rnpA

Baciflus sublifis subtilis 168 Chromosome: Gene: Product protein component of ribonuclease P {(RNase P)

Bacillus anthracis Ames Chromosome 1: Gene: rnpA Product: ribonuclease P protein component
GFG-3877 spolll)-2

5,220,000 222, 224, 226, 2,000 4,000 6,000

Staphylococcus aureus aureus N315 Chromosome 1: Gene: rnpA Product: ribonuclease P protein component
542495

dnal

2,812,000 2814000 0 2,000 4,000

Listeria monocyltogenes EGD-e Chromosome 1: Gene: rnpA Product: ribonuclease P protein component

Imo2845 Imo2551 Imo2853  Imo2554
S K Imoza4d K Imo2as0 dnal Imo0003
L L I L L I L L
2,938,000 2,940,000 2,942,000 2,944,000 0O 2,000 4,000
Streplococcus prieumoniae R6 Chromosome 1: Gene: spri853 Product: Ribonuclease P -
spr1845  sprigds spr1850  sprissl  spr18s2 spr1855
sprigda < spr1854 K KI<C X K spr1863
1 LN B N BN B B | I L L T L L LN UL UL U N B B B | L T l LN B I B |
1,822,000 1,624,000 1,826,000 1,828,000 1,830,000 1,832,000 1,834,000

Clostridivim difficile 630 Chromosome 1: Gene: rnpA Product: ribonuclease P
CD3673 CD3674 oxad]

4,284,000 4,266,000 4,288,000 4,290,000 2,000 4,000

Mycobaclerium tubercuiosis H37Ra Chromosome 1: Gene: rnpA Product: ribonuclease P
MAA_3955 MFA_3960 rhpa,

P GEECCECTE oo I G e, -

4414000 4418000 4418000 2,000

dnal

Enterococcus faecalis V583 Chromosome 1: Gene: rnpA Product: ribonuclease P protein component
EF_3325 EF_3329 EF_3330 EF_3331

KX ey ¢

3,21 2 oon 3,214,000 3,216,000 3,218,000 2,000 4,000

Supplementary Figure 1. Alignment of the genomic context for RNase P (protein subunit)
(rnpA). Alignment made using www.Biocyc.org.




rnc
Bacillus sublilis subtilis 168 Chromosome: Gene
TR,

Product: ribonuclease lll

fahD
T | LI
1,664,000 1,666,000 1,668,000

1
1,660,000 1,662,000

Bacillus anthracis Ames Chromosome 1: Gene: rncS Product: ribonuclease |l

rncs

3,672,000 3,664,000 3,662,000

Staphylococcus aureus aureus N315 Chromosome 1: Gene: rnc Product: RNase Il
SA1071

1,212,000 1,214,000 1,216,000 1,218,000 1,220,000 1,222,000

Listeria monocytogenes EGD-e Chromosome 1: Gene: rncS Product: similar to ribonuclease |l

Imal 803

fabD
L | L
1,386,000 1,354,000 1,332,000 1,330,000 1,578,000 1,876,000 1,874,000
Streplococcus preumoriae R6 Chromosome 1: Gene: spr1127 Product: Ribonuclease |l
spril2s spril2? spri125s  spri12d

e la}

spril1z3

spril1Z6

Ao spri130 o spr1129 > |

UL L I L L L I L L I LI

1,136,000 1,134,000 1,132,000 1,130,000 1,128,000 1,126,000

Cilostridivum difficile 630 Chromosome 1: Gene: rnc Product: putative ribonuclease I

vanZ CD1243 Ch1245
efp chD1249
I|IIII]IIII|IIIIIIIII[IIII[IIII Illll
1,444,000 1,446,000 1,448,000 1,450,000 1,452,000 1,454,000
Mycobacteriuim tuberculosis H37TRa Chromosome 1: Gene: rncS Product: ribonuclease |l
tFi&_2954 iy
% ppsA K fadDZ6 <—KtesA |_| 2| P rnc3 } "‘ Smec
T

