JOURNAL OF# ISSN 1747-0854

ISSN: 1747-0854 J RNAi Gene Silencing, 2017, Vol 13, 536-543

RNAi ano Gene Silencing

RESEARCH REPORT

Exploring Riboswitches in Archaeal Metagenomes

Angela Gupta' and D Swati*

Department of Bioinformatics, Mahila Mahavidyalaya, Banaras Hindu University, Varanasi, Uttar Pradesh, India, Department of
Physics, Mahila Mahavidyalaya, Banaras Hindu University, Varanasi, Uttar Pradesh, India

*Correspondence to: Swati D, Email: swatid@gmail.com, Tel: 0542 236 8558
Received: 24 August 2016; Revised: 03 January 2017; Accepted: 11 January 2017; Published: 16 January 2017

© Copyright The Author(s). First Published by Allied Academies. This is an open access article, published under the terms of
the Creative Commons Attribution Non-Commercial License (http://creativecommons.org/licenses/by-nc/3.0). This license permits
non-commercial use, distribution and reproduction of the article, provided the original work is appropriately acknowledged with
correct citation details

ABSTRACT

Metagenomics is defined as the direct analysis of genomes found in an environmental sample. It involves cloning
and analyzing the genomes without culturing the organisms in the community. A number of new and novel molecules
with significant functionalities and applications have been identified through this approach. This study focuses on
identifying riboswitches in Archaeal metagenomes. Instances of TPP and Ado-Cbl variant riboswitches have been
identified in different uncultured archaecal metagenomes. These riboswitches were searched and verified by using various
bioinformatics approaches. The findings in Archaeal metagenomes hint at the possibility of finding more predefined and

novel classes of riboswitches as new genomic samples are extracted from the environment.
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INTRODUCTION

All the ecosystems, such as groundwater, soil, as well as the
skin surface and the gastrointestinal tract of animals contain
microbial communities that interact with each other and take
part in the biological processes surrounding them. The habitat of
a community has effects on the complex system of the microbial
communities. Metagenomics is the study of genetic material
recovered directly from such microbial communities residing
in environmental samples. Metagenomics sheds light on the
functioning of microbial communities and their surrounding
ecosystem. In metagenomic studies, the genomic sequences
of a collection of microorganisms are directly extracted
from a specific environment. Among the methods designed
to gain access to the physiology and genetics of uncultured
organisms, metagenomics, the genomic analysis of a population
of microorganisms, has emerged as a powerful method
(Handelsman, 2004). For analyzing a metagenomic sequence
data set, identifying functional sequence elements is a crucial
step. Metagenomics is one of the fastest growing scientific
disciplines. Originally conceived as a study of collective
genomes of non-culturable microorganisms, metagenomics now
refers to the use of high throughput DNA sequencing to provide
taxonomic and functional profiles of microbial communities
without the need to culture microbes in the laboratory (Franzosa
et al, 2015).

Metagenomics provides access to the functional gene
composition of microbial communities and thus gives a much
broader description than phylogenetic surveys, which are often
based only on the diversity of one gene, for instance the 16S
rRNA gene. On its own, metagenomics gives genetic information
on potentially novel biocatalysts or enzymes, genomic linkages
between function and phylogeny for uncultured organisms,
and evolutionary profiles of community function and structure
(Thomas et al, 2012). Metagenomics is also a powerful tool
for generating novel hypotheses of microbial function- the
remarkable discoveries of proteorhodopsin-based photo-
heterotrophy or ammonia-oxidation in Archaea attest to this fact
(Béja et al, 2000; Nicol and Schleper, 2006). By integrating the
information so gleaned with the information about biological
functions within the community, the habitat and functional
aspects of microbial communities can potentially be probed.
Metagenomics could also unlock the massive uncultured
microbial diversity present in the environment to provide new
molecules for therapeutic and biotechnological applications
[http://www.nature.com/nrmicro/focus/metagenomics/index.
html]. Recent discoveries in the area of genomics have revealed
number of microRNAs (miRNAs) and riboswitches. The
numbers of small RNAs (sRNAs) and small nucleolar RNAs
(snoRNAs) have also been greatly expanded by recent analyses.
However, discovering and analyzing functional RNA sequences
is relatively more difficult as compared to more well-developed
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methodologies for discovering and analyzing protein coding
sequences. This suggests the probability of some other RNAs
that are likely to be undiscovered or unidentified.

