Supplementary Table S1. Rfam hits of different sequences belonging to identified sRNAs groups/clusters 

	Sr.#
	Group no./ID
	Rfam Motifs

	sRNA groups having CsrC motifs

	1
	Cluster100
	CRISPR-DR9, CsrC

	2
	Cluster238
	GlsR7, CsrC

	3
	Cluster240
	CRISPR-DR2, CRISPR-DR6, CRISPR-DR10, CRISPR-DR18, CsrC

	4
	Cluster525
	CRISPR-DR10, CRISPR-DR9, CsrC, PYLIS_1, RNaseP_nucm

	5
	Cluster643
	CRISPR-DR10, CRISPR-DR9, CsrC, PYLIS_1

	
	sRNA groups having FsrA motif

	6
	Cluster306
	FinP, FsrA

	7
	Cluster50
	GlsR19, FsrA

	
	sRNA groups having Rfam hits with Cyclic di-AMP/GMP riboswitches

	8
	Cluster1052
	c-di-GMP-II, GNAS-AS1_1, CRISPR-DR2, Ms_AS-8, mir-657 , mir-1388

	9
	Cluster839
	RNaseP_arch, c-di-GMP-I

	10
	Cluster102
	ydaO-yuaA, Virus_CITE_2

	11
	Cluster28
	HCV_SLIV, ydaO-yuaA

	12
	Cluster355
	ydaO-yuaA, SNORD67

	13
	Cluster808
	Y_RNA, mir-35, ydaO-yuaA

	sRNA groups having Rfam hits with mRNA splicing sRNAs

	14
	Cluster141
	eiav_FSE, astro_FSE, MIR1446, CRISPR-DR31, serC, SNORA64, mir-876, SmY, mir-BART5

	15
	Cluster246
	P27, astro_FSE, eiav_FSE, MIR1446, Pox_AX_element, rsmX, SmY, CRISPR-DR31, mir-BART5

	16
	Cluster254
	eiav_FSE, snoZ103, P27, Arthropod_7SK, SmY, rliE, astro_FSE, Virus_CITE_1, Pox_AX_element, Virus_CITE_1, CRISPR-DR19

