative micrograph of the EcRNAPı70-(SspA)2-DNA complex. B A subset of the 2D 
classes showing clear structural features. C Flow chart of the data processing strategy. D Angular 
distribution map of the final particle set used in the reconstruction. E Final map colored by local 
resolution. F Masked and unmasked half-map FSC curves were used to determine the global 
resolution of 3.20 Å. G Directional 3D FSC plot calculated using 3DFSC. 
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Figure S5. Additional interactions between EcSspA and the EcRNAP β’ and Ȧ subunits, 
related to Figure 2 
Final EcRNAPı70-(SspA)2-DNA map (left) and model (right) colored by subunit. The N-terminal 
helix of ȕ´ contacts both SspA monomers and the C-terminal helix of Ȧ contacts one SspA 
monomer. 
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Figure S6. Cryo-EM data processing workflow of the FtRNAPσ70-(MglA-SspA)-ppGpp-
PigR-DNA dataset, related to Figure 4  
A A representative micrograph of the FtRNAPı70-(MglA-SspA)-ppGpp-PigR-DNA complex. B  
A subset of the 2D classes showing clear structural features. C Flow chart of the data processing 
strategy. D Angular distribution maps of the final particle set used in the reconstruction. E Final 
map colored by local resolution. F Map-model overlay for the ȕ’ core subunit included to show 
map quality. G Masked and unmasked half-map FSC curves were used to determine the global 
resolution. H Directional 3D FSC plot calculated using 3DFSC. 
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Figure S7. PigR-independent and PigR-dependent MglA-SspA regulated promoters, related 
to Figure 7 
A Promoters identified from RNA-Seq experiments that are activated by >2.2 fold MglA-SspA in 
a PigR-independent manner (ǻpigR). The predicted -35 and -10 promoter elements are labeled and 
underlined. Also labeled and highlighted in yellow are the predicted transcription start site (TSS) 
of each promoter. Base pairs shown to be involved in direct contacts with residues of the ı4 (-35 
element) or ı2 (-10) element (Campbell et al., 2002) are highlighted in yellow. “Consensus” refers 
to the optimal element motifs from well-studied ı70 proteins, E. coli and Taq. B Promoters that 
MglA-SspA activate in a PigR-dependent manner. The -35, -10 and TSS are labeled and 
highlighted as in A. Also bolded and underlined are the predicted PRE sites. C MEME identified 
from PigR-dependent promoters sequences. The MEME pattern shows that in addition to the PRE, 
the bps that surround the PRE are also highly conserved, AT-rich regions. Transcription start sites 
were either previously identified (Ramsey et al., 2015) or estimated from published RNA-Seq data 
(Ramsey and Dove, 2016). For MEME analyses, DNA sequences corresponding to the 
transcription start site and 66 - 71 bp upstream were submitted to MEME (version 5.1.1) for twelve 
promoters tightly controlled by PigR (with transcripts reduced 26 - 4.4-fold in abundance in the 
absence of PigR).  
