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Table S1: Data set of interactions in E. coli used in this study. Target interaction site positions are given relative to the annotated translation start.
Interactions are given in bracket notation, where the “&” symbol concatenates the SRNA with its target, matching brackets represent base pairs
between the two sequences and dots represent unpaired positions.

SRNA  Target sRNA site Targetsite Interaction Validation Reference
ArcZ rpoS 66 -91 -120 - -99 CCCCCCC - L L CCCEnNMNIMMIMMNINMNN compensatory mutations  [20]
ChiX  chbC ~ 38-58 -69 —-49  (CCCCCC . CCCCCCCCCCc®)))32)..02)00)) sRNA mutations [22]
ChiX  dpiB 46 — 57 372260 CCCCCCCECc®dnNmmmm compensatory mutations  [[19]
ChiX chiP 45 -56 -19--8 CCCCCCCCCCCEeadIMNMNMN compensatory mutations  [30]
CyaR  [uxS 35-49 -12-3 oo LN MM ) compensatory mutations  [8]
CyaR  nadE 35-49 -11-3 G CCCCC LN MNMMN LD compensatory mutations  [§]
CyaR  ompX  38-48 9-2 C MmN D compensatory mutations  [8]
CyaR  yqaE 31-50 -4-16 (P @-...... DI INIS! compensatory mutations  [§]
DstrA  hns 31-43 T—19  (CCCCCeCeeCc®Nd»NnNNmnNgmg compensatory mutations  [16]
DsrA  rpoS 8—32  -119--95 (OOl CCCCOaaeCecaaddNmnmimd..onmnmmd. compensatory mutations  [[17]
FnrS JfolE 1-12 227 —-15 0 CCCaaCa CCceed).ommm sRNA mutations [10]
FnrS folX 1-6 -7T--2 @ sRNA mutations (10]
FnrS gpmA 38 -57 -13-4 CCCCCCa (L CCCCCE)NNNNNIMINN compensatory mutations  [[10]
FnrS maeA 31-65 -21-10 CCC L L Ol L Ceeeecs compensatory mutations  [10]
33)33333333333333333.333)).0)))
FnrS sodB 1-8 13-20 CCCCCCCeenN NN compensatory mutations  [[10]
GevB  sstT 64 — 99 -34-2 N (S (T (& compensatory mutations  [29]
DDDEDD FIIAN INNINM DIDIN.DIN

GlmZ glmS 150-169  -40-—-22 (e CCCCCCE@INM) NN compensatory mutations  [37]
MicA  ompA 8 —24 21--6 CCCCCCCCCCCCCCce®N)NNNIIIMI compensatory mutations  [36]
MicA phoP 6 -31 -15-8 CCCCCCCCCC (OO - (- CCCCCC&IDNNDDIIIIIINNNN compensatory mutations  [7]
MicC ompC 1-30 -41 —--15 CCCCCCCCCCCCCCe. et n CCCCCE@d NN ... .. 232200003000 compensatory mutations  [6]
MicF ompF 1-33 -16-10 CCC e nn e CCCCCCCCCC CCCCaN NI nIMIMMNIINMIIMIDYY - in vitro probing [33]
OmrA cirA 2-24 S35 —--100 CCCOOOaEaCl . CCCeeCa»)INdd) o)) N D) compensatory mutations  [[13]
OmrA  csgD 2-20 S79 —-61  (CCCCCCCCCCCC. CCCCa)d) NN compensatory mutations  [14]
OmrA  ompR 1-19 -29--11 CCCCCOC e I DY INNMN compensatory mutations  [[13]
OmrA  ompT 1-33 -12-20 CCCCCCCOE (L Ll (G . (e compensatory mutations  [13]
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(Continued)
sRNA  Target sRNAssite Targetsite Interaction Validation Reference
OmrB  cirA 2-24 -35--10 CCCCCCCCLCCC . CCCCCCCCEa)NIMMM N DINN I compensatory mutations  [[13]
OmrB  csgD 2-20 S79 —-61  (CCCCCCCCCCCCcCccca NI compensatory mutations  [14]
OmrB  ompR 1-19 -29—-11 CCCCCCOCC G L)) - ) DN compensatory mutations  [[13]
OmrB  ompT 1-32 -12-20 QU AN compensatory mutations  [13]
INVNND.NDIMNDDININNIN)
OxyS  fhiA 22 -30 34-42 CCCCCCCCEENMNNM compensatory mutations  [[1]
98 — 104 -15--9 CCCCCCeEmnN NN
RprA  rpoS 33-62  -117--94 (0. (v CCCCCCCEEINNIN NN I compensatory mutations  [18§]
RyhB  cysE 34 -46 -4-9 CCCCCCCCCEeeEmMMmMMmMMNNM compensatory mutations  [32]
RyhB  iscS 40 - 68 -26-3 (T CCCCCCCEIMMN Y e MY in vitro probing 9]
RyhB  fur 38-76 296 — -47  CCCCCCCCCl CLeeCl (e (e compensatory mutations  [38]
IV DML I INN)...N
RyhB  shiA 44 - 55 S59 —-48  (CCCCCCeeCc@)NNNNM) compensatory mutations  [28]
RyhB sodB 38-46 4-5 CCCCCCCCeEanN NN in vitro probing [12]
SgrS manX 159 -172 24 - 37 (L CCCCCEeEEN MMM . compensatory mutations  [31]
SgrS ptsG 168 - 187  -28—-9 CCCC L CCCCCCCC LM NINN NN compensatory mutations, [[15}[31]
in vitro probing
Spotd2  galK 20-61 -19-21 CCCCL L CCCCCee. CCeC. e CCCC L (e in vitro probing [21]
DI DD DD
Spotd2 gltA 4-13 131 —-122 0 (CCeeeccccanN NN sRNA mutations 3]
Spotd2  nanC 1-17 -33--16 CCCCCCCOECCCccE)N HammMMMMM compensatory mutations  [3]
Spotd2  sriA 20-34 -15--1 CCCCCCL CCCCCCCE®dddNNNN ) compensatory mutations  [3]
Spotd2  sthA 48 — 55 15-22 CCCCCCCEN MMM compensatory mutations  [3]
Spotd2  xylF 1-33 2-40 (GO COOOCC CCeCeC e . (e sRNA mutations (31
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Table S2: Data set of interactions in Salmonella used in this study. Target interaction site positions are given relative to the annotated translation
start. Interactions are given in bracket notation, where the “&” symbol concatenates the SRNA with its target, matching brackets represent base pairs

