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Abstract

Background: Formation of alternative structures in mRNA in response to external stimuli, either
direct or mediated by proteins or other RNAs, is a major mechanism of regulation of gene
expression in bacteria. This mechanism has been studied in detail using experimental and
computational approaches in proteobacteria and Firmicutes, but not in other groups of bacteria.

Results: Comparative analysis of amino acid biosynthesis operons in Actinobacteria resulted in
identification of conserved regions upstream of several operons. Classical attenuators were
predicted upstream of trp operons in Corynebacterium spp. and Streptomyces spp., and trpS and leu$
genes in some Streptomyces spp. Candidate leader peptides with terminators were observed
upstream of ilvB genes in Corynebacterium spp., Mycobacterium spp. and Streptomyces spp. Candidate
leader peptides without obvious terminators were found upstream of cys operons in Mycobacterium
spp. and several other species. A conserved pseudoknot (named LEU element) was identified
upstream of leuA operons in most Actinobacteria. Finally, T-boxes likely involved in the regulation
of translation initiation were observed upstream of ileS genes from several Actinobacteria.

Conclusion: The metabolism of tryptophan, cysteine and leucine in Actinobacteria seems to be
regulated on the RNA level. In some cases the mechanism is classical attenuation, but in many cases
some components of attenuators are missing. The most interesting case seems to be the leuA
operon preceded by the LEU element that may fold into a conserved pseudoknot or an alternative
structure. A LEU element has been observed in a transposase gene from Bifidobacterium longum, but
it is not conserved in genes encoding closely related transposases despite a very high level of
protein similarity. One possibility is that the regulatory region of the leuA has been co-opted from
some element involved in transposition. Analysis of phylogenetic patterns allowed for identification
of ML1624 of M. leprae and its orthologs as the candidate regulatory proteins that may bind to the
LEU element. T-boxes upstream of the ileS genes are unusual, as their regulatory mechanism seems
to be inhibition of translation initiation via a hairpin sequestering the Shine-Dalgarno box.
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Background

Formation of alternative structures in 5'-leader regions of
mRNAs is emerging as a major mechanism of gene regula-
tion. There exist several possible variants of this mecha-
nism whose common feature is the competition between
two structures, one of which represses gene expression via
premature termination of transcription or inhibition of
translation initiation (reviewed in [1-6]). The energeti-
cally or kinetically more favourable structure forms by
default, whereas the other one is stabilized by binding of
a regulatory protein, tRNA, or a small cofactor, or is
formed co-transcriptionally, as in classical attenuators.

RNA regulatory elements have been studied mainly in
gamma-proteobacteria (Escherichia coli) and firmicutes
(Bacillus subtilis). Computational analysis also has been
mainly restricted to proteobacteria [7,8] and firmicutes [9-
12]. Recently a new class of regulatory elements, ribos-
witches, has been described. These elements are highly
conserved and were found in all major taxa of bacteria, as
well as in some eukaryotes and archaea [13,14]. Compar-
ative genomic analysis has played a major role in the dis-
covery and analysis of T-boxes [9,15] and most
riboswitches (reviewed in [4,5]). Several groups per-
formed large-scale search for new RNA regulatory struc-
tures [16,17]. Analysis of RNA-based regulation often
leads to non-trivial functional assignments for hypotheti-
cal genes and filling gaps in metabolic reconstruction (e.g.
[11,14,18,19]).

Here we performed comparative analysis of candidate
RNA regulatory elements in genomes of Actinobacteria.
There are few known attenuators in these genomes. Those
that have been experimentally studied are attenuators of
the trp operons in Corynebacterium glutamicum [20] and
Streptomyces venezuelae [21]. Studies of attenuator-like
structures upstream of the ilvB and leuA genes of Strepto-
myces coelicolor produced somewhat ambivalent results.
Indeed, although candidate leader peptides and alterna-
tive RNA structures were found upstream of the ilvB and
leuA genes, reminiscent of the classical attenuators, the
mutation analysis demonstrated that the regulatory mech-
anism is not attenuation in the strict sense: mutations in
candidate regulatory codons in the leader peptide of the
iluB gene had no effect on regulation, and, although muta-
tions in the leader peptide of leuA had some effect, it was
not consistent with classical attenuation [22]. Computa-
tional analysis identified several types of riboswitches:
THI-elements [14], RFN-elements [18], B12-elements
[19], all of them regulating genes of cofactor metabolism
by sequestering the Shine-Dalgarno box and start codon,
and interfering with initiation of translation.
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Results and discussion

Following an approach described previously [8], we sys-
tematically analysed the upstream regions of amino acid
biosynthesis and aminoacyl-tRNA synthetase operons.
Candidate regulatory structures were found upstream of
genes involved in tryptophan, cysteine, and leucine
metabolism. Candidate T-boxes were observed upstream
of isoleucyl-tRNA synthetase genes. No conserved struc-
tures were observed upstream of genes from other amino
acid biosynthesis pathways.

Tryptophan

The trp operons are preceded by classical candidate atten-
uators in all considered genomes of Corynebacterium spp.
and Streptomyces spp. (Fig. 1). The leader peptides have
double or triple repeats of regulatory UGG codons. All ter-
minators are GC-rich and followed by poly-U-tracts. The
antiterminator and terminator hairpins in all genomes
contain complementary triples gGCC-rGCy-GGCC where
absolutely conserved positions are set in capitals. This is
analogous to the situation in proteobacteria, where the
patterns involved in multiple interactions within attenua-
tors are conserved at large evolutionary distances [8]. In C.
diphteriae, candidate attenuators were found upstream of
both biosynthetic operons trpB,EDGC and trpB,A. A can-
didate attenuator was found upstream of the tryptopha-
nyl-tRNA synthetase gene trpS, in S. avermitilis.

Cysteine

The upstream regions of the cys operon in Mycobacterium
spp. and Propionibacterium acnes and the cbs gene of Bifido-
bacterium longum contain short open reading frames
encoding candidate leader peptides with runs of cysteine
codons near the stop codon (Fig. 2a). The upstream
regions of Mycobacterium spp. are very similar and can be
aligned (Fig. 2b). However, they do not contain any con-
served hairpins that could serve as terminators of tran-
scription. One possibility is that this region contains rho-
dependent terminators similar to the situation in the tryp-
tophanase operon tna of E. coli [23]. Indeed, Mycobacteium
spp. have few rho-independent terminators [24,25]. On
the other hand, all Mycobacterium genomes contain the
components of the rho-dependent termination mecha-
nism, rho, nusG, nusA, nusB. The region between the can-
didate leader peptide ORFs and the first genes in the cys
operons contain polyY motifs that could serve as Rho-
binding sites [26-28]. However, these motifs are not con-
served, and thus this prediction is rather weak.