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Table S2: New MglA regulon revealed by RNA-seq studies, related to Figure 2



FTL_0572 - hypothetical protein 10162.3 -1.25 6.9E-16 10162.3 -0.27 1.6E-01 yes
FTL_0809 - - 1340.6 -1.24 4.7E-13 1340.6 -0.91 3.5E-07 yes
FTL_1012 - hypothetical protein 611.5 -1.23 1.3E-23 611.5 -0.47 3.8E-04 no
FTL_0361 - LemA-like protein 2923.7 -1.22 1.8E-15 2923.7 -0.59 4.0E-04 no
FTL_1046 dacB D-alanyl-D-alanine carboxypeptidase 2518.0 -1.19 2.7E-31 2518.0 -0.17 1.8E-01 no
FTL_0385 - - 781.7 -1.19 1.2E-11 781.7 -1.10 1.3E-09 yes
FTL_1739 - S-adenosylmethionine synthetase 1558.4 -1.19 2.4E-09 1558.4 -0.76 4.3E-04 no
FTL_0858 - hypothetical protein 480.5 -1.18 5.3E-11 480.5 -0.25 2.7E-01 no
FTL_0147 - hypothetical protein 327.0 -1.18 1.5E-06 327.0 -1.85 2.1E-13 yes
FTL_0129 - 2-isopropylmalate synthase 1233.4 -1.18 2.5E-13 1233.4 -1.15 3.0E-12 yes
FTL_0786 - N-acetylglucosamine-6-phosphate deacetylase 1565.2 -1.17 4.0E-14 1565.2 -0.05 8.5E-01 yes
FTL_0384 - - 1146.2 -1.17 1.9E-11 1146.2 -0.71 1.4E-04 yes
FTL_1727 ampD N-acetyl-anhydromuranmyl-L-alanine amidase 589.1 -1.16 1.2E-27 589.1 -0.55 5.8E-07 no
FTL_1936 - periplasmic solute binding family protein 5552.8 -1.15 5.8E-17 5552.8 -0.09 6.7E-01 no
FTL_0691 - proton-dependent oligopeptide transport (POT) family protein 6993.0 -1.15 6.7E-72 6993.0 -0.79 2.2E-34 no
FTL_1147 pgk phosphoglycerate kinase 6974.7 -1.15 7.0E-11 6974.7 -0.67 5.0E-04 yes
FTL_0663 - hypothetical protein 29.2 -1.15 1.8E-02 29.2 -1.03 6.0E-02 yes
FTL_1458 secA preprotein translocase subunit SecA 7842.9 -1.15 2.4E-19 7842.9 0.13 4.7E-01 no
FTL_0094 clpB ClpB protein 8887.1 -1.15 2.0E-09 8887.1 -0.97 1.0E-06 no
FTL_0937 - hypothetical protein 428.5 -1.14 2.8E-14 428.5 -0.70 1.0E-05 no
FTL_0901 - monooxygenase family protein 345.7 -1.13 2.7E-13 345.7 -0.19 3.4E-01 no
FTL_1212 leuS leucyl-tRNA synthetase 6620.4 -1.12 1.2E-22 6620.4 0.12 4.3E-01 no
FTL_0099 - tryptophan synthase subunit beta 2085.6 -1.11 2.0E-09 2085.6 -0.63 1.8E-03 yes
FTL_1075 - hypothetical protein 2017.7 -1.11 5.8E-27 2017.7 0.30 8.2E-03 no
FTL_1148 pyk pyruvate kinase 7457.6 -1.11 2.6E-08 7457.6 -0.49 3.2E-02 no
FTL_1013 - hypothetical protein 770.7 -1.10 5.4E-04 770.7 -0.62 9.3E-02 no
FTL_0847 yajC preprotein translocase family protein 2706.4 -1.10 2.6E-27 2706.4 -0.43 7.7E-05 no