Microorganisms residing in microbial communities help in
survival of other microbes through symbiotic interaction.
This type of association has been studied in Cenarchaeum
symbiosum, a symbiont of a marine sponge, Axinella sp. (Preston
et al, 1996). Comparative analyses between metagenomes can
provide additional insight into the function of complex microbial
communities, their interaction among each other and their role
in their host health. Pairwise or multiple comparisons between
metagenomes can be made at the level of sequence composition
(comparing GC-content or genome size), taxonomic diversity
or functional aspect.

This study is based on identifying riboswitches in the Archaeal
archaea. Riboswitches are complex folded RNA elements that
act as receptors for specific metabolites. They are found in the
non-coding portions of various mRNAs, where they control
gene expression via structural changes that are brought about by
metabolite binding. Riboswitches play an important role in the
regulation of bacterial transcription and translation without any
involvement of proteins (Mandal and Breaker, 2004; Winkler and
Breaker, 2005; Breaker, 2012). Riboswitches regulate several
metabolic pathways, for example, the biosynthesis of vitamins
(e.g. riboflavin, thiamin and cobalamin) and the metabolism of
methionine, lysine and purines. Candidate riboswitches have
also been observed in archaea and eukaryotes. Riboswitches
are thought to be the descendants of an ancient sensory and
regulatory system that likely functioned before the emergence
of enzymes and genetic factors made of proteins (Strobel and
Cochrane, 2007).

The study reveals the sporadic occurrence of riboswitches in
Archaeal metagenomes, so far. However, their presence in other
domains has been widely studied. The known riboswitches are
involved in regulation of numerous fundamental metabolic
pathways (Mandal et al, 2003; Vitreschak et al, 2004) and
have been found not only in bacterial genomes, but also in
archaeal and eukaryotic genomes (Sudarsan et al, 2003).
Several metagenomic samples have been searched in this
study from varied sources like hydrothermal vent sediments
to hypersaline Antarctic lake. However, only two riboswitches
have been identified in samples, TPP and Ado-Cbl Riboswitch.
We have identified Thiamine pyrophosphate (TPP) and
(Adenosylcobalamine) Ado-Cbl Variant riboswitches in
Archaeal Metagenomes by using bioinformatics approaches.
TPP represents one of the most intensively studied riboswitch
class and is the most essential cofactor in bacteria, archaea, and
eukatyotes. TPP is the active form of thiamine (vitamin B),
an essential coenzyme synthesised by coupling of pyrimidine
and thiazole moieties in bacteria. TPP riboswitches were first
identified in B. subtilis and E. coli.

AdoCbl riboswitch is a cis-regulatory riboswitch element
present in untranslated regions of mRNA where binding
adenosylcobalamin (Ado-Cbl) causes a change in gene
expression. Ado-Cbl is a source of carbon-based free radicals that
enzymes use to catalyze a variety of isomerizations (Rodionov
et al, 2002). Ado-Cbl is one of two coenzymes derived from
vitamin B12, the other being methylcobalamin (MeCbl) (Marsh
1998). Both coenzymes derive biological function from the
ability to form a unique, stable, covalent bond between the
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central cobalt atom and 5’ carbon of adenosine (Fox et al, 2009).
This riboswitch has been shown to be conserved across several
strains of bacteria and has an influence over the expression
of the ethanolamine utilization genes. It is proposed to be a
subclass of the previously described classical Ado-Cbl-sensing
riboswitch. This new subclass of Ado-Cbl riboswitches has both
sequence and structural conservation with the core region of the
classical Ado-Cbl-sensing riboswitches however it has some
clear differences. The new element lacks a paired region formed
by the pairing of the 5’-3 ends found in canonical Ado-Cbl
riboswitches. It also has an additional extra base-paired region
near the 3’ terminus that is absent from the classical Ado-Cbl
riboswitches (Banerjee, 2006).