The cysteine operons in M. avium and M. leprae contain
additional hypothetical genes, MAP2122 and ML0840
respectively, that are 62% identitical but have no other
reliable homologs.
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a)

Bacterium Locus Gene Gene coordinates Protein

C. diphtheriae  NC_002935 trpB1 2456701..2458032 NP_940652
trpB2 2465139..2466365 NP_940660

C. efficiens NC_004369 trpE 3052837..3054504 NP_739478

C. glutamicum  NC_003450 trpE 3233404..3234960 NP_602223

S. avermitilis NC_003155 {trpS2 complement(5757496..5758491) NP_825902
trpE1  complement(7320283..7322268) NP_827260

S. coelicolor NC_003888 trpE 2276703..2278607 NP_626374

b)

Bacterium Operon Leader peptide

C. diphtheriae trpB1EGDC1 2456514 ------ MNAHNWWWRA - - - - - 2456543

C. diphtheriae trpB2A 2464983 ----- MNAAFKFWWRA- - - - - 2465015

C. efficiens trnEGDCBA 3052621 VNNFCQSQGTQWWWRAR---- 3052671

C. glutamicum troEGDCBA 3233152 VNNSCLSQSTQWWWRAN---- 3233199

S. avermitilis trpS2 5758647 ---MTTRTCTQQOWWAA----- 5758609

S. avermitilis trpE1 7322414 ---MFAHSIONWWWTAHPAAH 7322361

S. coelicolor trpE 2276540 ---MFAHSTRNWWWTAHPAAH 2276593

c)

Bacterium Operon Attenuator

C. d.iphthen'ae frpB 1EGDC1 uggugguggcgcgouuaacc . gecgggaoo . guuuu. . . cacgcauucauuuc .

C. d!phthen'ae trszA uucugguggcegogocuageaggogggooccuuuugugugagoauucaccaca

C. efficiens trpEGDCBA uggugguggcgogouagauaagogggoocacggaucaccaaguuguuuucac

C. g!utamfcum ff’pEGDCBA uggugguggcgogouaacuaagegagocugacaccucaaguuguuuucacuu

S. avermitilis f!’pS2 caguggugggccgoouga . cggod. goeocguacacacguauguacuc. ... . .

S. avermitilis trpE}l uggugguggaccgoucauccggeg . geccacugacugogogu. - ... ... s

S. coelicolor trpE uggugguggaccgoucaccoggag. goccacugacugaegoegag. - e s

S venezuyelae trpE uggugguggaccgoucacacggeg. geccacugaucgegogu. v ...

C. diphthen'ae ............ aac..aggcucgecuugucca. . . .ac.aagcagegggecuuuuuguuagoe

C. d.iphrhen'ae .caacuuuuggaaacacaageccgeguall. « v v e v e v et e ¢.gcgggouuauuucguauau

C. efficiens .acugaagauuu. . . caaggcoucguguacuucguucgacgaagcagegggeouuul . gugguuca

C. gfutamicum . .ugaugaauuuuuuaaggeucgu. . acuucguucgacgaagaagegggecuuuu . gugguuuuu

S. avermitilis @ e, EEelo(s [s]elss]ol= [el1s NN cggoggooguucucguuucuc

S. avermitilis .acgcaagacuucgoegaaggeagee. - ..o w e v a el .. gaggggaggaouuucguguuuccg

S. coelicolor ..acucaagacucgegaaggecgoce. L. a e e s gaggggoggoocuucgguguuuucg

S. venhezuelae acacggaucacacgcacaggeoglal. . v e gaggggoggoouuucucg

Figure |

Leader peptides and candidate attenuators upstream the trp operons in Corynebacterium and Streptomyces
spp- 2) Coordinates and protein identifiers of the first genes in the operons. b) Alignment of the leader peptides. The numbers
denote genome positions of the aligned fragments. c) Alignment of the attenuators. Tryptophan and stop codons are shown in
bold. The terminator hairpins are highlighted in grey, the antiterminator hairpins are underlined. The alignment contains frag-
ments between the tryptohan codons and the terminator hairpin followed by poly-U-tracts. The numbers denote genome
positions of the aligned fragments.
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a)
Bacterium Locus Gene Gene coordinates Protein
M. avium NC_002944 MAP2122 2351330..2352622 NP_961056
M. bovis NC_002945 cysK1 2586392..2587324 NP_856011
M. tub NC_002755 cysK 2604640..2605572 NP_336875
CDC1551
M. tub H37Rv NC_000962 cysK 2608794..2609726 NP_216850
M. leprae NC_002677 ML0O840  complement(997285..998589) NP_301634
M. marinum gnl|Sanger_216594|mar22d05.p1c  cysK complement(136548..137477) (unfinished)
P. acnes NC_006085 cysK 1047389..1048324 YP_055674
B. longum NC_004307 cbs 1006495..1007721 NP_696325

b)

Bacterium Operon Leader peptide

M. avium XcysKE 2351124 MQHRLQPRFAPSRCLVVACCCCCCR 2351177

M. bovis cysK1E 2586122 MQQAIQLRFILPRRLAVGCCCC--- 2586187

M. tub CDC1551 cysKE 2604371 MQQAIQLRFILPRRLAVGCCCC--- 2604436

M. tub H37Rv cysKE 2608526 MQQAIQLRFILPRRLAVGCCCC--- 2608591

M. leprae XcysKE 0998791 MHQSTQPRFVFTRRFTVDCYCRCC- 0998742

M. marinum cysKE 0138059 MQQAAQLSFVLTRCPAVDCCCC--- 0137994

P. acnes cysK 1047061 MTSAMMVCICRCCC- 1047102

B. longum cbs 1007876 MQIISCCCR- 1007850

c)

RES Start

M. avium uauvaguggugacaugcaacaccgccuacagccgaogouuu

M. bovis, tub uauagugggcccaugcaacaggccauacagcugecgocuuu

M. leprae uauaguggaccuaugcaucaguccacacagccacgcuuu

M. marinum uauaguagagccaugcaacaggcecgcacagcugagocuuu

Cys tract

M. avium gccoccgucgogougoecuugucguggocuguuguugcuguuguugucgu

M. bovis, tub auccucccgcgccgecucgeccgugggocuguuguuguugua. ... . . . .

M. leprae gucuuuacgcgccgcuuuaccguggacuguuauugucgouguuge. . .

M. marinum guccucacgcgcougccoccgocguggacuguuguuguugeugu. . . . . .

Stop and putative Rho binding site

M. avium ugAUUUCCgcaaGCCCUCugacgcuguagaaAUCCCCgegcucGCCCCUgeccg

M. bovis, tub ugAUUCCUg .gcguccacagcaAlUUCCUcgcGCUCUUgecccg

M. leprae ugAUUCCUgac . ACCUUUuaacGCUCUCagcaaaucauucacGUUCUCgecua

M. marinum ugAUUCCUgac . gcguucugaccguccaguaaucgucGCCUCUgucgeccucaugg
Figure 2

Leader peptides upstream the cys operons in Mycobacterium spp. and P. acnes and cbs operon in B. longum. a)

Coordinates and protein identifiers of the first genes in the operons. b) Alignment of the leader peptides. The numbers denote
genome positions of the aligned fragments. c) DNA alignment of the leader peptide genes. Start, cysteine and stop codons are
shown in bold; candidate Rho-binding sites are shown in capitals.

