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= reads reads reads
ResD regulon, Sigh
regulon, Tnr& R g 2 b
E utilization of nitrite [assimilatory nitrite
1.365325| 3.737451 2418 [nasD regulon, NsrR nitrite reductase large subunit ; BAUGZ_RS(Bacillus sulj compleme 48.44 1384 181.07 5519 48.45 181.08) 3.74 66.15 2801| 0.365308| 1.365325
as nitrogen source [reductase (subunit)
regulon, Fur
regulon
Nark family nitrate/nitrite MFS
1.313253 1206 [nash Tnra regulan ; ; nitrate uptake nitrate transporter BAUG2_R5({ Bacillus sulf 362980..34 4.14 59| 121.96 1354 4.15 121.97] 29.39 545 115 0.044683| 1.313253
ransporter
2.977497) 642 lipe ERRERRERE ., tion protein i Tl L ol BAUEZ_RSQ Bacillus sulf462472..4d 3243 2a6] 26159 2117 32.44 2616 s0s]  9sse 1085| 0.389228| 2.977497
regulon phospholipase B
hosphoribosylaminoi
SigA regulon, PurR |5-{carboxyamino)imidazole i ; 3 P _OSp i
2.450207| 2.530299 429| purE i purine biosynthesis|midazole carboxylase |BAUGZ_RS(QBacillus sul 638654, .69 113.36 655 400.22 2487 113.37 400.23 3.53 277.78 2379] 0.694051| 2.450207
regulon, G-box ribonucleotide mutase
[ATP-dependent)
SigA regulon, Furk 5-{carboxyaminojimidazole phosphoribosylaminai
2.801554| 3.750869 1143 [ purk n: ulc: c b’ox ribonucleotide purine biosynthesis|midazole carboxylase | BAUB2_RS{ Bacillus sul 699135, .70 184.07 2486 690.45 9543 134.08 690.46] 3.75| 51571 10324] 0.746908| 2.B01554)
ELE synthase [ATP-dependent)
. phosphoribosylaminoimidazole pﬂosphur‘:bﬂs\.’lam:nu:
SigA regulon, PurR i . . 1 . |midazole r
2.788377| 3.845962 726|purC succinocarboxamide purine biosynthesis R . BaUG2Z_RS{ Bacillus suf 701643..70) 300.76 2580) 115674 10586 300.77| 1156.75 3.85| B38.66 10664] 0.725014| 2.788377
regulon, G-box succinocarboxamide
synthaze
synthase
e phosphoribosylformylglycinami phosphaoribosyl formyl
2.504637] 3.517327 255(purs r: LI|U: G tl’o:( dine synthase purine biosynthesis|glycinamidine BAUE2_RS{ Bacillus suf 702361..70] 225.36 679 732.69 2543 225.37 792.7 3.52] 564.47 2521| 0.712085| 2.504637|
BN, subunit Purs synthase
T, phospharibosylformylglycinami phospharibosyl formyl
2.897952] 3.67BEDG6 634 | purQy n: u|0: & i:l::m dine synthase purine biosynthesis | glycinamidine BAUG2Z_RS{ Bacillus sub 702612..70) 34212 2765] 125862 10852 342.13| 1258.63 3.68) 991.49 11878) 0.787753( 2.B97932)
5 d subunit Purd synthase
glutamine
2.894217] 3.100162 1431 |purF SigA regulon, Purk |amidophosphoribosyltransteras || L o (phosphonibosyldiphos | e oo paciius sul| 7osaga7d s19.45 g7e3| 161000  200a9] 51948 1610041 aa0| 1s0343| 37681 0o03357| 2.894217)
regulon, G-box Il phate
amidotransferase
SigA regulon, Purk phosphoribosylf lglycinami s . |phosphoribosylaminoi