LI LI I | T LI T | LI | LI I I T LI I
3,258,000 3,256,000 3,254,000 3,252,000 3,250,000 3,248,000 3,246,000

Enterococcus faecalis V583 Chromosome 1: Gene: rnc Product: ribonuclease Il
EF_3106 EF_3104 EF_3095
5 > > | EF_3103 EF_3100

| L T I 1 T T LI DL T I LI I T 1 T T I LI I
2,950,000 2,978,000 2,976,000 2,974,000 2,972,000 2,970,000 2,968,000

Supplementary Figure 2. Alignment of the genomic context for RNase III (rnc).
Alignment made using www.Biocyc.org.




rppH
Bacitius sublilis subtilis 168 Chromosome: Gene: yProduct
metk

nucleoside trlphosphate phosphohydrolase

3,130,000

3,140,000
Baciflus anthracis Ames Chromosome 1: Gene: GFG-4381 Product: mutT/nudix family protein
GFG-4387 GFG-4386 GFG-43385 GFG-4383

3,142,000

lux 3

fales - ldlenille’ obE D s
4,566,000 4,568,000 I I4,é?UI,CIIDDI o I4 é?EUEIUI I o I o

|||||||||
4574000

45?6 ooo
Staphylococcus aureus aureus N315 Chromosome 1: Gene: SA1612 Product: orf
SA1606 SA1607

SA1E11 . SAIE1Y SAIG19
faniaml - N 3~ el
Y 11,31342|,IJII]DI o 1,644,000 0

4,578,000

LI ] LU N U N B B B | L L T
1,846,000 1,548,000 1,850,000 1 852 000 1 854 000
Listeria monocylogenes EGD-e Chromosome 1: Gene: Imo1669 Product: some similarity to hypothetical proteins

Imo 1667 Imo1671 Imo1674
Imo 1666 | < menE  KmenB { K menD €
IIIIIIIII|IIIIIIIII|IIII|IIII|II III[IIIIIIIIIIIIIIIII|IIII|III
1,718,000 1,720,000 1,722,000 1,724,000 1,726,000 1,728,000 1,730,000

Supplementary Figure 3. Alignment of the genomic context for RppH (rppH). Alignment
made using www.Biocyc.org.

rnjA
Bacifius subt.'ns subtilis 168 Chromosome: Gene: \Product: ribonuclease J1, subunit of RNase J complex

defB
@ D (> [ i

1,518,000

1,520,000

1,522,000 1,524,000 1,526,000 1,526,000 1,530,000
Staphyiococcus aureus aureus N315 Chromosome 1: Gene: SA0940 Product: orf
540939 pdfl 540043
5 pts| (|_| 5A0337 f 5A0338) | > SAD940 [ | | pdhC f
Illl1,6:52|,clloul” IHilljlsanécl”lIllllélsscllnul 1, 06&,000 T T

1,070,000 1,072,000 1 u74 ]

Listeria monocytogenes EGD-e Chromosome 1: Gene: Imo1027 Product: similar to conserved hypothetical proteins
Imo1021  Imol022 Imol023 Imol024  Imol02s I 1 026

Irno 1 029 Irno 1 030

Imo1032  Imo1033
I P Imo1031 > 5
T L L I L L I L L L L ] T
1,050,000 1,052,000 1,054,000 i

L L L l L
1,054,000 | 056,000 i GSS ] i GBG (] 1,052,000

Streplococcus pneumoriae R6 Chromosome 1: Gene: spr0125 Product: Conserved hypothetical protein

sprot2g spr0131
Cosprorzt > [sprovze > [ sprot24 m

rrrrrp T

L L T L L L L L L L L T
130,000 132 EIDIJ 134,000 136,000 138!000 140,000 142,000
Enterococcus faecalis V583 Chromosome 1: Gene: EF_2924 Product: metallo-beta-lactamase superfamily protein
EF_2927
EF_2929 | | EF_2928 } | radC EF_2920 3§ EF_2913
LI L L L L LI B B | L ] L L L L l L
2,808,000 2,306,000 2,304,000 2,802,000 2,300,000 2,798,000 2,796,000