	17
	Cluster274
	astro_FSE, SmY, eiav_FSE, Pox_AX_element, MIR1446, P27, rliE, snoZ103, snR76

	18
	Cluster341
	astro_FSE, eiav_FSE, CRISPR-DR31, rliE, mir-BART5, MIR1446, SmY, SNORA64, Pox_AX_element

	19
	Cluster74
	Acido-Lenti-1, SmY, sR60

	20
	Cluster1003
	group-II-D1D4-2, HDV_ribozyme

	21
	Cluster193
	group-II-D1D4-2, asd

	22
	Cluster221
	group-II-D1D4-4

	23
	Cluster258
	group-II-D1D4-4, DicF, sok

	24
	Cluster2
	group-II-D1D4-2, PK-SPCSV, mir-1829

	25
	Cluster409
	group-II-D1D4-4, DicF, sok

	26
	Cluster442
	group-II-D1D4-4

	27
	Cluster489
	rncO, PK-IAV, CRISPR-DR23, group-II-D1D4-4

	28
	Cluster55
	sR40, group-II-D1D4-4, mir-iab-4

	29
	Cluster587
	sR60, group-II-D1D4-3

	30
	Cluster600
	P15, RRE, group-II-D1D4-4, 

	31
	Cluster699
	CRISPR-DR2, IRES_c-myc, group-II-D1D4-5

	32
	Cluster71
	IBV_D-RNA, group-II-D1D4-2, CC3552

	sRNA groups having Rfam hits with Hfq-binding sRNAs

	33
	Cluster10
	isrJ

	34
	Cluster116
	sraL

	35
	Cluster799
	Pseudomon-groES, CRISPR-DR9, sraL

	Rfam hits of other sRNA groups

	36
	Cluster103
	sR55

	37
	Cluster110
	Acido-1, mir-939, mir-671, PrrB_RsmZ

	38
	Cluster120
	sX7, neisseria_FSE, SNORND104

	39
	Cluster126 
	IRES_EBNA, CC0196

	40
	Cluster128
	Hammerhead_II

	41
	Cluster133
	CPEB3_ribozyme, psbNH, Acido-Lenti-1

	42
	Cluster137
	CRISPR-DR47, Hairpin, SNORA51

	43
	Cluster142
	Chlorobi-1, IRES_HepA, Cobalamin, P31, TB10Cs3H1, RtT, 

	44
	Cluster143
	IRES_HepA, Cobalamin

	45
	Cluster14
	PK-G12rRNA, Hammerhead_3

	46
	Cluster158
	AdoCbl_riboswitch

	47
	Cluster164
	PK-G12rRNA, Betaproteobacteria_toxic_sRNA

	48
	Cluster166
	PK-G12rRNA, astro_FSE, P15

	49
	Cluster169
	PrrB_RsmZ, Acido-1, mir-939, SNORA23, Bp1_684, mir-671

	50
	Cluster170
	mir-576, Virus_CITE_1, rliE, snoZ103, mir-395, Pox_AX_element

	51
	Cluster173
	mir-611, ceN65, SNORD48

	52
	Cluster174
	PK-G12rRNA

	53
	Cluster180
	mir-35, Flavivirus_DB

	54
	Cluster182
	P15, RRE, PK-G12rRNA

	55
	Cluster184
	Y_RNA, CC0196

	56
	Cluster185
	snoU89

	57
	Cluster188
	Glycine, BsrG, mir-23, drz-agam-2-2

	58
	Cluster190
	snoZ221_snoR21b

	59
	Cluster194
	snoU89 Corona_SL-III

	60
	Cluster195
	SscA

	61
	Cluster197
	psbNH, mir-924, Tombus_3_III, RNaseP_bact_a

	62
	Cluster19
	TB10Cs1H1

	63
	Cluster200
	mir-554

	64
	Cluster202
	SAM_alpha

	65
	Cluster203
	Virus_CITE_1

	66
	Cluster205
	Acido-Lenti-1, P11, sR60

	67
	Cluster206
	Virus_CITE_7

	68
	Cluster219
	psbNH, mir-924

	69
	Cluster21
	SNORD75

	70
	Cluster220
	SNORA47, mir-877

	71
	Cluster223
	PK-G12rRNA, Retro_dr1

	72
	Cluster225
	PK-G12rRNA, mir-21

	73
	Cluster234
	CC0196, SNORA16, GlsR7

	74
	Cluster23
	CRISPR-DR10, CRISPR-DR9

	75
	Cluster243
	snoZ118

	76
	Cluster244
	SECIS_4

	77
	Cluster245
	CRISPR-DR45

	78
	Cluster251
	PK-G12rRNA, astro_FSE

	79
	Cluster257
	CPEB3_ribozyme 

