Supplementary tables
Supplementary table 1 - Transcription start sites of Acholeplasma laidlawii

See file Supplementary tables, Table 1 - TSS A.laidlawii

Strand: Strand of the TSS

Position: Position of the first nucleotide of the RNA

Tag: Locus tag of the gene, which the TSS belongs to

Control1-2: TSS coverage under exponential growth (two replicates)
Heatshock1-2: TSS coverage under heat stress (two replicates)

Supplementary table 2 - Transcription start sites of Spiroplasma melliferum

See file Supplementary tables, Table 2 - TSS S.melliferum

Contig: Contig or plasmid ID of S. melliferum KC-3

Strand: Strand of the TSS

Position: Position of the first nucleotide of the RNA

Tag: Locus tag of the gene, which the TSS belongs to

Control1-2: TSS coverage under exponential growth (two replicates)
Heatshock1-2: TSS coverage under heat stress (two replicates)

Supplementary table 3 - Transcription start sites of Mycoplasma gallisepticum

See file Supplementary tables, Table 3 - TSS M.gallisepticum

Strand: Strand of the TSS

Position: Position of the first nucleotide of the RNA

Tag: Locus tag of the gene, which the TSS belongs to

Control1-2: TSS coverage under exponential growth (two replicates)
Heatshock1-2: TSS coverage under heat stress (two replicates)



Supplementary table 4 - Transcription factors of Acholeplasma laidlawii

See file Supplementary tables, Table 4 - TFs A.laidlawii

Supplementary table 5 - Transcription factors of Spiroplasma melliferum

See file Supplementary tables, Table 5 - TFs S.melliferum

Supplementary table 6 - Transcription factors of Mycoplasma gallisepticum

See file Supplementary tables, Table 6 - TFs M.gallisepticum

Supplementary table 7 - Transcriptional control of vihA genes in M. gallisepticum

See file Supplementary tables, Table 7 — vIhA genes

Tag: Locus tag of the vIhA gene

sense coverage: coverage of the respective gene calculated based on all reads

antisense coverage: coverage of the respective gene calculated based on all reads in antisense direction relatively to the gene

GAA length: the length of GAA-tract upstream to the gene

sense unique coverage: coverage of the respective gene calculated based on unique reads only (mapped into no more than one location)
antisense unique coverage: antisense coverage calculated based on unique reads only

Promoter: sequence near respective TSS, -10-box centered (+50 to -44 relatively to the -10 box)



Supplementary materials
Supplementary materials 1 - promoters’ alignments

Putative TF binding site is shown in green, promoter (-10 and -35 boxes) is shown in yellow, putative binding sites of
other TFs if present are shown in grey.

WhiA (ACL RS06640/SPM _004315), sequences in the parA promotor

A.brassicae TAACTTTATCCCCCAGGAGAGACGCTTTTATGTTACTATT
A.equifetale T AAACTTTTTAACATTTTTTGTATGTTGGTGTGCTATGATA
A.laidlawii T CTTTTTAATAAATTTG-TCGTTTCTTATGCTATCATA
A.palmae T CTTTTTAATAAATTTG-TCGTTTCTTATGCTATCATA
A.oculi T AAACTTTTGAAACTTTTTC-CACATTTATATGATATTCTA

* * k Kk kK * k Kk kK * kkk kk * * * ok *
S.melliferum CTATTAATTTTTATTAATTTTACTCATTTTTTAGTACTTT
S.kunkelii CTATTAATTTTTATTAATTTTGCTCATTTTTTAATACTTT
S.eriocheiris cc CTTAAAAATTAAAGCGATGATTAAAAAAGACTATGACTTT
S.syrphydicola TT CCTAAATTTTTAGCAAATTAAAAATAACTTTTGCGACTTT
S.chrysopicola TT CCTAAATTTTTAGCAAATTAAAAATAACTTTTGCGACTTT