MATERIALS AND METHODS

Genomic sequences of Archaeal metagenomes were obtained
from NCBI Genome (http://www.ncbi.nlm.nih.gov/genome/).
We also looked for specifically three genomes, Lokiarchaeum
sp.GC14_75, isolated from Loki’s castle hydrothermal vent
sediment, Gakkel Ridge, halophilic archaeon DL31, isolated
from Deep Lake, an extremely cold and hypersaline Antarctic
lake, and Candidatus Thorarchaeota archaecon SMTZ-45,
isolated from Sulfate-methane transisition zone estuary
sediments 16-26 cm, USA(White Oak River Estuary, North
Carolina).

These metagenomic sequences were analysed for different
riboswitches using bioinformatics approaches like BLAST
Search, INFERNAL (http://eddylab.org/infernal/) and using
descriptors in RNABOB program (ftp:/ftp.genetics.wustl.
edu/pub/eddy/software/). Riboswitch Scanner (http:/service.
iiserkol.ac.in/~riboscan/) (Mukherjee and Sengupta 2015) was
used to analyze whole genomes for different riboswitches.
Riboswitch Scanner is able to detect 24 classes of riboswitches
from complete genome sequences as well as from partial genome
sequences.We obtained hits for TPP riboswitch and Ado-cbl
variant riboswitch. Hits of TPP riboswitch were further verified
by wusing Ribopythia server (http://bioinformatics.bc.edu/
clotelab/RiboPythia/index.spy) [19]. Similarly, homologous
sequences for Ado-cbl variant riboswitch were further analyzed
by using BLAST search (https://blast.ncbi.nlm.nih.gov/Blast.
cgi?’PAGE_TYPE=BlastSearch).TPP riboswitch sequences
from environmental samples were also used as seeds in BLAST
search for finding TPP riboswitch in metagenomes (Kazanov
et al, 2007). Their gene context was predicted by using NCBI.
Identified hits of riboswitches were modelled using ModeRNA
server (http://genesilico.pl/moderna/) (Rother et al, 2011). The
3-D structures were then compared with the known riboswitch
structure using Pymol and analyzed.

RESULTS
TPP riboswitch

Instance of TPP riboswitch is found in uncultured archaeon
clone ASS A, isolated from acid sulfate soils of farmland in
Australia, Murry Bridge from a depth of 0.80 metre. The hit
was compared to an already defined riboswitch in Archaea,
Picrophilus torridus. This organism is a thermoacidophile, and
can grow at temperatures around 600C, in environments where
the pH drops to 0. The name reflects the area where the organism
was isolated, which was a hot dry soil in Kawayu, in northern
Japan, that was solfataric (volcanic area that gives off sulfur)
(Fitterer et al, 2004) and was also compared to the bacteria,
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Bacillus subtilis subtilis. Based on sequence conservation,
structure conservation and free energy, we concluded it as
putative TPP riboswitch. TPP domain from E. coli thiM mRNA
was used as template for the modeling of the TPP riboswitch
from the uncultured archaeon clone ASS A, (Table 1).

Comparative study of TPP riboswitch in archaea, archaeal
metagenome and bacteria

TPP Riboswitch Sequences in different organism from
different domains

>B  subtilis _subtilis

u A U G A C cC A C U -
AGGGGUGCCCUUCAAAAGGGCUGAGAUAAAAGU-
CUUUUAGACCCUCAUAACUUGAACAGGUUAAAAC-
CUGCGUA

GGGAAGUGGAGCGGUAUUUGG >Picrophilus_torridus

GUCGACUGGGGAGCCGAAAAGGCUGAGAGGAUCU-
AAAAAGAUCGACCCUUUGAACCUGAUCCGGGUAAU-
ACCGGCGGAGGGAUU

UUAGUGGAAUUGAAU
ASS Al

AGGUACAGCUAGGGGAGZC -
CAAAAGAAACUGCUGAGAGGACAGCAAAU-
GUUUGCUGCCGACCCUUAAACCUGAUCC-
GGGCAAUGC

CGGCGAAGGGAAGCACAGUUCUGGAGA
>Template (2GDI_Y: TPP domain from E. coli thiM mRNA)