	80
	Cluster260
	CRISPR-DR2, P36, TB10Cs3H2

	81
	Cluster268
	TB10Cs3H1, Chlorobi-1, ceN49

	82
	Cluster269
	DENV_SLA, S_pombe_snR96

	83
	Cluster26
	PK-G12rRNA

	84
	Cluster271
	HCV_SLVII

	85
	Cluster273
	Moco-II

	86
	Cluster288
	RF_site4, SNORD53_SNORD92

	87
	Cluster295
	U1

	88
	Cluster298
	PK-G12rRNA, astro_FSE, b55, IMES-2

	89
	Cluster303
	HLE, sR51, mir-883, SpR10_sRNA, mir-542

	90
	Cluster305
	P15

	91
	Cluster30
	mir-132, sX7

	92
	Cluster311
	PK-G12rRNA, CRISPR-DR35, TB9Cs4H1

	93
	Cluster318
	Pox_AX_element, snoZ103, rliE, Virus_CITE_1, P27, mir-576

	94
	Cluster319
	IMES-4, plasmodium_snoR21, RNaseP_arch

	95
	Cluster31
	SNORD75, SNORA14

	96
	Cluster324
	PK-G12rRNA, astro_FSE 

	97
	Cluster328
	flg-Rhizobiales, Chlorobi-1

	98
	Cluster330
	sok, mir-650, SNORA47

	99
	Cluster333
	mir-73, CRISPR-DR36

	100
	Cluster340
	snoU89

	101
	Cluster352
	PK-G12rRNA, Retro_dr1

	102
	Cluster354
	HLE, sR51, mir-883, flpD, MIR2587

	103
	Cluster356
	sR24, rncO

	104
	Cluster35
	MIR2118, mir-24

	105
	Cluster360
	mir-367, sn2991, Intron_gpII

	106
	Cluster363
	IRES_EBNA, PK-G12rRNA

	107
	Cluster365
	ykkC-yxkD, TLS-PK6, IRES_mnt

	108
	Cluster36
	RsmY, neisseria_FSE, istR, DnaX

	109
	Cluster370
	Moco-II

	110
	Cluster376
	SBWMV2_UPD-PKb, SpR20_sRNA

	111
	Cluster377
	S-element

	112
	Cluster379
	ar15, psbNH

	113
	Cluster38
	BjrC68

	114
	Cluster397
	mir-23, Glycine, sR34

	115
	Cluster398
	PK-G12rRNA, IRES_EBNA, isrN, rdlD

	116
	Cluster399
	GlsR19

	117
	Cluster402
	CRISPR-DR35, sroH, isrH

	118
	Cluster403
	toga_FSE, sR24

	119
	Cluster405
	HLE, sR51, rliD

	120
	Cluster406
	TCV_H5, Prion_pknot, Dictyoglomi-1, mir-593

	121
	Cluster407
	rncO, PK-IAV

	122
	Cluster411
	sR24, SNORA52, suhB

	123
	Cluster417
	CC0196

	124
	Cluster418
	sR60, CbSR1

	125
	Cluster421
	U6atac

	126
	Cluster436
	toga_FSE, sR24

	127
	Cluster443
	TB8Cs2H1

	128
	Cluster44
	Ms_IGR-2

	129
	Cluster459
	Alpha_RBS, sR5, IMES-4, snoR35

	130
	Cluster45
	RsmY, istR

	131
	Cluster46
	mir-23

	132
	Cluster474
	Chloroflexi-1, BjrC68

	133
	Cluster487
	ClpQY_promoter, isrB

	134
	Cluster494
	LSU_trypano_mito

	135
	Cluster49
	PK-G12rRNA, CRISPR-DR35, sroH, TB9Cs4H1

	136
	Cluster507
	neisseria_FSE

	137
	Cluster515
	PK-G12rRNA, astro_FSE, sobemo_FSE, satBaMV_CRE

	138
	Cluster518
	mir-877

	139
	Cluster520
	IBV_D-RNA, CC3552, HDV_ribozyme, IBV_D-RNA

	140
	Cluster528
	Chlorobi-1

	141
	Cluster532
	CRISPR-DR36, MAT2A_B, MIR159, CRISPR-DR10

	142
	Cluster535
	Dictyoglomi-1, uc_338, SNORA23, mir-1224

	143
	Cluster541
	Virus_CITE_7

	144
	Cluster553
	ykkC-yxkD

	145
	Cluster571
	Glycine, mir-23, FMN

	146
	Cluster595
	Ms_AS-8, mir-887, ROSE_2, BjrC68

	147
	Cluster597
	S-element, L21_leader

	148
	Cluster609
	MAT2A_B, STAXI, isrF

	149
	Cluster618
	WLE3, eiav_FSE, sR24, SNORA65, BjrC68