Leucine

The upstream regions of the ilvB genes (operons ilvBNC,
ilvBHC, ilvBserA,) in Corynebactecterium, Mycobacterium,
Streptomyces species contain short ORFs with runs of iso-
leucine, valine and leucine codons overlapping the candi-

date terminator hairpins followed by polyU-runs (Fig. 3).
However, the exact mode of regulation is not clear, as
experimental substitution of possible regulatory codons
upstream of the ilvBNC operon in S. coelicolor had no
effect on regulation or expression of ilvB [23].
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a)

Bacterium Locus Gene Gene coordinate Protein

C. diphtheriae NC_002935 ilvB 1082013..1083971 NP_939459
C. efficiens NC_004369 ilvB 1432330..1434327 NP_737975
C. glutamicum NC_003450 JlvB 1338131..1340011 NP_600493
M. tuberculosis H37Rv NC_000962 ilvB complement(3361127..3362983) NP_217519
M. tuberculosis CDC1551 NC_002755 lvB complement(3355506..3357362) NP_337598
M. bovis NC_002945 jlvB1 complement(3317745..3319601) NP_856673
M. leprae NC_002677 ilvB complement(2044335..2046212) NP_302166
M. avium NC_002944 jlvB1 complement(3379032..3380900) NP_961972
M. marinum gnl|Sanger_216594|mar755h11.p2k1114  complement(164709..166565) (unfinished)
S. avermitilis NC_003155 jlvB complement(3354433..3356283) NP_823909
S. coelicolor NC_003888 ilvB 6003117..6004958 NP_629647
b)

Bacterium Operon Leader Peptide

C. diphtheriae ilwvBHC 1081747 MNIIRLVVITTRERLP 10817851
C. efficiens ivBHC 1432212 MTSIRPVVIVAARRLP- 1432259
C. glutamicum ivBHC 1337840 MTIIRLVVVTARRLD 1337884
M. tuberculosis H37Rv iIVBNC 3363152 MDKAGKPGMLVVIGRRVGA 23363096
M. tuberculosis CDC1551 iIVBNC 3357528 MDKAGKPGMLVVIGRRVGA 3357472
M. bovis ivB1INC 3319767 MDKAGKPGMLVVIGRRVGA 23319711
M. leprae iIvBNC 2046378 MLVVICQRVGGE 2046346
M. avium ivB1N 3381051 MLVVI-RRVGA 3381022
M. marinum ilvB 166742 MDTAGTPGKLVVLGRRVVA 166686
S. avermitilis ilvBNC 3356481 MRTRILVLGERVG 3356443
S. coelicolor ivBNC 6002909 MRTRILVLGKRVG 65002947
c)

Bacterium Terminator

C. diphtheriae aaaagcg...cooucgacag. . . . caccacacaugougagegggggouuucouuau
C. efficiens caa.gcg. ..cccucgacaguacocaccacagugouguuuegagggocuuuguugu .
C. glutamicum caa.gcg. ..cccucgacaacacucaccacaguguuggaacgagggouuucuuguu
M. tuberculosis caacgog. .accoucgugeageagc. .. ... ugagouggadga . ggguuuuuucuu
M. bovis caacgcg. .acccucgugcageagc. ... . . ugageuggaga . ggguuuuuucuu
M. leprae caacgcgcaaccoucgugcagouag. .. . . . ucagouguaoga . ggguuuuuuguu
M. avium caacgcgcaaccoucgugcageaca. - - . ... .. agougueg . gggguuuuuuguu
M. marinum caacgcgcaaccoucgugcageagd. - ... .. cugagcugacg . gggguuuuuuguu

S. avermitilis
S. coelicolor

Figure 3

cggogogougaacucgouugaea
cgacgcgougoccucgouugea

ucacggcacgagggguuuuuuguu
uuacggcacgagggguuuuuuguu

Candidate leader peptides and terminators upstream the ilv opreron in Actinobacteria. a) Coordinates and pro-
tein identifiers of the first genes in the operons. b) Alignment of the leader peptides. The numbers denote genome positions of
the aligned fragments. c) Alignment of the terminators. The terminator hairpins are highlighted in grey.

Classical candidate attenuators were found upstream of
leuS (leucyl-tRNA-synthetase) in S. avermitilis and S. coeli-
color. Each of them contains an ORFs encoding the leader
peptide, as well as the antiterminator and terminator hair-
pins (Fig. 4).

Sequences upstream of the isopropylmalate synthase
genes leuA contain a number of candidate regulatory
sequences, together named the LEU element (Fig. 5, 6).
Firstly, there is an upstream ORF encoding a candidate
leader peptide with a run of leucine codons (Fig. 7).
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a)

Bacterium Locus Gene Gene coordinates Protein

S. avermitilis NC_003155 JleuS 6661895..6664783 NP_826665
S. coelicolor NC_003888 [euS complement(2775536..2778436) NP_626809

M R A V R L

L § E P R

S. avermitilis 6661741 augcgugccodguacgccuucugeuuagegageogegougaucagoocagaccacugacga

S. coelicolor

S. avermitilis
S. coelicolor

Figure 4

2778624 augcgugccguacgccouucugcocuuagcgagecgecgeougaucagucccgaccccgguegu

. .uuc.guggucggaaucggcgcggcgueccccuccugugocgagggguuuuuucauu 6661852
aguccgguggcecggaaucggcegaeggoguecccuccugugegaggggauuuuucauu 2778510

Candidate attenuators upstream the leuS opreron in Streptomyces spp. a) Coordinates and protein identifiers of the
leuS genes. b) Alignment of the attenuators. Start, leucine and stop codons are shown in bold. The terminator hairpins are high-
lighted in grey, the antiterminator hairpins are underlined. The alignment contains fragments between the leader peptide ORFs

and the terminator hairpin followed by poly-U-tracts.

Secondly, this region may fold into a pseudoknot with an
additional stem at its base formed by pairing of the leu-
cine codon run with the Shine-Dalgarno box of the leuA
gene (Fig. 5, 8). Finally, the same region may form an
alternative hairpin with the same base stem (Fig. 6).