FTL_0073 - hypothetical protein 4022.1 -1.10 8.1E-18 4022.1 -0.44 2.0E-03 no
FTL_0478 - glycine cleavage system H protein 3192.5 -1.10 6.9E-14 3192.5 -0.33 5.1E-02 no
FTL_0573 - hypothetical protein 3994.4 -1.09 2.7E-30 3994.4 -0.43 3.1E-05 no
FTL_0222 - hypothetical protein 1670.0 -1.08 2.5E-14 1670.0 -0.09 6.7E-01 yes
FTL_1360 rpsU 30S ribosomal protein S21 632.0 -1.08 2.0E-11 632.0 -0.04 8.9E-01 no
FTL_0098 trpA tryptophan synthase subunit alpha 1172.9 -1.07 4.7E-08 1172.9 -0.66 2.2E-03 no
FTL_1344 - hypothetical protein 94.9 -1.06 3.2E-06 94.9 0.38 1.4E-01 no
FTL_1094 - - 217.1 -1.06 2.2E-04 217.1 -1.45 1.3E-06 no
FTL_0902 - oxidoreductase 143.0 -1.06 1.4E-07 143.0 -0.31 2.0E-01 no
FTL_1223 - hypothetical protein 584.5 -1.05 4.5E-07 584.5 -0.87 8.2E-05 no
FTL_0681 potG ATP-binding cassette putrescine uptake system, ATP-binding protein 6004.2 -1.05 1.3E-17 6004.2 0.15 3.7E-01 no
FTL_1678 - hypothetical protein 2661.2 -1.05 1.3E-04 2661.2 -1.66 2.0E-09 yes
FTL_1312 - S-transferase 447.5 -1.04 1.2E-09 447.5 -0.92 3.0E-07 no
FTL_1494 - hypothetical protein 2056.9 -1.04 8.9E-23 2056.9 0.04 8.0E-01 no
FTL_1045 - lipoprotein 914.6 -1.04 1.5E-12 914.6 -0.34 4.3E-02 no
FTL_1269 - - 14.7 -1.04 1.3E-02 14.7 -2.44 1.5E-07 no
FTL_0360 - heat shock protein HtpX 2944.2 -1.03 1.6E-13 2944.2 -0.63 2.1E-05 no
FTL_1081 - hypothetical protein 7.4 -1.03 4.2E-02 7.4 -1.44 8.3E-03 no
FTL_1015 - AhpC/TSA family protein 6835.9 -1.02 7.0E-22 6835.9 -0.65 5.7E-09 no
FTL_1095 - - 95.4 -1.02 5.8E-04 95.4 -1.34 2.6E-05 no
FTL_0834 - rhodanese-like family protein 1931.1 -1.02 3.5E-35 1931.1 -0.30 9.1E-04 yes
FTL_1227 - - 1334.1 -1.02 1.6E-14 1334.1 -1.00 9.6E-14 yes
FTL_0571 - hypothetical protein 2277.5 -1.01 5.0E-42 2277.5 -0.21 1.6E-02 no
FTL_1901 - hypothetical protein 138.7 -1.01 4.6E-06 138.7 -1.45 6.5E-10 yes
FTL_R0044 ffs 4.5 S RNA 2885.6 -1.01 9.2E-05 2885.6 -0.33 3.2E-01 no
FTL_0466 - soluble lytic murein transglycosylase 1555.4 -1.01 1.5E-21 1555.4 0.04 7.9E-01 no
FTL_0295 - acetyl-CoA carboxylase carboxyltransferase subunit alpha 9506.9 -1.01 3.0E-17 9506.9 0.25 8.3E-02 yes
FTL_1568 - LysR family transcriptional regulator 97.4 -1.01 8.7E-05 97.4 -0.95 6.0E-04 no
FTL_1145 - transketolase 6600.6 -1.00 2.9E-14 6600.6 -0.03 8.8E-01 no