* kK kkKkkk*k * * % * % * *kkhkkhkkkkkKkk*k

S.melliferum TCTTTTATTTATAATTAATAACGATAAAAACTATTGGAGATGAAATTA-———
S.kunkelii TCTTTTATTTATAATTAATAACGATAAAAACTATTGGAGATGAAATTA-———
S.eriocheiris TATTTAT-TTATAATAAATATTGGAATAAATAAT TGGAGTGAATTAGAAACA
S.syrphydicola TCTTTCT-TTATAATAAGAATTAGAAAAAAATGGAG- -~ TGAAAAGGCA—-—
S.chrysopicola TCTTTCT-TTATAATAAGAATTAGAAAAAAATGGAG---TGAAAAGGCA—-—

* kk % *kxkkkkxkk K * * kk %k *

ACL_RS01290

CATTCATGTTATAATAATTTAAAGAATAAGAA
TCAACCGTGATATAATAAGTGCATGAGTAAAGA
TCACTCATGTTATAATATAGATGAGGAAGATAA
CACTCATGATATAATATAGAAGAAATAGATAA

Kk kk kK kK * kk Ak kkKkKk*k * *

A.hippikon
A.equifetale
A.laidlawii
A.oculi



ACL_RS06070

A.granularum

A.laidlawii

ACL_RS05980

A.hippikon
A.laidlawii
A.oculi

A.hippikon
A.laidlawii
A.oculi

ACL RS06425
A.oculi

A.laidlawii
A.brassicae
ACL RS03855
A.brassicae
A.oculi

A.laidlawii

ACL_RS02515

A.laidlawii
A.oculi

TTTATTACGGGTTCTATTAATTGACAAACC
TTTTTGCTGGTCTATATTAATTGACAAT

TCAC TT TACAC
TAAC TC TCTC
GTTT GACC TAAC

TACAATTAAACTATAAC
TACAATAA--—-——-—-

* kK K * % * kkhkkhkkhkikkhkkhkkkkkhkkk kAhkkhkkhkhkhrkkhkkhkkkkkhkkrxkhkkhkkxkk X
TAGTTTATATAAATAT AATTATCATTAGA
———————————————— TAATAAGTTATTG
————————— GAATTAT TCAATAGTTATTG

* Kk k Xk Kk Kk Kk kKK *kkhkkkk Kk Kk kk*K *

TATTGTTCATCATACTCATGTTATAATAATAGATGAAAAAACGATTA-————————————
GCAACAATTTTATGTTCATGGTATAATATGACATGGAAAAACGTTTAACATAAGGAGAAA
GAAACGTTTATAAAAACATGGTATAATATCATTTGGAAAAACGATAATATAAAAGG-—-—-—

* *khkkhkk AkrkAkkA Kk * Kk kkkkhkkk Kk K

TTAAATGGTTATTTTAAAGATTTTAAAT
TCCTTTGGTTTTTCTACCGATTTTAAAA
GGATGGTATTTTGAACATCTTTTTTT

* Kk k kKK * kK k kKK * k* % * k kK * % * * kK

-GTATAATGAAAG CAAAAGGA--
TATAATATAAAT TTTTGAGGGA
TATTCTATAAATG TAACAGGAGG
* kk kk  kkkkkkk  kkkkok *
TATATGAATAGAATGTAAAT-AGTGTAT ATTTCAGTGAAATCA
CGGATGTGTATATTGTCAATCCTTCTTTG AAACCACATACCACC
kkk ok k ok kkk Kk ok kK ok kkkkkk kkk kkkk ok * % * *



ACL RS02085
A.laidlawii

A.modicum
A.granularum

ACL RS03205
A.granularum
A.laidlawii
ACL RS06135
A.hippikon
A.granularum
A.laidlawii
ACL RS00415
A.granularum
A.oculi
A.laidlawii
ACL RS02835
A.oculi
A.laidlawii
A.granularum
ACL _RS05200
A.laidlawii

A.granularum
A.brassicae

GAGTTTACAAATCA-—----- TTTTTTATGGCCTAT ACTAATAAG

GTATTTTTATTTGCTTTTTTAAAATAATAGTCTAT ACAAT----

ATGTTTACAAATGCTTA---—-——- AAAATACGTAT ACTAATTAA
*hkx ok K * khkkkhkhkkkhkhkkhkhkk  Kkhkxkk *