A similar pseudoknot was found in B. longum within a
gene encoding a transposase. The latter is homologous to
the 1S1554 transposase of M. tuberculosis and M. bovis
(66% identity), a putative transposase in C. efficiens (40%
identity), putative IS256 family transposases of S. avermi-
tilis (31% identity), hypothetical protein MAP2274 of M.
avium (29% identity), and some other putative trans-
posases from B. longum, C. efficiens, M. tuberculosis, M.
bovis, R. xylanophilus, S. avermitilis, S. coelicolor (Fig. 9a).
However, only the B. longum transposase contains a frag-
ment that may fold into the pseudoknot (Fig. 9b),
whereas other transposases, although highly similar on
the protein level in the corresponding region, contain a
number of non-complementary mismatches in synony-
mous codon positions and thus have lost the pseudoknot
folding potential.

T-boxes

Candidate T-box structures were found upstream of the
ileS genes from several Actinobacteria. They are unusual,
as instead of terminators, they contain hairpins sequester-
ing the Shine-Dalgarno boxes of the ileS genes (Fig. 10).

Thus it is likely that the regulatory mechanism involves
inhibition of translation initiation. To our knowledge,
this is the first example of a T-box acting on the level of
translation.

Conclusion

Candidate regulatory elements were found upstream of
genes involved in the tryptophan, cysteine and branched
chain amino acids metabolism. No conserved RNA regu-
latory structures were observed upstream of histidine,
threonine, phenylalanine, tyrosine, arginine, lysine,
methionine operons, although orthologous genes
involved in the latter pathways are regulated on the RNA
level in other species: methionine and lysine by the S-box
and L-box riboswitches respectively [3-5], histidine,
threonine and phenylalanine by attenuators [7,8], tyro-
sine and arginine by T-boxes [12].

Attenuators of the classical type were observed upstream
of the aminoacyl-tRNA-synthetase genes trpS and leuS in
some Streptomyces genomes, similar to those observed in
gamma-proteobacteria, (e.g. the pheST operon) [7]. In
contrast, in Firmicutes, most aminoacyl-tRNA-synthetase
genes are regulated by tRNA-dependent antitermination
(T-boxes) and none by classical attenuation [2,9,15]. No
classical T-boxes were found in Actinobacteria, but unu-
sual T-boxes, possibly regulating initiation of translation,
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Figure 5

C. diphtheria cuucuceuucuu. . . . .. cgccogeggeggguaacaggouuaacguccacuua
C. efficiens gcucuucuucuu. . . . . . cgccogeggogggquaccagaggucauaa. ... . .
C. glutamicum cuacuucuucuu. . . ... cgccogeggegggquaccagaggucuuaa. ... . .
K. radiotolerans aaccuccuccuuc. ..qucgecgdeggegggaaCad. v« v v v v v v n . -
M. avium cgggugeuccuccucggacgoecgedgacgggguougaul. « .o e v v v n ..
M. bovis cgggugeuccuccucggacgoecgedacgggauougat. v v v v e e v n ..
M. leprae cagguacuccuccucgaacgoecgegacggggueudgatl. « . . v e ..
M. marinum cgggugeuccuccucggacgoecgedacggggaougat. « v v v v e v e v n . .
M. smegmatis cgggugeuccuucucggacgecgeqggeddgd . « - - - . - - gucuga. ......
S. avermitilis gggecugeuccuccuuagougecgeggegagggocuguaag .« ... ... . .
S. coelicolor gggecugcuucuccuuagceugecgeggegagggocuguag. - oco.o. e n . .
T. fusca gagecugeuccugeuuagoggecgedgedggggyoCcgauaa. oo v e n . .
L. xyli ggceugauucucocuuageugaecgegacgaaucCuaad. « v v e e v v n . .
N. farcinica cgggcucuucuucucggecgecgeqgacgggquiugall. « v v v v e v v v n . .
A. naeslundii gugagceuecugecuuagucgecgcggeggggCCUTas s v rv v v v v e v v v s
B. longum ggcguggauecuggagggcggecgegacgug. . CUgggC. v v v e v v v v v n .
Cd cacacagccggcuc. ccogucgeggaguucu. «.o. .. . aguguagecggeug. - ... . ..
Ce ...gcgaccggcac.cecogucgeggaguul. «.o. ... .. guguugccggucgugaacccyg
Cg ..cacgaccggcau.ccogucgecggaguuu. ... ... . gguguugccggucgug. . . . - .
Kr ..cuaggccggucuccecoguecgegggaccucguc., . .gudeg . cgecggiC. v e s
Ma ..ccagaccggcuu.cccgucgegggu. guucgce. .. .gaug.cgeccggucug. « ... ..
Mb ..ccagaccggcouu. cceguegegggacguucge. .. .gaug. cgoeeggueug. < .- - .
M1 .cccagaccggcug.cccguuguggaa.guucac. .. .uaug.cgccggucug. « ... ..
Mm . .ccagaccdggcuu. cceguegegdgg.uguucg. . . . cgaug. cgaecggucugaag. . - .
Ms . .ucagaccdgcuu.ccoeguegegdgg.uguuu. . .egegaug. cgaeeggueda. < ... -
Sa .cagaggccgacccccucccegedd . . agucudd . cguugegecgucgdgecg. ... . . .
Sc ....aggccgacucccucceegoedd . . ageuudgg . . . uggugccgucggeoguccuuceg
Tf ....gggccggcucccucgecocgeggagguucgac . cugucugougucggecg. ... . . . .
Lx uuccgggcce. . .uccuucquegedgd . aquuceguc. «o.v e ..o .. guuggcucuccc. . . .
Nf ...cggaccggce..ucccgucegegq.ggquu. ... .. . aagccgugccggucgaccec. . . .
An ...caggccggcaccccgaccgeggcugacucgu. .. . . . ccugcucggccacguucgcog

Bl aucugggc. .gucg.ccogoogeggagggageacgcuauuggougueggugoucac. .

Cd caacaagaacccacguGAAGGAAAcuacca

Ce caacagcgcuagaguuugauuccagaaaacaagcgcacacuccacGAAAGAUGageacccaud
Cg i e e e gacccacccaaaacuuuuurAGAAGGuugaacaca

Kr ... gccgcaccagecgcugaagacegcGAACGAGGagaacgaa

Ma e agguuccuucugauauccccGGAGCAAUcacc
Mb e agguuccuucucaccaucccGGAGCAAcuaca
Ml e agguuccuucucacauc .. ccGGAGCAAuUaUU
Mm .. e uuccuucucgccaccceccGGAGCAAcuace
= guccc. .guccaacucccGGAGCCAagaacuu
= uccuuccggacaccacGAGGAGcccacge.au
Sc o..... gacacgcggacgacgcggacaccgceccgagauccgeggacaucacGAGGAGeccacgccau
T cacgaccgcaagaaaaagucucalGGGAGeguauucac
L gaccagaccgcGAAGAGAuaucggacc