GACUCGGGGUGCCCUUCUGCGUGAAGGCUGAGA-
AAUACCCGUAUCACCUGAUCUGGAUAAUGCCAGC-
GUAGGGAAGUU

Modelling of TPP riboswitch

>Uncultured_archaeon_clone_

Using TPP riboswitch from E. coli as template, TPP sequence
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Comparative modeling of TPP riboswitch from archaea, bacteria
and archaeal metagenome and template

Score was obtained by using ARTS web server (http:/
bioinfo3d.cs.tau.ac.il/ARTS/pairwise_alignment.html) (Dror et
al, 2006) (Table 2). It gives the information about (i) the number
of matched base pairs (BP Core Size); (ii) the total number of
matched nucleotides including unpaired ones (Core Size); (iii)
the root mean square deviation (RMSD) between the phosphate
atoms of the matched nucleotides in the core; (iv) the P-value.

DISCUSSION
TPP riboswitch

The binding arrangement of TPP in the binding pocket of TPP
riboswitch is held by a T-loop-like turn formed by the conserved
U39-G40-A41-G42-A43 segment, closed by a reverse
Hoogsteen U39-A43 pair. The backbone is extended at both
G40-A41 and G42-A43, resulting in the mutual intercalation
and insertion of the Thiamine ring between these interacting
segments (Figure 2A-B). Further, the fold is stabilized by
continuous stacking of A41, G42, TPP, A43 and G21, and by
the formation of (G19-A47)-G42 and (G18-C48)-A41 triples.
The pyrophosphate group of TPP is bound in a spacious pocket
by a pair of hexa-coordinated Mg** ions (Mg' and Mg?) with
octahedral ligation geometry that are positioned by direct
and water mediated hydrogen bonds with RNA .The terminal
phosphate of TPP is coordinated to both Mg'and Mg?, whereas
the thiazole-linked phosphate is coordinated to Mg?. Mg! is
directly coordinated to the O6 carbonyls of the conserved G60
and G78 that are located in the region previously implicated in
pyrophosphate recognition. In addition, the conserved C77 and
G78 form hydrogen bonds to the oxygen atoms of the terminal
phosphate of TPP (Serganov et al, 2006) (Figure 3).

In this study it is observed that in every domain, the active site
residues that respond to the TPP are well conserved (Figure 4).

Table 2. Alignment score of TPP riboswitches from different sources.

from archaea, bacteria and archaecal metagenome was modelled S. Alignment  Score BPcore Core = RMSD P-value
using ModeRNA server (Figure 1). no. size (nt) size (mt)  (A)
1 |Archaea and 96.00 12 72 0.91 0.0104
. . . . . template
Table 1. Free energies of TPP riboswitches from different domains. -
2 Bacteriaand | 110.00 19 72 0.48 0.0068
S. no. Organism Free energy(dG=Kcal/ template
mol) 3 Metagenome 107.00 | 17 73 0.48 | 0.0078
1 Bacillus subtilis subtilis -29.38 and template
2 Picrophilus torridus -29.64 4 Picrophilus | 95.00 13 69 1.06  0.0019
3 \Uncultured _archaeon_clone ASS Al -28.63 torridus and
4 Escherichia coli -23.00 Metagenome
------ IR Il:'ZIHI.I'il;-----'l:lHJ.........|.1lilf| III'J:I?]J
Bacillus_subtilis CARAAG 3
Thermoplasma_acidophilum 3

Uncultured_archaeon_clone_ASS5_Al
Template

Eu.n’..-:.:.‘.b‘- ~subtilis
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Figure 1. Sequence alignment of TPP hits. (Template (2GDI_Y: TPP domain from E. coli thiM mRNA)).
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Archaea

Template

Bacteria Archaeal Metagenome

Figure 3. D. Structure of Template, Archaea, Bacteria and archaeal metagenome. (Template: TPP domain from E. coli thiM mRNA, Bacteria:
B.subtilis subtilis , Archaea: Picrophilus torridus, Archaeal Metagenome: Uncultured archaeon clone ASS A1).