FTL_1056 - - 33.7 -0.95 9.6E-04 33.7 -1.49 8.0E-06 yes
FTL_1092 - - 33.4 -0.95 1.3E-03 33.4 -1.31 7.6E-05 yes
FTL_0379 - methionine sulfoxide reductase B 360.0 -0.90 1.4E-11 360.0 -1.42 3.6E-24 yes
FTL_1508 - - 13.2 -0.89 4.1E-02 13.2 -1.43 3.1E-03 yes
FTL_0115 pdpE hypothetical protein 109.1 -0.87 8.8E-03 109.1 -2.19 2.3E-10 yes
FTL_0925 - proton-dependent oligopeptide transport (POT) family protein 33.1 -0.86 4.0E-02 33.1 -1.09 1.7E-02 yes
FTL_0880 - hypothetical protein 135.1 -0.85 2.6E-04 135.1 -1.42 1.1E-08 yes
FTL_1640 - amino acid transporter protein, fragment 1004.5 -0.78 2.3E-15 1004.5 -1.25 1.6E-35 yes
FTL_1503 dgt deoxyguanosinetriphosphate triphosphohydrolase 1223.7 -0.76 7.6E-07 1223.7 -1.05 1.6E-11 yes
FTL_1242 - ThiJ/PfpI family protein 487.2 -0.74 2.9E-08 487.2 -1.11 5.3E-16 yes
FTL_0155 - - 172.7 -0.73 6.0E-03 172.7 -1.40 5.5E-07 yes
FTL_1196 - hypothetical protein 36.2 -0.73 2.9E-02 36.2 -1.45 9.4E-05 yes
FTL_0952 - hypothetical protein 14.9 -0.69 1.0E-01 14.9 -1.13 1.6E-02 no
FTL_0061 - hypothetical protein 50.6 -0.67 7.4E-02 50.6 -1.46 2.2E-04 no
FTL_0161 - - 449.0 -0.58 1.3E-02 449.0 -1.05 1.6E-05 yes
FTL_1226 - - 291.8 -0.54 4.4E-03 291.8 -1.15 6.1E-09 yes
FTL_0160 - LamB/YcsF family protein 437.6 -0.22 4.5E-01 437.6 -1.02 2.7E-04 no
FTL_1921 - ABC transporter ATP-binding protein 182.6 0.00 9.9E-01 182.6 -1.34 4.6E-11 no
FTL_0812 - - 35.8 0.12 7.2E-01 35.8 -1.11 7.7E-04 no
FTL_1068 truA tRNA pseudouridine synthase A 297.4 0.12 4.0E-01 297.4 -1.13 8.8E-16 no
FTL_0159 - hydrolase subunit 322.2 0.36 1.9E-01 322.2 -1.45 8.1E-08 no
FTL_0158 acpA acid phosphatase, phospholipase C 2420.9 1.00 6.8E-14 2420.9 -0.33 3.6E-02 no
FTL_1322 - - 20.3 1.00 3.6E-03 20.3 -0.30 5.8E-01 no
FTL_1465 - hypothetical protein 109.6 1.00 9.6E-08 109.6 0.13 6.7E-01 no
FTL_0018 isftu1 transposase 590.1 1.01 4.9E-06 590.1 0.24 4.2E-01 yes
FTL_1600 - periplasmic L-asparaginase II 170.3 1.01 4.6E-06 170.3 -0.53 5.2E-02 yes
FTL_1032 - ribosomal-protein-alanine acetyltransferase 4.7 1.01 5.0E-02 4.7 0.30 6.9E-01 no
FTL_0563 - - 8.7 1.02 3.1E-02 8.7 -0.82 1.7E-01 no
FTL_0006 - indolepyruvate decarboxylase 152.9 1.03 1.0E-06 152.9 -0.06 8.6E-01 no
FTL_0272 - diaminopimelate decarboxylase 73.9 1.03 1.2E-04 73.9 0.00 1.0E+00 no
FTL_1008 - - 53.3 1.03 3.1E-06 53.3 0.36 2.3E-01 yes