NEf auuacugggauuccaccaacccuGGAGAAuugc

7 gccocgecguuccucAGGAGucag

Bl e cgagcuGAAGAAccggggc

Alignment and RNA secondary structures of the leuA upstream regions (LEU elements). The stem at the base is
highlighted in grey, helices forming the pseudoknot are underlined and double underlined, leucine and stop codons are set in
bold, the candidate Shine-Dalgarno boxes of the leuA are set in capitals. The last sequence is that of the transposase from B.
longum (see the text). Sequences for M. bovis (Mb) and M. tuberculosis spp. (Mt and Rv) coincide.
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C. diphtheria cuucuccuucuu. . . .. . cgcegeggogggucacaggcuuaacgucccuua
C. efficiens gcucuucuucuu. . . .. . cgccgcggcogggucccagaggucauaa. .. .. .
C. glutamicum cuacuucuucuu. . . . . . cgcegoggegggucccagaggucuuaa. . . . . .
K. radiotolerans aaceuccuccuuc. . .gucgccgcggcggadCCad - v v v v v v v v v e oo
M. avium cgggugeuccuccucggacgccgocgacggggucugauul. - v e a e e o . .
M. bovis cgggugecuccuccucggacgcocgocgacgggguougal . - v v e v v e e e .. .
M. leprae cagguacuccuccucgaacgccgegacgggaucugall. v ovv e v e e s
M. marinum cgggugecuccuccucggacgccgocgacggggecugal . «owow e e e e e e . .
M. smegmatis cgggugeuccuucucggacgccgeggegag . - -« - - . - gucuga. ......
S. avermitilis gggecugeuccuccuuagcugecgeggegagggcouguaad. «ovovo e e e v e . .
S. coelicolor gggcugecuucuccuuagcugcoegoggegagggoouguag. <. e e e . .
T. fusca gageugeuccugcuuageggeegaeggegggggecdauad. v e a e e . e
L. xyli ggceugauucuccuuagcugccgcgacgaauccuaaqg . «oc v e e e . .
N. farcinica cgggcoucuucuucucggoogaoagaogacgggguouganll. -z ov . e e e ..
A. naeslundii gugagceuecugecuuagucgccgcggCggggCCUTa. « s e s e v oo v e s oo
B. longum ggcguggaucuggagggceggcegegacgug. . CuUgggC. « v v v v e v e e
Cd cacacagccggcuc. cecducgeggaguucu. .. . . . . aguguagccggceudg. - - . . . . .
Ce ...gcgaccggcac.cococgucgeggaguul. «vv v .. .. guguugccggucgugaacccg
Cg ..cacgaccggcau.cecoguegaeggaguul. ... .. . . gguguugccggucgug. .« . . . .
Kr ..cuaggccggucuccecgucgegggaccucguc. . .gugeg.cgecggec. oo v . . .
Ma ..ccagaccggcuu.cccgucgegggu. guucgc. . . .gaug.cgeccggucug. ... . .
Mb ..ccagaccggcuu. cccgucgcgggacguucgc. . . .gaug.cgecocggucug. .. ... .
M1l .cccagaccggcug.cccguuguggaa.guucacu. ... aug.cgccggucug. « ... ..
Mm . .ccagaccggcuu.cccgucgegdd.uguucg. - . . cgaug.cgccggucugaag.- .- . -
Ms ..ucagaccggcuu.cccgucgeddd.uguuu. . . cgegaug . cgecggucga. ... . . .
Sa .cagaggccgacccococuccecgegdad. - ucugg . cguugegeegueggecg. v . . . -
Sc ....aggeccgacucccucccegeggag. . cuugg. . . uggugccgucggcoguccuuccg
Tf ....gggccggcucccocucgcogegdgagquuedac . cugucugeugueggecd. « - .. . . .
Lx uuccgggcc. . .uccuucgucgegddag. . UuCguC. o v v v v v v v s guuggcucuccc. . . .
Nf ...cggaccggce..uccequegegggg.ud. .« .. . . . aagcogugcocggucgaccaco. .. .
An ...caggccggcaccgecgaccgeggcugacucgu. .. .. . ccugcucggccacguucgcg

Bl aucugggc. .gucg.cccedgccgeddgagggoegeacgcuauuggocugucggugeoucac . .

G caacaagaacccacguGAAGGAAAcuacca
Ce caacagcgcuagaguuugauuccagaaaacaagcgcacacuccacGAAAGAUGagcacccauc
L0 gacccacccaaaacuuuuuAAGAAGGuugaacaca
Kr o gccgcaccagceccecgcugaagaccgcGAACGAGGagaacgaa
Ma ... e e agguuccuucugauauccccGGAGCAAucacc
Mb .o i agguuccuucucaccaucccGGAGCAAcuacc
Ml e e e e agguuccuucucacauc . ccGGAGCAAuUUauu
Mm .o e uuccuucucgccaccccceGGAGCAAcuacc
MsS .o e e e e e guccc. .guccaacucccGGAGCCRAagaacuu
S A e e e e uccuuccggacaccacGAGGAGcccacgce.au
Sc ..... gacacgcggacgacgcggacaccgccgagauccgeggacaucacGAGGAGeccacgeccau
3 cacgaccgcaagaaaaagucucalGGGAGecguauucac
L o gaccagaccgcGAAGAGAuaucggacc
NE e auuacugggauuccaccaacccuGGAGAAuUgC
A o gccgecguuccucAGGAGucayg
Bl e e cgagcuGAAGAAccggggc

Figure 6

Alternative RNA secondary structure in LEU elements. The stem at the base is highlighted in grey, two internal helices
are underlined and double underlined, other notation as in Fig 5.
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a)
Bacterium Locus Gene Gene coordinates Protein
C. diphtheria NC_002935 leuA  complement(228555..230372) NP_938656
C. efficiens NC 004369 leuA  complement(233589..235439) NP_736826
(adding 105 nucleotides)
C. glutamicum NC_003450 leuA  complement(266151..268001) NP_599502
K. radiotolerans  AAEF02000060 leuA  complement(3238..4965) EAM73829
M. avium NC_002944 leuA  333789..335633 NP_959246
M. bovis NC_002945 leuA  4091088..4093193 NP_857375
M. tub CDC1551 NC_002755 leuA 4145949 4147928 NP_338367
M. tub H37Rv NC_000962 leuA  4153737..4155671 NP_218227
M. leprae NC_002677 leuA  2754640.2756463 NP_302512
M. marinum gnl|Sanger_216594|mar428a07 .p1k 192528..194345  (unfinished)
M. smegmatis gnl|TIGR_246196|contig:3563:m_smegmatis 6334690..6336495 (unfinished)
S. avermitilis NC_003155 leuA2 6774328..6776049 NP_826778
S. coelicolor NC_003888 leuA  complement(2725480.2727201) NP_733575
T. fusca NZ_AAAQO02000002 [leuA  349237..350943 ZP_00293601
(adding 27 nucleotides)
L. xyli NC_006087 leuA  complement(1501628..1503400) YP_062368
N. farcinica NC_006361 leuA  complement(322994..324787) YP_116514