Supplementary Figure 4. Alignment of the genomic context for RNase J1 (rnjA)
Alignment made using www.Biocyc.org.




pnpA

Baciflus sublifis subtilis 168 Chromosome: Gene: Product: polynucleotide phosphorylase (PNPase)

1,734,000 1,736,000 1,738,000 1,740,000 1,742,000

Baciflus antfiracis Ames Chromosome 1: Gene: pnp Product: polyribonucleotide nucleotidyltransferase
GFG-5095 spo'fFa  spoVFE

ribC

3,624,000 3,622,000 3,620,000

3,626,000

Staphylococcus aureus aureus N315 Chromosome 1: Gene: pnpA Product: polyribonucleotide nucleotidyltransferase

Sa1120
541118 > | spollE:of
L L I L L L L I L L L I 1
1,262,000 1,264,000 1,266,000 1,268,000 1,270,000 1,272,000 1,274,000
Listeria monocytogenes EGD-e Chromosome 1: Gene: pnpA Product: polynucleotide phosphorylase
Imo1332 Imo1339

1,354,000 1,356,000 1,358,000 1,360,000 1,362,000 1,364,000 1,366,000

Closiridium difficiie 630 Chromosome 1: Gene: comR Product: polynucleotide phosphorylase/polyadenylase
| tpB CD1317 CD1318

S

1,522,000 1,524,000 1,526,000 1,528,000 1,530,000 1,532,000 1,534,000

Mycobaclerium tubercuiosis H37Ra Chromosome 1: Gene: gpsl Product: guanosine pentaphosphate synthetase/

fadE21 IppU polyribonucleotide nucleotidyltransferase

§ >{siR [ MRA_2811 ribF 3 gps! . pepR JMRA 2805 % ald > [mraasof
IIII|IIII]IIII IIIIII|I|IIIIIIII|I

3, I 10,000 3,108,000 3,106,000 3,104,000 3,102,000 3 IDO 0ao 3, DQB 000

Enterococcus faecalis V583 Chromosome 1: Gene: pnpA Product: polyribonucleotide nucleotidyltransferase
EF_3069 EF_3068 EF_3067 mreD EF_3056

L W] [ e e w0y [ o S ]

LIS N L L L L B L L L B LA L L A N L L N L L L B

2, 942 000 2,940,000 2,938,000 2,936,000 2,934 ooo 2, 932 ooo 2,930,000

Supplementary Figure 5. Alignment of the genomic context for PNPase (pnpA). Alignment
made using www.Biocyc.org.

rnjB
Bacillus sublilis subtilis 168 Chromosome: Gene:
spepFa  spo'/FB

Product: ribonuclease J2, subunit of RNase J complex

M ymfD

LI L | L

spolllE

1,748,000 1,750,000 1,752,000 1,754,000 1,756,000
Baciflus antfiracis Ames Chromosome 1: Gene: GFG-5103 Product: metallo-beta-lactamase family protein
spotFa  spo'/FEB dapa-2 GFG-5104 GFG-5107 GFG-5105
GFG-5103 GFG-5106
3,616,000 3,614,000 3,612,000 3,610,000 3,608,000 3g08000 3804000

Staphylococcus aureus aureus N315 Chromosome 1: Gene: SA1118 Product: conserved hypotehtical protein
Sal120

truB ribC pNpA SA1118 spolllE : orf
| LI L T L L L L 1 LI
1,264,000 1,266,000 1,265,000 1,270,000 1,272,000 1,274,000 1,276,000
Listeria monocytogenes EGD-e Chromosome 1: Gene: Imo1434 Product: orf

Imo1437 Imo1435 Imo14352 opuCa,

> Imo143s AEEEP [ Imo1433 Imo1431

L L L L L L III[IIII|IIII|IIII|IIII|IIIIl

1,472,000 1,470,000 1,468,000 1,466,000 1,464,000 1,462,000 1,460,000

Supplementary Figure 6. Alignment of the genomic context for RNase J2 (rnjB).
Alignment made using www.Biocyc.org.