FTL_0184 - hypothetical protein 117.0 1.03 6.3E-07 117.0 -0.05 8.8E-01 no
FTL_0781 - - 80.8 1.03 9.2E-07 80.8 -0.32 2.8E-01 no
FTL_1698 - hypothetical protein 17.9 1.03 4.7E-03 17.9 0.00 1.0E+00 no
FTL_1651 - - 15.1 1.04 4.2E-03 15.1 -0.21 7.3E-01 yes
FTL_1953 - - 7.0 1.04 2.7E-02 7.0 -0.50 4.4E-01 no
FTL_1559 - - 102.7 1.05 6.5E-09 102.7 -0.17 5.5E-01 no
FTL_1730 - hypothetical protein 6.1 1.05 3.1E-02 6.1 0.19 8.1E-01 no
FTL_0003 - hypothetical protein 6.2 1.05 3.3E-02 6.2 -0.43 5.4E-01 no
FTL_1504 katG peroxidase/catalase 56629.7 1.06 8.3E-06 56629.7 0.48 8.5E-02 yes
FTL_0103 - hypothetical protein 1456.1 1.06 3.2E-09 1456.1 0.20 3.9E-01 no
FTL_1495 - cysteine/glutathione ABC transporter membrane/ATP-binding protein 1022.8 1.06 9.1E-13 1022.8 0.22 2.6E-01 no
FTL_1281 - hypothetical protein 86.3 1.06 2.1E-05 86.3 0.08 8.6E-01 no
FTL_1922 - YggT family protein 481.7 1.07 9.3E-11 481.7 -0.31 1.4E-01 no
FTL_1870 - - 23.4 1.07 1.7E-03 23.4 -0.04 9.5E-01 no
FTL_0134 - hypothetical protein 14.7 1.07 5.1E-03 14.7 -0.34 5.6E-01 no
FTL_1715 groES co-chaperonin GroES 5073.4 1.07 1.2E-05 5073.4 -0.18 6.0E-01 no
FTL_1555 - hypothetical protein 164.5 1.08 1.3E-10 164.5 0.21 3.8E-01 no
FTL_1011 - - 2.7 1.09 4.5E-02 2.7 -0.09 9.1E-01 yes
FTL_0621 - - 552.5 1.09 1.8E-15 552.5 0.55 3.1E-04 no
FTL_0719 - hypothetical protein 169.6 1.09 1.2E-05 169.6 -0.03 9.4E-01 no
FTL_0976 - hypothetical protein 278.3 1.11 1.9E-09 278.3 0.03 9.3E-01 no
FTL_1776 - hypothetical protein 281.7 1.12 4.6E-05 281.7 -0.70 2.9E-02 yes
FTL_0544 ppk polyphosphate kinase 2 1045.7 1.12 2.4E-09 1045.7 0.63 2.2E-03 yes
FTL_0172 murC UDP-N-acetylmuramate--L-alanine ligase 965.8 1.12 1.3E-21 965.8 -0.05 7.9E-01 no



FTL_1260 - - 7.1 1.13 1.3E-02 7.1 0.46 4.6E-01 no
FTL_0484 pgm phosphoglucomutase 2590.5 1.14 1.6E-17 2590.5 0.62 1.6E-05 no
FTL_0773 - - 2.6 1.14 3.3E-02 2.6 0.21 7.9E-01 no
FTL_1010 - - 20.7 1.14 2.7E-03 20.7 -0.09 9.0E-01 yes
FTL_1502 - major facilitator transporter 32.3 1.15 1.7E-03 32.3 -0.50 3.2E-01 no
FTL_1156 - hypothetical protein 9.0 1.16 2.3E-02 9.0 -0.70 2.8E-01 no
FTL_0162 - hypothetical protein 51.8 1.16 9.4E-05 51.8 -0.44 2.8E-01 no
FTL_1770 - Type IV pili nucleotide-binding protein 95.9 1.16 1.6E-05 95.9 0.10 8.3E-01 no
FTL_0957 blaA Beta-lactamase class A 213.1 1.17 5.0E-10 213.1 0.30 2.2E-01 no