A. naeslundii

gnl|TIGR_240017|contig:1063:a_naeslundii

594374..596211 (unfinished)

b)

Bacterium Leader peptide

C. diphtheria 230506 MNRANLLLLRRGGSOA- 230459
C. efficiens 235612 MFSSHERSALLLRRGGSORS 235553
C. glutamicum 268124 MTSRANLLLLRRGGSORS 268095
K. radiotolerans 5097 VARLENLLLRRRGGAS - 5050
M. avium 333705 VADVORVLLLGRRDGV-- 333752
M. bovis 4090959 VLHVORVLLLGRRDGV--4091006
M. tub CDC1551 4145866 VLHVORVLLLGRRDGV--4145913
M. tub H37Rv 4153611 VLHVQRVLLLGRRDGV--4153658
M. leprae 2754521 VOOVLLLERRDGV--2754559
M. marinum 1923299 VLCVQRVLLLGRRDG--- 192443
M. smegmatis 6334564 VLGVQRVLLLGRRGGV--6334611
S. avermitilis 6774199 MRFGLLLLSCRGEGL-6774243
S. coelicolor 2727361 MRFGLLLLSCRGEGL-2727317
T. fusca 349104 MLRELLLLSGRGGGR- 349148
L. xyli 1503533 MRVTLGLVYGLILLSCRDES--1503474
N. farcinica 324906 MORALLLGRRDGV-- 324868
A. haeslundii 594266 VSLLLSRRGGA-- 594298

Figure 7
Candidate leader peptides in the LEU elements.

were observed upstream of the ileS genes in several
genomes.

Despite the presense of conserved leader peptides
upstream of some cysteine and leucine operons, the mode

of regulation is unknown, as other attenuator elements
are missing. One possible explanation is that attenuation
of the cys operons in Mycobacterium spp. and P. acnes and
the cbs operon in B. longum involves Rho-dependent ter-
mination, similar to the tna operon of E. coli [23,29].
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Figure 8

Candidate RNA pseudoknot upstream of the leuA
operon in M. bovis. The corresponding alignment is given
Fig. 5. Boldface: the candidate Shine-Dalgarno box.

http://www.biomedcentral.com/1471-2180/5/54

The most interesting case seems to be that of the leuA
genes. The upstream regions of these genes contain several
conserved elements (referred to as the LEU element) that
can be interpreted in different ways. There are some archi-
tectural similarities with riboswitches, in particular, a
compact structure with a stem at the base [5,30,31]. The
latter is formed by interaction of a run of leucine codons
and the Shine-Dalgarno box. Indeed, Actinobacteria seem
to be the only taxonomic group where the base stems of
riboswitches directly overlap the translation initiation
site, without additional regulatory hairpins [5]. However,
the LEU element differs from all known riboswitches, as
the alignment of LEU elements does not contain con-
served unpaired nucleotides that would be involved in ter-
tiary interactions and form the ligand-binding pocket, as
in the purine riboswitches whose spatial structure has
been resolved [30,31] and in other riboswitches [5]. Thus
direct binding of a small molecule to LEU elements seems
unlikely. On the other hand, there is experimental evi-
dence that mutations in the leucine codons do not influ-
ence the regulation [22] and thus classical attenuation
involving translation of a leader peptide also is an
unlikely mechanism of regulation.

The above considerations make it likely that the LEU ele-
ment is a binding site of some regulatory protein. To test
for this possibility, we compared the pattern of phyloge-
netic distribution of LEU elements to phylogenetic distri-
butions of all actinobacterial genes. The closest
phylogenetic pattern was observed for orthologs of
ML1624 from M. leprae: homologs of this protein with E-
values <10-179 were found in all genomes containing LEU
elements, but not outside Actinobacteria. The only unex-
plained fact is the presence of a homolog with the E-value
~10-108 in P. acnes, which does not have a LEU element.
The structure of the ML1642 protein is consistent with an
RNA-binding regulatory role, as the protein contains an
N-terminal DEAD-box helicase domain (ProFam family
PF00270, E-value 3.6-10°) that may be involved in
unwinding of nucleic acids.