2703589 3.290668 1041 | purht B4 reguion, Furk | phospronbasyliarmylghyeinamt | o rine biosynthesis| ™ oo oot =0 e gy RsdBacillus sut{ 707015..70]  282.19 aass| 118187  1seaq) 3622| 119183 38| o7924|  178s4| 0.821593| 2703589
regulon, G-box dine cyclo-ligase midazole synthetase
SigA regulon, PurR |phosphoribosylglycinamide . . . pnlosphur‘:bus\.'lgi\.'rlr!a
2.730591) 3.365446 G38|purM : purine biosynthesis|mide BAUGZ_RS( Bacillus sul 70B052..70) 365.16 2537] 122855 9103| 365.17| 122396 3.37] 957.13 10269) 0.811361( 2.730531
regulon, G-box formyitransferase
tormyitransterase
¢ phosphoribosylaminai
bifunctional . s
midazole carboxamide
: phosphoribosylaminoimidazole
SigA regulon, PurR v 5 . _ |formyitransteraseand T e
2.315337| 3.211814 1539 (purH reaLlaA G b carboxamide purine biosynthesis i BAUGZ_R5( Bacillus sulf 708636..71) 51379 9343] 165022 32014 5138 1650.23 3.21 1183.62 32066] 0.720881| 2.315337
o £ formyltransferase finosine "
hosphate cyclohydrolase Monoptosphate
e A i cyclohydrolase
GinR fon, TnrA lati it t ipti
ity dile MerR family transeriptional oLt rat.wscnp 1
0.621643] 2.393797 233 |tnrA regulon, TnrA rbmiliknr nitrogen activator/ repressor | BAUGZ_R3( Bacillus sul compleme 74.47 293 252.76 1061 74.48 252.77| 3.39| 463 2701 0.18317| 0.621643
regulon 5 assimilation [MierR family)
NADPH-dependent 7-cyano-7-
2.695166| 3.012324 A58 | ykvM preQl riboswitch  |deazaguanine reductase tRMA modification |nitrile reductase BAUGZ_RS(M Bacillus sulf 14413231 4198 247] 126.48 794 41.99 126.49) 3.014 11317 587| 0.B94655| 2.695166|
QueF
SigA regulon, GInR . .
lon,TneA. | Meck family transcrigtionsl | e 2 on of reansErp
0.353354] 3.356363 408 |gInR regul : bR ) at Y glutamine repressor (MerR BAUG2Z_RS{ Bacillus suf 1877951..) 83762 4038) 281138 14459 B37.63| 281135 3.36) 295.98 2115] 0.105279| 0.353354|
st o synthasis family)
regulon
SigA regulon, GInR ilu“m:e .
iosynt A g i
0.429204] 3.17704 1335|ginA regulan, Tnra, glutamine synthetase Dst\-'nl er:l-s A trigeer enzyme BAUG2Z_RS{ Bacillus sub 18784571  4,615.95 72812] 14,665.08 246788| 4615.96| 14665.00| 3.18] 198119 46324] 0.135096( 0.429204)
T
rggulcm control D : NrA arn
GInR activity
protection against
1.262B69] 5.053323 5d6|ised ‘WalR regulon hypothetical protein cell envelope inhibitor of autolysins | B4UG2_R5({ Bacillus sulj 2002669, 134.15 1188 93061 6405 134.16 930,63 5.05] 23257 2224] 0.24%905| 1.262869|
stress
sodium/proton-
1.065705| 1455 |yrbD Tnri& regulon sodium:alanine symporter uptake of alanine  |dependent alanine B4UB2Z_RS1Bacillus suf 28416293 745 12| 119.68 2195 746 119.69) 16.04 7.98 03| 0066672 1.065705)
transporter
5 " succinate
SigA regulon, FsrA |succinate dehydroganase
2.448927| 302191 1761 [sdhA ¥ ) TCA cycle dehydrogenase BAUG2_R5]Bacillus sulf compleme 198.53 4131 599.536 13318 158.54 599.97] 3.02f 486.21 14956] 0.810391| 2448927
regulon flavoprotein subunit = .