FTL_0038 emrA2 HlyD family secretion protein 1629.7 1.17 2.2E-05 1629.7 -0.14 7.5E-01 no
FTL_0485 glgC glucose-1-phosphate adenylyltransferase 3934.1 1.17 3.2E-11 3934.1 0.75 7.4E-05 yes
FTL_1289 - hypothetical protein 3.1 1.19 2.8E-02 3.1 -0.17 8.3E-01 no
FTL_1367 - hypothetical protein 91.9 1.19 7.0E-05 91.9 -0.41 3.1E-01 no
FTL_0056 - NADH dehydrogenase 590.3 1.19 1.8E-11 590.3 -0.43 4.5E-02 yes
FTL_0710 - choloylglycine hydrolase family protein 17.4 1.19 6.7E-04 17.4 -0.17 7.8E-01 no
FTL_1632 - hypothetical protein 25.9 1.20 2.8E-04 25.9 -0.06 9.1E-01 no
FTL_0163 - MFS transporter 11.7 1.21 6.6E-03 11.7 -0.56 3.7E-01 no
FTL_1877 - - 56.3 1.21 1.6E-06 56.3 -0.48 1.8E-01 no
FTL_1292 - hypothetical protein 9.0 1.21 9.9E-03 9.0 0.34 6.2E-01 no
FTL_1758 - hypothetical protein 53.3 1.22 5.7E-07 53.3 -0.07 8.8E-01 no
FTL_0347 - hypothetical protein 148.7 1.22 5.5E-16 148.7 0.10 6.9E-01 no
FTL_1948 - major facilitator transporter 247.0 1.22 4.2E-10 247.0 -0.16 5.8E-01 yes
FTL_0970 - L-lactate dehydrogenase 89.6 1.22 6.0E-09 89.6 -0.03 9.4E-01 no
FTL_0751 - lipoprotein 375.7 1.22 1.9E-26 375.7 -0.06 7.6E-01 no
FTL_0486 glgA glycogen synthase 3201.6 1.22 5.5E-17 3201.6 0.64 4.7E-05 yes
FTL_1691 - hypothetical protein 55.2 1.22 1.2E-07 55.2 0.10 8.0E-01 yes
FTL_1778 - - 160.5 1.23 4.2E-07 160.5 -0.18 6.2E-01 no
FTL_0860 - hypothetical protein 114.7 1.23 4.5E-10 114.7 -0.33 2.3E-01 yes
FTL_0450 psd phosphatidylserine decarboxylase 1364.7 1.23 2.6E-10 1364.7 -0.04 8.9E-01 yes
FTL_1950 - hypothetical protein 216.2 1.24 3.4E-14 216.2 0.40 4.3E-02 no
FTL_1347 - hypothetical protein 58.4 1.26 4.9E-06 58.4 -0.33 4.2E-01 no
FTL_0971 - FAD linked oxidase 169.7 1.26 1.4E-11 169.7 -0.12 6.8E-01 no
FTL_1927 - - 45.9 1.27 1.5E-06 45.9 -0.52 1.7E-01 no
FTL_0791 - hypothetical protein 12.6 1.28 9.7E-04 12.6 0.03 9.7E-01 no
FTL_0365 - - 120.1 1.28 1.5E-10 120.1 0.17 5.8E-01 yes
FTL_1916 - competence-like protein 109.1 1.29 1.2E-12 109.1 0.13 6.6E-01 no
FTL_0051 - hypothetical protein 69.2 1.29 4.9E-07 69.2 0.13 7.5E-01 no
FTL_0044 - transglutaminase 284.2 1.29 1.9E-17 284.2 0.46 9.0E-03 no
FTL_1054 - putative alpha-xylosidase 146.1 1.30 5.6E-09 146.1 0.00 1.0E+00 yes
FTL_1945 - hypothetical protein 115.9 1.30 5.4E-12 115.9 -0.55 2.6E-02 no
FTL_1777 - - 95.1 1.31 1.6E-07 95.1 -0.44 1.9E-01 no