An additional enigma is the presence of a LEU element-
like sequence within a transposase gene. On the other
hand, it may be a clue to the origin of LEU elements. One
possibility is that the B. longum transposase represents an
ancestral state where the LEU element was involved in
maintenance or regulation of transposition. Situations
when a regulatory site occurs within a regulatory and/or
regulated gene are not very common, but they happen in
mobile elements [32]. Other transposase genes may have
lost the ability to form this structure due to mutations;
notably, the protein sequence has not changed much (Fig.
9), as most mutations occurred in synonymous codon
positions. A plausible scenario is that the transposase gene
was inserted upstream of the leuA gene in the ancestral
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a)
Bacterium Locus Coordinates Protein
B. longum NC_004307  2124903.. 2126108 NC_004307
M. bovis NC_002945  complement(1025963..1027282) NP_854601
M. tuberculosis CDC1551 NC_002755  complement(1025510..1026829) NP_335380
C. efficiens NC_004369  complement(1561522..1562694) NP_738106
b)
B. longum
M. bovis MDAAQVIEPAHAGQODVDEAAVAA
M. tuberculosis CDC1551 MDAAQVIEPAHAGQDVDEAAVAA
C. efficiens
Bl MAKEKGLDLTGPDGLLKQFTKSVLETALDEEMTEHLGR * * AKHKKSKDGRAANTRNGTTAKTVVTDSVGPVGIEVPRDRDGS
Mb RELSGAERALVGDLVRQARAEGVALTGPDGLLKALTKTVLEAALQEEMTEHLGY * * * DRHAARAGRGSGNSRNGSRNKKVITDACGQVEIAVPRDRNGT
Mt RELSGAERALVGDLVRQARAEGVALTGPDGLLKALTKTVLEAALQEEMTEHLGY * * * DRHARAGRGSGNSRNGSRNKKVITDACGQVEIAVPRDRNGT
Ce MNAEMDAHLGYGHSDRDGKTAAGQGNHRNGY Y PK*RVDSNYGPIDVAVPRDRNGS
kkkkkkhkkhhhdkddhhhddhdkhk bk kA FPMA AL G *d kb dkkk kX kX AkN*RNG ¥ *F Lk **x*k *k*GQr* % **VDRDR*GS
Bl FEPVVVRKRQRRLPGVDEVVLSLYARGLTTGEISAHFQEI YGADVSRETVSR ITERVVAEKDEWCSRPLDRVYAAVF IDATVVKVRDG*QVANRAFY VAV
Mb FEPVIVGKRKRRVTDVDRVVLSLYAKGLTTGE IAAHFADVYGVSVSKDTISRITDRVIEENQAWNSR PLEKVYAAVFIDAIMVKIRDG* QVRNRPVYAAT
Mt FEPVIVGKRKRRVTDVDRVVLSLYAKGLTTGEIAAHFADVYGVSVSKDTISRITDRVIEENQAWNSR PLEKVYAAVFIDAIMVKIRDG* QVRNRPVYAAT
Ce FLPTMVPKGSRRLTDVDDMII * LYAGGMTVRDIQHHMITSMGVDISHETISAITDAVLDEVMIWONRQLDDFYPVIFLDALR IKVRDGGRVVNKSVYLAT
F D* * K,k *RR*A**¥ D %k * * ] TAKXGHTHh* kTR *Hr dkk kkQrdk dSH*TTSHTTHATH ¥ E* * APk A RA [ ** *kVh*kk FADR* ¥ FLARDCH ¥ JTHN* *k* Y& T &
Bl GVDLEGGRDVLGIWASPA*AEGARYWLSVLTELKNRGVDDVFFLICDGLKGLPDAVGAVWPLAIVQTCVVHLLRNTFRYASKKDWDAIKRDVKPIYTAPS
Mb GVDLDGHKDILGMWAGEGDGESAKFWLAVLTELRNRGVKDIFFLVCDGLKGLPDSVSAAFPLATVQTCI IHLIRNTFRYASRKYWDKISVDLKPIYTAAS
Mt GVDLDGHKDILGMWAGEGDGESAKFWLAVLTDLRNRGVKDIFFLVCDGLKGLPDSVSAAFPLATVQTCI IHLIRNTFRYASRKYWDKISVDLKPIYTAAS
Ce GVDIDGIKHILGIWLAKE* *EGASFWANVCANLATRGVQDVF IVCCDGLKGLPQAVEATWPDSMVQTCVVHLIRAANRWVAYGDRKAVSAQLRKIYTAPT
GVD**G****LG*W******E*A*Fw**V***L**RGV*D*E‘***CDGLKGLP**V*A**p***VQTC**HLIR***R****************IYTA**
Bl ** ARAARAARDAMLDKWEARY PATRRLWMDAWERFIPFLDYDVEIRRVICTTNAIESLNARFKRSIRARGHFPDEQAALKCMYLTVRSLDPTGKGRIRWS
Mb **BAEARLRYEEFAEKWGKPYPAITRLWDSAWEEFIPFLDYDVEIRRVPCSTNAIESLNARYRRAVRARGHFPNEQSALKTLYLVTRSLDPKGTGQTKWA
Mt **BAEARLRYEEFAEKWGKPYPAITRLWDSAWEEFIPFLDYDVEIRRVPCSTNAIESLNARYRRAVRARGHFPNEQSALKTLYLVTRSLDPKGTGQTKWA
Ce EDTAIAALEEFEASELGVK*YPQSAKVWRDAWDRF I PFLOFPPMARKVIYTTNS IESMNNELRKATRNRVQFTNDESATKTLWLMI CNIEDKRAAKRAKQ
Ak k Pk Phkhkhkkdkdh bk kdk kA TP*k d*k Wk, AW A FTPFL** % * %k RAVhk*k*A TN, TESHAN**** k¥ dPdk*k kA FA Ak d A ATRA* Ak ddkkhddhhkdddk
Bl ARWKPALNAFAITFADRWPSEGTQQ
Mb VRWKPALNALAITFADRMPAAEER
Mt VRWKPALNALAITFADRMPAAEER
Ce GKRVAASSGRLIEGRKVANWKQAINQMAVAFPDRFEAYL
kkkkkdkhkdkkkThdhkdhdhdddhdk
c)
Bfongum G vD L E G G RDV L G I WAS P A *¥ A E
ggcgtggatctggagggcggcecgegacgtgetgggecatectgggegtecgeecegec* **gecggag
M. bovis G vbDLDSGHIKDTITULGMWATGE G D G E

ggcgtcgacctecgacggccacaaggacatcecctggggatgtgggceggcgaaggcgacggtgag

M. tuberculosis ¢ VvV b L. b 6 H K D I L ¢ M W A G E G D G E

ggcgtcgacctecgacggccacaaggacatcecctggggatgtgggcecggcgaaggcgacggtgag

B.fongum G A R Y WL 8 Vv L T E L K N R G

ggcgcacgctattggetgteggtgctcaccgagectgaagaaccggggce

M. bovis s A K F w L A Vv L T ETU LR N R G

tcagccaaattttggctggcagtgctcaccgaactgecgcaatecgtggg

M. tuberculosis S A K F W L A v L T D L R N R G

tcagccaaattttggctggcagtgctcaccgacctgecgcaatecgtggg

Figure 9

Multiple alignments of transposases. a) Coordinates and protein identifiers of putative transposases. b) Protein alignment.
The fragment marked by the double line above corresponds to the B. longum fragment homologous to candidate pseudoknot
and shown in the last line of Fig. 5. c) Nucleotide alignment of the region shown by the double line in (b).
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a)
Ba

HOOWDIVZIIIIIIXO O0O>F

2L

cd
Ce
cg
Ma
Mb
Mt
Mt
M1
Mm

cterium Locus The ileS gene coordinates Protein
naeslundii gnl|TIGR_240017|contig:1063:a_naeslundii complement(1311947..1315252) unfinished
diphtheriae NC_002935 complement(1617227..1620385) NP_939931

. efficiens NC_004369 complement(2160737..2164195) NP_738653

49 codons removed

. glutamicum NC_003450 complement(2270986..2274150) NP_601350

. avium NC_002944 1324371..1327532 NP_960180

. bovis NC_002945 1720532..1723657 NP_855215

. tub H37Rv NC_000962 1736519..1739644 NP_216052

. fub CDC1551 NC_002755 1736672..1739797 NP_336040

. marinum gnl|Sanger_216594|mar288e12.s 1k complement(184205..187372) unfinished

. leprae NC_002677 1410785..1413964 NP_301871

. farcinica NC_006361 1932119..1935247 YP_117986
acnes NC_008085 268050..271394 YP_054935

. xylanophilus NZ_AAEB01000029 complement(26358..29492) ZP_00187197

. avermitilis NC_003155 complement(7371348..7374491) NP_827306

. coelicolor NC_003888 2227237..2230380 NP_626335
fusca NZ_AAAQO02000011 complement(75752..78934) ZP_00291779

1315386 ccgucccggauggggcgcgcaguacggcaagecghAGGUGGUACCGCGgugecggcaccageccgggcaccageccccggu

1620486 uacaucagaugccucugguggaaugcucaagcgGGGUGGUACCGCGecgga----~----==--=-=----=-—----—-----