TAATTG-TAAATTGATTGATAAAAGTAATATAATT AAACTATTT--
TAATTGTTTGACTTTTAGTAAATTGGACTATAATG CTAATGGT

*khkkAkkkKkk K * K * K * x * kK KAk AkkKk KAhkAkRkhkAkhkhk Kk AkhkAkkhkAkkk K

TAAGTGCTAAATTATTGACTATTATAAAAAAATCAATATAATTGT
TATAGGCAAATTTATTGACAATATTTTTTTTAAATATATAATCAT
CAAAAACAAATGATTTGACATTATCTATAAAAACTATATAATCAT

* Kk k kK kK

* H 3

* * k% * Kk Kk kK * K kkkkKkkhkkkKk Kk kK Kk Kk kK

TTAATATATGTTA----AAATACTATAGATATAT
AAATAATGTGTTACACTTAATTTAC-AAATATAT
TAATTATGTGATACACTTAATCTATAAAATATAT

* *k kk k% * kK * kkkkkkkkKk kK

GTAATTTTAA---
GTATTTTAAGGGA

kK k kK Kk kK

CATATTTTGCGCATAAAATGCATATATGTGGAAAT TAATGTA
CCACAATTTGCCTAAAAATGCATATTGATGGAAAT TAATGTA

CCACAATTTACCAAAAAAAGCATATTCATGGAAAT TAATGTA
*

* x * khkkk KAkhkkkkKk KAKhkkAkkkhkk kkhkhkk Kk kkkk *Ak kA khkkAkkhkhkkhAkhkhkkkx%k

GGGGAGAT

AATAATTCATACAAATAGTATACAATTAAATTATTC
TAAAATTATAATAAATAGTATAAAATATGATTATTCAT
TAATAATCAAATCTTTAAGATAAAATGTAATCGTTAAT G-—————————

* * ok * * % *kk Kk k*x * % Kk k kkkkkkkhkkkkkk




ACL RS01910
A.oculi

A.laidlawii
A.granularum

ACL RS05425
A.laidlawii
A.granularum
A.oculi

ACL RS02790
A.oculi
A.laidlawii
A.granularum
ACL RS03695
A.laidlawii
A.granularum
A.brassicae
ACL _RS03555
A.laidlawii

A.oculi

A.laidlawii
A.oculi

——————— CAAT TATAT T-ATTGTATAATGGT
AAAATACTTTT CTTGTTA T-AATGTATAATAGA
-—-——-ATAAGTT GATATTT TTCATGTATAATAGA

Kk kK ok kK ok koK ok kK Kk kkhkkkkhkkk Kk Kkk  kkkkkkkx K
T GTATTATATCACACAAAATAGAC CG
T GTCTATTTTGTGTGATATAATACT TG
T CTGTATTTTTCATGATATAATAAT T
Kk kkkk kkk  kkokkokkxk Kk kkkkkk  kkx kK

ACAATAAATATATATTTATTATTG TTTTTTGTATAAATAGTGGTATAATTTTTATAA-——
ATTTAGTTTTTTGT TTATTTATATAAATAATGGTATAATTTTTATAATTA
AAATAATTTTAATTAATTATATT TTTATTATATAAATAATGGTATAATTTTTTATAATT