between the two sequences and dots represent unpaired positions.

SRNA Target sRNA site Target site Interaction Validation Reference
ArcZ  sdaC 62-71 -13--3 CCCCCCCCCeEMNN HNM compensatory mutations  [25]
ArcZ STM3216 63 -87 -25--5 L. CCCC. ... CCCCCaynnNNNNININM compensatory mutations  [23]
ArcZ  tpx 66 — 83 10-26 e CCCCEN) v NN compensatory mutations  [25]
ChiX chbC 35-55 -66—-46  (CCCCCC L CCCCCCCCCCCEad NN .INMNI) mRNA mutations (11]
ChiX  chiP 42-53  -19--8 CCCCCCCCCCCaaNNNNMHN compensatory mutations  [11]
CyaR  ompX 35-66 -30-3 (G OOl e (L (ke compensatory mutations  [24]
IDITDDD) PN MNIDINIMNN compensatory mutations  [24]
GevB  argT 75-91 -57 —-42 CCCCCCC &) 23333323330 in vitro probing [134]
GevB  cycA 72-85  -34—-19  (CCCCCCCCCCC. (@200 in vitro probing [35]
138-161 -24--8 et CCCCCCCCC&)NNNNIINMIMINMINMID
GevB  dppA 65-82  -30—-14  (CCCCCCCCCCCCeCccadd)Ndimmmm in vitro probing [34]
GevB gl 65-176 -38 —-27 CCCCCCCCCCCeEIN NI in vitro probing [134]
GevB v/ 63-87  -51—-28  (CCCCC OO CCCCCCC (L&) 000NN NN in vitro probing [34]
GevB  livkK 65-77  -29—-17  (CCCCCCCCCCCca))NNN in vitro probing (34]
GevB  oppA 65 -89 -8-16 CCCCCCCUCCCe+ o CCCCCCCCCea)INNMMMMINMIMINN) in vitro probing [134]
GevB  STMA4351  69-79 =54 —-43  (CCCCCCCCC®) ))M)) in vitro probing (34]
InvR  ompD 33-42  56-65  (CCCCCCC@NNNMN in vitro probing (271
MicA IlamB 8 -36 9-18 CCCCCa (L CCCCCLC  CCCCCCCEaNdNNNN MMM .Y compensatory mutations  [4]
MicC ompD 1-12 67 -178 CCCCCCCCCCCeEndNNMHINM compensatory mutations  [26]
RybB  chiP 1-7 12 -18 CCCCCCEmmN) compensatory mutations  [2]
RybB  fadL 1-8 49 — 56 CCCCCCCEmN NN compensatory mutations  [23]
RybB  ompA 1-13 21-32 Ll e oMM compensatory mutations  [23]
RybB  ompC 1-10 -50—-41  (CCCCeeCce)nN ) in vitro probing [21123]
RybB  ompD 1-9 18 -26 CCCCCCCEEaNMHINM compensatory mutations  [2} 23]
1-10 10-20 CCCCCCCCCC&) > N M
RybB  ompF 1-9 -46 —-38  (CCCCCeeEdNN M) compensatory mutations  [23]
RybB  ompN 1-16 5-20 CCCC CLCCCCCCCee®ddHNNN M compensatory mutations 5]
RybB  ompS 1-14 7-20 CCCC L CCCCCCCEEaN NI NN sRNA deletion mutant [23]
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(Continued)
SRNA Target sRNA site Target site  Interaction Validation Reference
RybB  ompW 1-13 3-20 CCCCCCC CCCCE)) et 1NN compensatory mutations  [23]
RybB  1sx 1-16 -26--7 CCCCCCCwa CCCCCCEIN) s NN compensatory mutations  [23]
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Accessibility and conservation in SRNA-mRNA interactions

Table S3: Organisms used in this study and the respective NCBI RefSeq database genome accession

numbers.

Organism

RefSeq genome accession number

Citrobacter koseri
Citrobacter rodentium
Cronobacter sakazakii
Enterobacter sp. 638
Escherichia coli
Escherichia fergusonii
Klebsiella pneumoniae
Pectobacterium carotovorum
Photorhabdus luminescens
Proteus mirabilis
Salmonella typhimurium
Salmonella enterica serovar Typhi
Serratia proteamaculans
Shigella boydii

Shigella dysenteriae
Shigella flexneri

Shigella sonnei

Sodalis glossinidius
Yersinia enterocolitica
Yersinia pestis

Yersinia pseudotuberculosis

NC_009792
NC_013716
NC_009778
NC_009436
NC_000913
NC_011740
NC_009648
NC_012917
NC_005126
NC_010554
NC_003197
NC_003198
NC_009832
NC_007613
NC_007606
NC_004337
NC_007384
NC_007712
NC_008800
NC_003143
NC_006155
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