2164019 -gguggccuguuggugggeogoeagguucaageaGGGUGGUACCGCGUceggauca-————————————————-—— - -
2274270 aacgaaguggdagcuaguuaauuuagcucaagcuGGGUGGUACCGCGUCCgUUU -~~~ ————————————————— ——
1324265 —---- gaguggccacgcgaaagegeggcaagegGGCUCCUACCGCCgaegoucgagcag-—————————————————
1720398 ----cgagcggecgegeaucggeguggeaagegGGGUCCUACCGCGgoguucgegoa-——-—--—~-——-—-—--- -~
1736385 ----cgagcggccgegeaucggeguggeaagegGeGUGGUACCGCGgoguucgagea--——-—--—--——-—---- -
1736538 ----cgagcggoagegeaucggeguggeaagegGGGUGGUACCGCGgegUUcgagca---------——---------
1410679 ----aguggccgugaeguucgoegugeggeaagegGGGUGGUACCECGgageucgegCad-—————————— == == - -~

187479 aaauugagcggccgoacucaggugeggeaagegGGGUGGUACCGCGgageucgagea------—---—--------

Nf 1931988 --gagguccggugcguccgacgccggacaaacgGGGUGGUACCGCGguuUucggcgcac-~~~~~~~-~~~~~~~---~
Pa 267949 -------- cgacgucguugacgucgugcaagqgaGGGUGGUACCGCGgguacceggaga-———— - -~~~ - - - ——— - - -
Rx 29622 agcgguccggggcecgegaggecucgggeaagecaGGGUGGUACCGCGagageccgocuucuuuggagaaaga-—- - — - - -
Sa 7374620 ---ggugcacacagggcgcceggggageoaaggaGGGUGGUACCGCGggagegegoecgeacacggeguacggaaaga
Sc 2227135 ---gagcacacgacgcaccggccgggcecaaggaGGGUGGUACCGCGggagea-—— -~~~ -~ ——~-—————~———~—— -~
Tf 79034  ----- ggcaggacgacggcecgogoggecaaggaGGCUGGUACCCCGgggegue - - -~ - - - - - - - - - ———-—-———- - -
T-box

An cgggagccgacgucguccucgucaggocC-—-—-—-—--------------- cgggcacccgcecceGAGGCGGecaggaacga----
cd --------- aacgcguceccgcacuuuaaggc----------------~- agaaugcuugcgaaaguGAAGGAgaaaa----

e =wmmemm- aggggcguccccgcaaguaca------- ugaccaucauuggcacuugcgaaggauuaAGGGAccgacucac- -

Cg ------ uuuagggcgeccececcgcagguagaacgaua----- - - auuauuguuacuugcgugaaggauGGGACCgaacacac- -
Ma -ccagcgcgucgucgucecccgguuugca--—~---~-=---=------—-——-————— - ccguggcacaGGAGAcaacgcgcauc-
Mb -ccggcguggecgucgucccecgageccuggauugcaggcacgcagugeccgaacggugcuggggecugGGGAGAcgacgecgcaaa
ML -ccggcguggegucguccceccgageccuggauugcaggcacgcagugeccgaacggugcuggggeccugGGGAGAcgacgcgcaaa
Mt -ccggeguggogucguccccgagecuggauugeaggcacgcagugecgaacggugouggggecugGGGAGACgacgegcaaa
Ml -cuagcgocguegucgucccoguguouacuugu- - - ———-~——~ -~~~ ~~—— - guuaaguggcccaGGAGACgU - — - - - - - — -
Mm cugagcgoguogucgucccogugecg-—--—----------—-----—-—- ugugauuucuggcacaGCGACGACCg---------
Nf cgggecgccgaggucguccccgugcccacacagacacgog------ cccugeggegegguggcacGAGGAGAcgcauccgcg-
Pa -auccggugugcucgucccucggugacC--—--—-—----—--—--—--———-—-—-—— - - - cgagacGAAGCGAccacccgcugcg- -
RX ------ gggcucccecgucccugeggecggaga--------------~- ggucgccGGEECGGGAGecuggcuuuucaacgggay
Sa ----cucggcucucgucccuccggacggaagg---------------------- agaaaguccgecGGAGGAagcucgecyg-
Sc ------ cggcucucgucccuccg-acggaagg--------------------- cagcacguccgccGGAGGAagcucgcug-
TE --——----- ugccucgucccuccgucaggugaccag--—-——------------- caccecugauGGAAAGGuUacgccac-----

RBS
Figure 10

Multiple alignment of T-box structures upstream of the ileS genes. a) Coordinates and protein identifiers of the ileS

genes.

b) Nucleotide alignment of the 5' untranslated regions. T-box hairpins are underlined and T-box sequences are set in

capitals. The sequestor hairpin is shaded in grey. Candidate Shine-Dalgarno boxes are set on capitals. Anti-sequestor hairpins
are set in bold.
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actinobacterial genome. The main fraction of the coding
sequence was subsequently deleted, whereas the structural
element was co-opted for regulation of the downstream
leuA gene.

Methods

Genomes of Actinobacteria Actinomyces naeslundii (An),
Bifidobacterium longum (Bl), Corynebacterium diphtheriae
(Cd), Corynebacterium efficiens (Ce), Corynebacterium
glutamicum (Cg), Kineococcus radiotolerans (Kr), Leifsonia
xyli (Lx), Mycobacterium avium (Ma), Mycobacterium bovis
(Mb), Mycobacterium leprae (M1), Mycobacterium marinum
(Mm), Mycobacterium smegmatis (Ms), Mycobacterium
tuberculosis (Rv and Mt), Nocardia farcinica (Nf), Propioni-
bacterium acnes (Pa), Rubrobacter xylanophilus (Rx), Strepto-
myces avermitilis (Sa), Streptomyces coelicolor (Sc),
Thermobifida fusca (Tf), Tropheryma whipplei (Tw) were
downloaded from the NCBI web site. We also used
sequences of Streptomyces venezuelae (Sv) from [21].

Candidate operons were defined as chains of genes tran-
scribed in the same direction with intergenic regions not
exceeding 150 nucleotides. Multiple alignments of genes
were used to verify and, if necessary, revise annotated gene
starts [33]. The revisions included adding 105 nucleotides
(35 codons) to the leuA gene from C. efficiens, adding 27
nucleotides (9 codons) of the leuA gene from T. fusca, and
removing 147 nucleotides (49 codons) of the ileS gene
from C. efficiens.

RNA sequence and structure alignments were constructed
using MultAlign (A.A. Mironov, personal communica-
tion) and the program GL [34]. Search for RNA structural
patterns was performed using the PAT program (A.V.Seliv-
erstov, unpublished). Search for conserved sequence frag-
ments was done using the CLIQUE program [35].
Multiple protein sequence alignments were constructed
using MultAlign.
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