* * Kk kK kkkkkk*k Ak kKA KRkKkkhkkhkk KAk AkhkAkAkhkAkkhkk kK *

—————— AATTTGCTTACG e
TATTTTAACATGT-TATAG TTTGCGTAACTTTATTGTTAAATTT

CATCA-—-—-———— ACAAGGACAT-CTGTTC----TTTT
* *hkx krkkkx K

——————— ATTTTTG ATTTAGTAAAATAC TTGTAAAATGATGAATA

TGAGCATTTTTATAG CTTTATCTATTTAC TTGTAAAAAAGTTTATA

kkk ok kkkkkkk kokkk Kk Kok ok ok ok ok ok ok ok ok ok ok ko k kK Kk *  kkx

CTATAGTTGTAAT TAAGGTGATATAATAAAAATGTCTATTAATTATACATTC
TTTTTGTTGAAAT CATAGTGTTATAATAAAACTGAGATATAAATCGAAATCC

* kK kkkk KkhkkkhkAkkAkAkKhkKA K khkk kkhkkkkhkkkkkkhkKk kK * Kk kK * Kk K



ACL_RS00185

A.brassicae
A.oculi
A.laidlawii

ACL_RS05870

A.hippikon
A.granularum
A.oculi
A.laidlawii

ACL_RS02340
A.granularum
A.laidlawii
A.oculi

ACL RS02740
A.brassicae
A.oculi
A.laidlawii
ACL RS06835
A.hippikon
A.laidlawii
A.granularum
ACL RS03765
A.laidlawii

A.granularum
A.modicum

TTAAGATGATT TTTTAAGATTGT
AGAATATAGTTG TAAAAAATAAGA
AAAATATAGTTG TCGATA

kk Kk kKk Kkk khkkkk Kk kK *

TTTATGAAAAAGTTTTCATAATGTTTCATAATTTG
ATTATGAAAATTTTTTCATTTTGTTACATTTAGT
TTTTATGAAAATTTTTCATTTTGTTTCATAACAT
TTTATGAAAGTTTTTACATTTTGTTACATTACAT

* * * * *kk Kk *k Kk kk Kkkk * Kk Kk Kk kKK

TCTTATGTTATAATT
TTTTATGATATAATT
TTTTATGATATAATC

ATATATGATATAATT
kkk kk ok kkkk kkkkokk

T TGTGGTATTAT -
AT TGTGATATTAT A
AG CTATGATATACT C

* Kk Kk Kk

*khkAkkkKk Kk kKK khkkhkk kAkkk Kk kkkkKk * Kk Kk Kk *kkkkKk KKk

TTTAACACACAACATTTTCTTATTGACAATAT
TTATTTTTTTAATGTTTTTTATTTGACAATAT GTATAATAAAAAT--
TGTATTTTATAATGTTATTTATTTGACAATAG GTATAATTAAAAATG
*

* % **x Kk K kkkkhkkkhkkhkkk KAhkhkkkhkhkkkhkhkkk k) *kkkkxk*x *

CTATAATAA---—-—-—

—-——--CCTTAAGAAAGTTTGAAGTTTATCTTTGACT
TAGGTTTTTATTTTTATTTATTATATTACTTGAC

CAATATATAATAT
CGACATATAATAT
CGCCGTATAATAT

*kkk kK Kk kK Kk *kkk kK Kk kK

TTTTGTTTAGATATATTTAACTATATTACTTGAC

Kk kk*x Kk*k

* % **x % * *

AGTTGGTGTCGTAAAAGATTATATAGATT A--—--ATCAAGTTTATAATT

--AAAATATTTTAAGAAAACACATTGACAG GAGATATATAATTAACATAT
ATTTGTAGATATAAATTACTATATTGACAG CAACTGTATAATTAATACAT
* ok x I *hkx ok * Kk kK Kk Kk K



ACL_RS03730

A.laidlawii = @ ———————————————— TTACAAAAT TAATAGAG CTTACAGTGATAAG
A.oculi TAAATCTATAAACAAATTAAAATTT TAAT TTATAAAAAGAGG-
kkk kk Kk kkkkkkkkkkk Kk kkkxkk ok *

ACL_RS06235

A.hippikon GTTGTTTTTATTGACTCCGCA---—-—— GTTTATTGTGATACAATATATCT
A.laidlawii CATATAACTATTGACACAAGAGAAAAACAATAATATAATAAATATACAACG
A.oculi CATATAACTATTGACACAAGAGAAAAACAATAATATAATAAATATACAACG
A.brassicae CATATAACTATTGACACAAGAGAAAAACAATAATATAATAAATATACAACG