rn
Bacillus subltilis subtilis 168 Chromosome: Gene y‘Product: ribonuclease Y
s, s . — - T

&H ymca,

1,762,000 1,764,000 1,766,000 1,768,000 1,770,000 1,772,000 1,774,000
Baciflus antfiracis Ames Chromosome 1: Gene: GFG-5116 Product: HDIG/HD/KH domain protein
GFG-5114 GFG-5115  pgsd GFG-5117 GFG-5118 GFG-5120

GFG-5116 | [ GFG5119 4’
L I L L I L L
3,594,000 3,592,000 3,590,000 3,588,000 3,586,000 3,584,000
Staphylococcus aureus aureus N315 Chromosome 1: Gene: SA1129 Product: orf
SAI123 5A1124 posA, 541130 SA1132
> | sana
L L |l|IIIII||IIII|l
1,276,000 1,278,000 1,280,000 1,282,000 1,284,000 1,286,000 1,288,000
Listeria monocytogenes EGD-e Chromosome 1: Gene: Imo1399 Product: orf
Imo1394 Imo1385 Imo1401

MULS o mal &
T LU B B I B | T T I LI | LI I 1
1,422,000 1,424,000 1,426,000 1,428,000 1,430,000 1,432,000 1,434,000

Clostridium difficife 630 Chromosome 1: Gene: CD1329 Product: putative nucleic acid-binding protein

pgsa, sip3 CD1334
S ask {cp132s) CD1326 m [ coran > Kbacal] [xeD2> [ &
o II,QSB,EIIEICII L I1,;38,IIIIEIEII S 1,540,000 1,542,000 L II,;A,DIIJUI o I1,"I54l3,DIDIJI L I1,;548,06Ell l
Enterococcus faecalis V583 Chromosome 1: Gene: EF_3170 Product: HB/KH domain protein
EF_3174 EF_3169
hexA | hexB 5
3,IZI5III,IIII1'ICII o I3,l|2l48,0|0l3I o 3,046,000 3,044,000 3,042,000 L I3,II3-4IIII,CIIIZIDI S I3,6138|,IZ]IIIIIIII o

Supplementary Figure 7. Alignment of the genomic context for RNase Y (rny, previously
ymdA). Alignment made using www.Biocyc.org.

cshA
Bacillus sublilis subtilis 168 Chromosome: Gene: ‘Product: ATP-dependent RNA helicase; cold shock

506,000 508,000 510,000 512,000 514,000 516,000 513,000
Baciflus antfiracis Ames Chromosome 1: Gene: GFG-8010 Product: ATP-dependent RNA helicase, DEAD/DEAH box
GFG-8013 GFG-5003 GFG-8007
p—] D ST D D e RS
b I2I30,|c||3|uI o I2|32,|c|0|uI s 234,000 23:3,000I T 238,000I o ‘240,000 242,000

Staphyifococcus aureus aureus N315 Chromosome 1: Gene: SA1885 Product: orf

ST D (satses | [ ddA m_] mp > <kdpE K kdpD

T T 1 T T T T 1 T T T 1 T T |l T T T T T T T T I 1 T T T | T 1 T T | T T T T T 1 T T | T T T 1
2,142,000 2,140,000 2,138,000 2,136,000 2,134,000 2,132,000 2,130,000

Enterococcus faecalis V583 Chromosome 1: Gene: EF_0846 Product: ATP-dependent RNA helicase, DEAD/DEAH box

EF_0a40 EF_0841 EF_D343 EF_0851 EF_0554

5 A 4 A 2] S DI

L l L L T I LI B B B | T LI L T I L] L I L
00,000 802,000 804,000 506,000 08,000 810,000 812,000

Supplementary Figure 8. Alignment of the genomic context for CshA (cshA). Alignment
made using www.Biocyc.org.