FTL_1368 - hypothetical protein 32.9 1.31 5.1E-04 32.9 -0.90 6.1E-02 no
FTL_1175 - - 18.2 1.32 6.2E-04 18.2 0.05 9.4E-01 no
FTL_0944 - - 14.9 1.33 8.9E-04 14.9 -0.46 4.3E-01 no
FTL_1326 - hypothetical protein 54.1 1.33 7.1E-07 54.1 0.46 1.9E-01 no
FTL_0344 - hypothetical protein 23.1 1.33 1.3E-04 23.1 0.24 6.6E-01 no
FTL_0869 - hypothetical protein 2.0 1.33 1.3E-02 2.0 0.32 6.7E-01 no
FTL_0735 - - 10.7 1.33 1.9E-03 10.7 0.02 9.8E-01 yes
FTL_0842 - transposase 10.9 1.34 1.2E-03 10.9 0.52 3.6E-01 no
FTL_1262 - chorismate binding family protein 858.7 1.35 3.6E-10 858.7 0.21 4.8E-01 no
FTL_1565 - - 53.1 1.35 1.2E-07 53.1 -0.25 5.3E-01 no
FTL_0366 - - 28.5 1.35 2.7E-05 28.5 -0.04 9.5E-01 no
FTL_1373 - hypothetical protein 69.5 1.36 6.7E-08 69.5 -0.52 1.4E-01 no
FTL_1261 - anthranilate synthase component II 271.9 1.36 1.7E-26 271.9 0.17 3.6E-01 no
FTL_1690 - hypothetical protein 64.3 1.36 1.2E-07 64.3 -0.45 2.2E-01 yes
FTL_1677 - - 4.7 1.36 8.9E-03 4.7 -0.07 9.3E-01 no
FTL_0934 - hypothetical protein 13.6 1.37 1.1E-03 13.6 0.06 9.3E-01 no
FTL_1320 - hypothetical protein 13.2 1.38 2.6E-04 13.2 -0.35 5.7E-01 no
FTL_0171 - tetrapyrrole methyltransferase family protein 370.1 1.40 1.3E-17 370.1 0.15 5.4E-01 no
FTL_0037 - hypothetical protein 649.4 1.40 4.3E-11 649.4 -0.05 9.0E-01 no
FTL_0641 - hypothetical protein 11.5 1.41 8.4E-04 11.5 0.55 3.4E-01 no
FTL_0973 - - 147.2 1.42 4.0E-14 147.2 -0.11 7.3E-01 no
FTL_0432 - hypothetical protein 92.2 1.42 3.5E-11 92.2 0.19 5.6E-01 no
FTL_0972 - - 133.2 1.43 1.0E-12 133.2 0.22 4.6E-01 no
FTL_1752 - helicase 114.3 1.44 1.9E-19 114.3 -0.24 3.3E-01 no
FTL_0826 - - 46.8 1.46 1.2E-08 46.8 -0.06 8.9E-01 no
FTL_1682 - hypothetical protein 7.0 1.48 1.8E-03 7.0 0.50 4.4E-01 no
FTL_1466 - major facilitator transporter 55.4 1.48 9.2E-09 55.4 -0.15 7.3E-01 no
FTL_1857 - - 28.3 1.49 3.4E-04 28.3 -0.17 8.0E-01 no
FTL_0997 - hypothetical protein 16.5 1.50 1.4E-04 16.5 -0.20 7.6E-01 no
FTL_0819 - - 12.4 1.50 5.3E-04 12.4 -0.32 6.4E-01 no
FTL_0528 - Type III restriction enzyme 601.1 1.50 9.9E-31 601.1 0.17 3.4E-01 yes
FTL_1844 - secretion protein 49.2 1.51 2.9E-10 49.2 0.40 2.3E-01 no
FTL_1378 - - 71.5 1.52 2.0E-08 71.5 -0.07 8.9E-01 yes
FTL_1321 - hypothetical protein 12.0 1.54 3.3E-04 12.0 -0.09 9.1E-01 no
FTL_1629 - hypothetical protein 63.4 1.54 6.9E-09 63.4 -0.62 8.3E-02 no