* K * Kk kX * * *k k kK kkk k% XKk k kK Kk kK

ACL_RS07175

A.laidlawii GTGGTAAAATAC--ATCTAAAGTGTTCTAC TTATAAATTC G
A.granularum TTGGTAAAATGAGGCTATAAAAAACATTGC TGCTCATAAC TTG

* kkkkkkk*k * kK kk*k * Ak kkkkkhkkkkhkkx * *kkhkkkkkk kkkk *
A.laidlawii ATAAACCTTGCTACTTTAAACTAGGTTTTTGTAAAATCTAGA
A.granularum AATTTACTTTATTAAAAAA--ATATTTATATTAAACTCTAGA
* * k% * * % *k*  *x *kkhkkkkk Kk kkx
ACI,_RS04235
A.laidlawii ~  —-==-==———-- ATTGTGAC TAGTGAAAGGAGTAA
A.oculi ATAACATTAAAAATGAAC TAATGATCGGG-—-—--

A.granularum ATATCAAAACAAAACAAC TAATGAA-———————
*

khkkkhkkkhkkhkkkhkkhkk *kkhkkkkkhkkkkk k)%

ACL_RS05305

A.laidlawii CTATTTAT TAAT TCAATTATAATGTAA
Lachnospiraceae bacterium CAAAAAA TATC TATGATACGA----—
Olsenella sp. oral taxon 807 TCTCAAG TATG CATGTTATCC-----

*kkkkKkk k%K * k% * * K




ACL RS04610

A.laidlawii

Blautia hansenii
Eubacterium siraeum

ACL _RS03655
A.oculi

A.laidlawii
A.granularum

ACL_RS05490

A.laidlawii

Carnobacterium pleistocenium
Carnobacterium inhibens

ACL_RS06565

A.oculi
A.laidlawii
A.granularum

ACL _RS06770
A.multilocale
A.laidlawii
A.granularum
ACL RS00230
A.oculi

A.laidlawii
A.granularum

GGAGAT CATTAATTTCGTAT

TGGACAT TGTCAAAATATATTG

ACCGG TTATCTATAAATTTGC
*  kokkkokkk * Kk kK Kk kK Kk * *

TAAAAATAGAGTTATTTTTGATT

TG CGT-A-TTTGTGATAGAATAA
ACACAATAGAGTTAATTTTCAAG GGG GAT-ACTTTATGATACAAT--
ACACAATAGAGTAAAAATTGATG CGT CATTAATTTATGATAATATAT

* kkkkkkkk K *x X Kk kkkk Kk * kK kkk kkkk*k * *

* Kk Kk k%

Kok Kok koK ok *okxk Kk
TATTCACT ACTAA TGGA
ATTACACT GGTAG TAGT
CATATACT CTAG TGAT

* khkkhkk AhkhkAkkkAkAkkkAk Kk kK Xk kk ok Ak kAkKkAk Ak AKX

GTAAGCACTTAAAAGTGCTATACTTA

GATA---AATGTGCGTGATATAATCA

TATGTTATGAATATGTTATAATCT
* *

**x kkxkk K

* kK

* x K

ATGGGTAATAGAG,

ATATATAAAT

TCATAAAAATAGTGTTACAATAAGTTTGCTACGAGATA
TACCTAATTTAGTGATACAATGTATATGCTAAT-————
AGAAGTAAATAGTGATACAATGTATTTGCTAATAGAGG

* Ak kkkKkkKk Kk * khkkkk khkkkk*k * kk Kk kK




SPM 001160

S.eriocheiris
S.melliferum
S.citri

SPM 001085

.eriocheiris
.poulsonii
.melliferum
.citri

n n n n

SPM 001110

S.poulsonii
S.citri
S.melliferum

SPM 004435

.eriocheiris
.kunkelii
.melliferum
.poulsonii

n n n n

SPM_ 003420

S.eriocheiris
S.melliferum

TATAGTAAACTCTTATATT-—-———--—
TGCATTATAATTTTTAATAAAGGA
TACATTATAATTTTTAATAAA———

*x K

TGTAAATTTTACCGACT
TGTAATTTTTTTATT
-—-—-ATTTTTTTACTG

* Ak KKk khkkhkk Akhkhkkhkkhkhkk Kk KAk Akkk k%

TATAAAAGTTTAATGTAAAATTATTACAGGGATTC
TCTAATATGTTGTAAAATAGAAATAGTTGATATT
CATAATATGTTGTAAAATAGAATTAGTTGATATT
CATAATATGTTGTAAAATAGAATTAGTTGATATT