	150
	Cluster622
	HgcC

	151
	Cluster63
	RsmY, mir-885

	152
	Cluster647
	mir-375, sR60

	153
	Cluster655
	SNORD75

	154
	Cluster65
	GlsR19, asd

	155
	Cluster670
	Cobalamin, IRES_HepA, Hairpin, RSV_RNA

	156
	Cluster672
	astro_FSE, PhotoRC-I

	157
	Cluster67
	CRISPR-DR60, PK-repZ

	158
	Cluster691
	mir-611, ceN65, SNORD48, drz-agam-2-2

	159
	Cluster6
	IRES_HepA, Cobalamin, FMN

	160
	Cluster70
	Acido-Lenti-1, Ms_IGR-8, sR60

	161
	Cluster711
	snoZ248, isrN

	162
	Cluster721
	SNORD95, SscA, Gl_U2

	163
	Cluster746
	fiv_FSE, SECIS_4, IRES_EBNA, psbNH

	164
	Cluster771
	FMN, ceN54

	165
	Cluster779
	Hammerhead_II

	166
	Cluster786
	mir-874, IRES_Cx32

	167
	Cluster805
	mir-344

	168
	Cluster80
	mir-542

	169
	Cluster817
	RsmY, mir-885

	170
	Cluster819
	mir-103, Hammerhead_II, Virus_CITE_3

	171
	Cluster81
	astro_FSE, CRISPR-DR31, MIR1446, mir-BART5, nuoG, eiav_FSE

	172
	Cluster820
	mir-542, mir-883

	173
	Cluster82
	astro_FSE, sobemo_FSE, psaA

	174
	Cluster838
	isrA, sR55, sR60

	175
	Cluster852
	cyano_tmRNA, CRISPR-DR41, TMV_UPD-PK3

	176
	Cluster859
	fiv_FSE, IRES_EBNA

	177
	Cluster861
	SNORD88, Retro_dr1

	178
	Cluster863
	IMES-4, ryfA

	179
	Cluster865
	nse_sRNA, IRES_EBNA, RNaseP_arch, SBWMV1_UPD-PKe

	180
	Cluster877
	fiv_FSE, SECIS_4, IRES_EBNA

	181
	Cluster88
	AdoCbl_riboswitch, mir-29, SNORA14, sR49

	182
	Cluster89
	IRES_HepA, Cobalamin

	183
	Cluster915
	RsmY, CRISPR-DR10, CRISPR-DR36, snoZ30a, istR

	184
	Cluster925
	RRE, P15

	185
	Cluster92
	CRISPR-DR10, CRISPR-DR9

	186
	Cluster937
	isrA, sR60, RF_site5

	187
	Cluster947
	CRISPR-DR10, CRISPR-DR9, PYLIS_1

	188
	Cluster9
	Chlorobi-1, CPEB3_ribozyme






[image: ]
Supplementary Figure S1. Comparison of full-length CsrA and its homolog identified in the present study. A, Structure of full length CsrA [245 nt] retrieved from Rfam database. B, Structure of sRNA predicted in this study with CsrA as best Rfam hit.



[image: ]
Supplementary Figure S2. Five possible structures identified cis-sRNA could attain showing linear region commonly existing on all the structures. Secondary structures of cis-sRNA were determined using molecular dynamic tool Amber.
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Supplementary Figure S3. Figure showing the interaction of common linear region (shown in red) with mcrA mRNA (shown in green)
         


 Supplementary Table S2. Description of interaction shown in Figure S1

	Sr. #
	Parameters
	Values

	1
	Energy
	-8.75300 kcal/mol

	2
	Hybridization Energy
	-11.0

	3
	Unfolding Energy - mRNA
	2.25849

	4
	Unfolding Energy - CLR
	0.00715

	5
	Position - mRNA
	543 -- 549

	6
	Position - CLR
	2 -- 8

	7
	Position Seed - mRNA
	543 -- 549

	8
	Position Seed - CLR 
	2 – 8
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