FTL_1564 - - 20.9 1.55 2.4E-05 20.9 -0.36 5.3E-01 no
FTL_1053 - putative alpha-xylosidase 40.1 1.56 9.8E-07 40.1 0.00 9.9E-01 yes
FTL_0065 - - 40.6 1.59 2.7E-08 40.6 -0.20 6.7E-01 yes
FTL_0559 - hypothetical protein 23.9 1.59 2.7E-07 23.9 -0.36 4.6E-01 no
FTL_0558 - oxidoreductase 39.4 1.63 8.4E-10 39.4 -0.02 9.7E-01 no
FTL_0409 - purine/pyrimidine phosphoribosyl transferase family protein 124.9 1.64 6.9E-13 124.9 0.39 2.0E-01 no
FTL_1470 - major facilitator transporter 56.5 1.66 4.5E-13 56.5 -0.10 8.2E-01 no
FTL_0636 - NADH oxidase 82.2 1.66 3.5E-12 82.2 0.46 1.3E-01 no
FTL_0415 - hypothetical protein 43.0 1.68 4.5E-11 43.0 -0.21 6.3E-01 no
FTL_0576 - hypothetical protein 23.3 1.68 2.5E-07 23.3 0.11 8.6E-01 yes
FTL_0055 - hypothetical protein 45.1 1.69 7.1E-09 45.1 0.04 9.4E-01 no
FTL_1562 - - 220.8 1.72 5.3E-18 220.8 0.41 1.0E-01 no
FTL_1769 - - 11.2 1.74 1.5E-05 11.2 0.49 3.9E-01 no
FTL_0050 - hypothetical protein 13.8 1.75 1.0E-05 13.8 0.54 3.2E-01 no
FTL_0889 - hypothetical protein 26.7 1.76 5.6E-08 26.7 0.31 5.2E-01 no
FTL_1314 - hypothetical protein 37.6 1.76 4.3E-08 37.6 0.44 3.2E-01 no
FTL_1379 - - 159.4 1.78 3.4E-24 159.4 -0.62 7.8E-03 yes
FTL_1563 - - 99.3 1.80 2.4E-13 99.3 0.56 6.7E-02 no
FTL_1814 - - 69.6 1.80 1.7E-09 69.6 0.08 8.8E-01 no
FTL_0577 - hypothetical protein 12.1 1.81 3.8E-05 12.1 0.31 6.6E-01 yes
FTL_0998 - hypothetical protein 8.9 1.82 4.3E-05 8.9 0.53 4.0E-01 no
FTL_0734 - - 60.4 1.90 3.0E-16 60.4 -0.19 6.4E-01 yes
FTL_0527 - endonuclease 34.9 1.91 2.7E-11 34.9 0.15 7.7E-01 no
FTL_1377 - hypothetical protein 45.3 1.93 3.2E-12 45.3 0.13 8.0E-01 no
FTL_1052 - putative glycosidase 5.5 1.94 6.9E-05 5.5 0.24 7.6E-01 yes
FTL_1675 - - 15.5 1.94 2.1E-07 15.5 -0.11 8.8E-01 no
FTL_1380 - - 25.0 1.97 1.8E-10 25.0 -0.05 9.3E-01 no
FTL_1853 - lipoprotein 30.4 2.05 3.2E-13 30.4 0.12 8.1E-01 no
FTL_1628 - hypothetical protein 55.9 2.06 4.5E-11 55.9 -0.10 8.6E-01 no
FTL_0352 - hypothetical protein 11.6 2.06 9.2E-07 11.6 0.19 8.0E-01 no
FTL_0529 - uracil-DNA glycosylase 168.9 2.17 3.0E-34 168.9 0.20 4.6E-01 yes
FTL_1103 - - 34.3 2.22 7.5E-14 34.3 0.39 3.8E-01 yes
FTL_0340 - hypothetical protein 11.0 2.29 1.6E-07 11.0 0.14 8.6E-01 no
*Previous MglA regulon based on Brotcke et al., 2006 and Charity et al., 2007
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