cko_eutS tttcactttaattcattccggcgeggggttecccecgegettttttatttectect -

sty _eutS gcaccacgatatttatcgttaacaccttcgacagaagtcecttttattttettt-—
eco_eutS$S tttatattcatgcgttgcatatgaaagtttatgcaccacagcgaatatctcectecca—
kpn_euts ggtgagtaaaaaacgctgagcctgectttttaattcecgecgecaatattattttetce
sdy_eutS tttatattcatgcgttgcatatgaaagtttatgcaccacagcgaatatctectceca—
cko_eutS$S tctgl tctgacaaaa
sty_eutS$S tcac tccgacaaaa
eco_eut$S cgcq| tctgacgaaa

kpn eutS$S cccal cgcgctgaaa
sdy_eut$ cgcg tctgacgaaa
A

mpe eat tccctectgeget

pna_eat ccaaaaaccagg

rfe_eat aaaaaagctgcc

buc_eat gtcctttaatga

bur_eat gtcgtttaatga

bvi eat gtcgttttatga

bce eat gtcgtttaatga

bup:eat gtcgattaatga

Bum_eat gtcgattaatga

bth_eat gtcgattaatga

bxe eat ctcgaataatgg

cko TGATAATTCGTCCGCCGAGTCCGC
BLY =——————ememeees e e ———
kpn --CCGGATCACAAACTGAGTCTTTT

cko BTCGTATTGTATGTCAGTCATTATAAAATGARAAARACT
sty QGTCTTTTGTATCTTAATCATTTCAGAAAGAAAATTTAT,
kpn BTCCCCGAGTATCTTCATCAATATAAAATGAARARAAACG

cko GGATAAACTGAGCCAGTTTTTATTTTTGTGAT
sty GGCATARACTGCACCAGTTTTTATTTTTGTGAT
kpn GGGGTAAACTACACCAGTTTTTATTTTTGTGAT

cko GAGATACAGTGTCATTATGAATAGGTTTCATTATTCTTTTGCGCAGTGTTTCAT--TCAA
sty GAAGTACAGTGTCAGGAAAGATAAGTTTTATTACGCTTTGTCGATACGTTTTATCGTCAA

kpn GAGATAGAGTGTCCG---—--—-————- TTAATA--—-—-—- CGAGACAGCTGATTATCAC
cko AACA--—---- GGCGTCATTACACCATTG-————-—-—=-—--—- CGTTGGCATAATGGCGC--
sty TATACCGGTAAGGATGAGTAGATTAACGTCAGATGAGCAACCGCTCAGGCTATTGCTCAC
kpn AACACC----- GCTTTCCTTCACTGACGT—---=-===-—- CATTGTGACGAGTGATGA-
kg =————— GTAACAGGTAATTAAAATTTAATTGTCGTTATGAGCGAGAAAGTGATGCTCATA
sty AGAAATGTAAAACGTAGCACATTATTAATTGTCGTTATGGGTGTGCCGT--ACAGCCATA
kpn --AACGGTAAAAGAAAACATAAAGT-AATACCCGTCG----- ATGCAGGGCGCATCGGCG

cko ACATCAGCCG
sty ACGTAAACC
kpn AAACAAACCG

¢
Figure S2. The regulatory elements in the upstream regions of various bacteria. A. The
upstream region of the eut operon of the Enterobacteriaceae; B. The upstream region of the eut
operon of Betaproteobacteria; C. The upstream region of the cob operon of the Entrobacteriales.
Green — the putative EutR-binding site; red — the putative Crp-binding site; blue — the PocR-

binding sites [8]; purple — the B12-riboswitch [25]; yellow — the EutR-binding site and the PocR-
binding site overlap. The arrow indicates the transcription start site of chid [23]

cko
sty
kpn

cko CGGTAT-TTACCAACAACTTC
sty CGGTGA-TAACCAACAACTTC
kpn CGGTAACTGACCAACAACTTC