*k Kk Kk * % * K * * * kK

-—-—-GTTTTATGTT G CAAAGGATTTATAATAAGGATGGTGA
TT-——-——————= - TAAGATATAATTACAGT-----
GTTATTTTATGTT G TAAGATATAATTACAATT----

khkkAkkkhkk Kk Kk AkkkAkkkAkkhkAkk KKK * *kkkkkk Kk *

* kkkk KkkhkkkkkKk

ATTATTGATATTTTTACATTTTTCCCTATAATTAACTTAAATGAAAATTAAAAAACAAA
ACTATTGATATTTTTTTTGTTTTTTTTATAATTAAT-GTTGCCATAATTTAAAAA-———
ACTATTGATATTTTTTTTGTTTTTTTTATAATTAAT-GTGGTCGTAATTTAAAAAC
-———TTGATATTTTTTTTGTTTTCCCTATAATTAAT-GTGGTTGTAATTTTAAAACAAA

Ak kkkkkkkkk * Kk kX kK k kK Kk kK Kk * Kk kX * Kk kX

TTGATAAT TTTTAGTAAAT
TTAATTTAT TAAAAAAGATA

* Kk kK khkAkkkhkkhkkk kK k% *

kkkkhkkkhkkAkkhkhAkkrkkhkkAkkxkkkkk k%



SPM 003510

S.poulsonii TTTTATTTGTATAATTAATAA
S.citri TTTTAATTATATAATTATAAA
S.melliferum TTTTATTTATATAATTATAAA
S.kunkelii TTTTAATTATATAATTATAAC
Xk KAk AkAkkk kAKX kKK * kX Ak kAkAhkKhkAKk KAAkhkkhkAkKk kK KAAkAkKk kAKX K *

SPM 005475
S.kunkelii --ATATTTTAAAAAATGTGTATTATAATCATG CAGGAG—---
S.melliferum  ------ TTTAAAAAATGTGTATTATAATCAAG CAGGAG—---
S.citri TTATATTTTAAAAAATGTGTATTATAATCAAG CAGGAGATA

KAk kA kA A hkhkAkhhkhkhAhkkhkhAkhrhkhhAhkhkx (khhhkhhkrkhkhkhrhkhkhkrkhkhkhrhkhxkhkkx*x*k
SPM 001155
S.melliferum GAATAAATTT GCTTATATAAAAAACTATTTAACTATTAAATTAACAAGATAATTATAGAAG
S.poulsonii AAGTATTTTTTATTGATTTCCAAT ———————————————————————— TTAAAATTAATATTATGAGAAGTAAAG

* k% * Kk % * k Kk kK * k k% * Ak kkkkk X *k*  Xx * * kX
SPM 000505
S.poulsonii AGAAAATAAG AAAAGAAGATATTATTTTAAATAAAATAATATAAGTTATC
S.melliferum TAAAAATAGC TAG-AAAGAACTTATTTTAAATAAGATGTTTTCTTTT---

* kk Kk Kk Kk kAhkAkhkkkkKkkk*k K * Kk Kk x kAhkkhkkhkkhkkkkkhkkkkk k% *x ok * %
GCW_02090
M.gallisepticum AATAATT AAGCA GCAATT TTTTTAT-————————
M.imitans AATAATT GCAG GCATTT TTTTTATCTATATATG
kKA Ak khkhkkhkhAhkkhkhhkh K*hkhkkhkhkhkh *,hkkhkhkhkkhkkhhkhk *khkhkhrkhkhkhArkhk kkhkhkx*x%

GCW_02350

M.hominis GTTTT TAGTTAAG
M.gallisepticum GATTTTGA

* Kk Kk kK * kk*x *x



Supplementary figures

o~ —

Afce
-10 box

Supplementary figure 1. Structure of vihA genes promotor. Arrow indicates TSS position, -10-box shows alternative sequence instead of consensus
TATAAT.