[flavoprotein subunit)
o . - biosynthesis of _ _
2.574081| 3.431759 1008 | bioB Bird regulon biotin synthase ok biotin synthase BAUG2_R5]Bacillus sulf compleme 296.22 3528] 101658 12917 296.23| 1016.59 3.43] 762.52 13462] 0.750076( 2.574081
otin
SIEATERNGN, THEE purine catabolism regulatory regulation of trEngetiphibnal
0.94879] 10.82555 1596 |puch regulon, Fuck A R e regulator of puc genes | BAUB2_RS Y Bacilius sul 3328777 .3 1776 335 192.36 3870 17.77 192 37| 10.83 16.86 471} 0.087644( 0.94879)
regulon g gk [Puck family)
sigh regulon, TnrA
0.318587| 3.420015 1350 | puch regulon, Puck Uric acid permease Puc) puring utilization  |uric acid permease BAUGZ_R5)Bacillus suf 3320517 .3 32.54 519 113.59 1333 32.55 113.5| 3.49| 1037 245] 0.021285| 0.318587
regulon
sigh regulon, TnrA
0.280026| 3.516645 1293 [puck: regulon, Puck uric acid permease Puck purine utilization |uric acid permease BAUG2_R5]Bacillus sulf 33318723 30.63 ABE| 107.74 1756| 30.64 10775 3.52 B5E 154] 0.079629| 0.280026
regulon
bifunctional
sigh regulon, TorA | 2-oxo-d-hydroxy-d-carboxy-5-
0.2105] 3.650873 1485 [pucl regulon, Puck ureidoimidazoline purine utilization  |uricase BAUGZ_RS5]Bacillus sulf 33331773 40.75 715 150.43 2816 40.76 150.44] 3.69| B5E 223 0.057033 0.2105)
regulon decarboxylase/factor
independent urate hydroxylase
sigh regulon, TnrA
0.183408| 3.021933 345 | puchd regulon, Puck 5-hydroxyisourate hydrolase purine utilization  |uricase BAUB2_R5]Bacillus sulf 3334661..3 62.31 254 188.32 £19) 62.32 12833 3.02| 1143 69| 0.060691( 0.183408|
regulon
0.585935| 37.73999 1215 |amte . . ricnium fransporter NrigA  [ammonium uptaks |27 BAUEZ_Rs]Bacillus suff 3756828.4 1672 20| 63138 9670 1673| 63139 37.74 997 212| 0015791 0.585035
regulon transporter
it iatory Pll-lik lati f th two- t
0.449876| 15.91619 351 gink S i A el S ol Bl e BAUG2_RS]Bacillus su 37580544 6872 2as] 100391 azap|  s873| 109392 1552 30,92 190| 0028265 0.449874
protein glsA-gInT operon  |sensor kinase
SigA regulon, PucR
lan, Gink
regulcm o nA utilization of urea
0.687436| 3.270165 1710 uraC regulun. C"::I.\" urease subunit alpha as altermnative urease (3lpha subunit) [ BAUE2_RS] Bacillus suf compleme: 166.74 3365 545.29 11754 166.75 545.3 3.27] 114.63 3433| 0.210215| 0.687436)
iR _D nitrogen source
regulon, Sig
regulon
SigA regulon, Puch
lan, GInR
regulcln,T n& utilization of urea
0.829933] 3437628 375|ureB regulclrl, Cn:l\" urease subunit beta as alternative urease (beta subunit) |B4UEZ_RS]Bacillus sul compleme 661 304 X358 1115 6862 23589 344 56.95 374] 0.241426| 0.829933
s _D nitrogen source
regulon, SigH
regulon
SigA regulon, PucR
lan, GInk
rugulcm = nA utilization of urea
oss2802]  3231m 318|ureA Mty urease subunit gamma a5 zlternative urease |gamma BAUG2_RS] Bacillus sutf complemet 5334 238l 20008 818 63.35|  204.07] 322 35.02 195] 0.171608| 0.552807
regulon, CodY subunit)
= nitrogen source
regulon, SigH
regulon
0.10069] 5581149 183 HMIA hypothetical protein B4UBZ_R5]Bacillus sul compleme 21.74 47| 12138 280| 21.75 121.39] 5.58] 219 7] 0.018041| 0.10069|