We found that the active site residues of bacteria, archaea and
archaeal metagenome TPP riboswitch were lying in the same
proximity and were exactly superimposed on each other. This
clearly indicates that TPP riboswitch domain shows significant
level of conservation of the binding pocket among all the
domains of life.

Ado-Cbl variant riboswitch

Hits for Ado-Cbl variant riboswitch were obtained in different
environmental samples. Uncultured archaeon clone gwal
scaffold 75 genomic sequence and Uncultured archaeon clone
GWB,_scaffold 43 genomic sequences were obtained from
aquifer sediment, derived from Rifle groundwater metagenome
(Table 3).

Uncultured marine thaumarchaeote KM3 88 D08 genomic
sequence was obtained from lonian sea and Archaeon GW2011
AR15 genome was obtained from groundwater. Sequences were
downloaded from NCBI genome. The sequences thus obtained
were further analysed at their sequence and structural level
by comparing them to previously defined riboswitch. Their
sequence alignment among them and among other organisms
derived from marine metagenomes (Source: Rfam) is given in
the (Figures 5 and 6). Their secondary structures were compared
with previously identified Ado-Cbl Variant riboswitch. It was
observed that the secondary structures were very similar to the
previously identified Ado-Cbl variant riboswitch and have a
high degree of conservation among all the domains (Figure 7A-C).

CONCLUSION

Previous studies (Yadav et al, 2015) have established the
TPP riboswitch to be widely distributed in bacteria, and quite
abundantly in plants and fungi. However the samples of
Archaeal metagenomes yielded only a few instances of TPP
as revealed in this study, thereby pointing to the lesser utility

of vitamin B metabolic factor in their metabolism. This is
also corroborated by the search of TPP riboswitch in Archaeal
genomes (manuscript under preparation).

These regulatory RNA elements participate actively in the gene
regulatory processes. Also, in this study, other than Picrophilus
torridus no more instances of TPP riboswitch were found
in genomes obtained from sulphur rich environment. Other
previously known instances of TPP riboswitches are found
in different environmental conditions like Thermoplasma
acidophilum, a thermophilic, acidophilic archaeon that was
isolated from a self-heating coal refuse pile in south-western
Indiana (Ruepp et al, 2000), Thermoplasma volcanium, isolated
from acidic hydrothermal vents on the shore of Aeolian Island
of Vulcano, Italy (Kawashima et al, 2000), Ferroplasma
acidarmanus, an archeon growing at low pH in metal-rich
solutions and is an iron-oxidizing organism capable of growth
at pH 0 (Allen et al, 2007) and Candidatus Korarchaeum
cryptofilum OPF8 growing in high temperatures (Elkins et al,
2008). This suggests a very sparse presence of occurrence of
TPP riboswitch in sulphur rich condition.

Other than TPP, instances of Ado-Cbl variant riboswitch have
also been identified in the environmental samples chosen. This
suggests the possibility of identification of many more novel and
variant form of riboswitches in metagenomes. We also studied
three other unclassified archaeal genomes, Lokiarchaeum
sp. GCi14_75, halophilic archaeon DL31, Candidatus
Thorarchaeota archaeon SMTZ-45, using three approaches,
NCBI BLAST search, INFERNAL search, and RNABOB. We
obtained few sequence hits of some riboswitches and ribozymes
(Table 4). Although, their secondary structures did not match
the secondary structure of established riboswitches, but getting
similar sequences suggest a possibility of occurrence of variant
forms of known riboswitches. Moreover, on the basis of diversity
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Archaea(red) and Metagenome(green)

Figure 4. Figure shows the active site residues superimposing each other in all the cases. (Template: TPP domain from E. coli thiM mRNA,
Bacteria: B.subtilis subtilis , Archaea: Picrophilus torridus, Archaecal Metagenome: Uncultured archaeon clone ASS Al).

Table 3. Free energy of Ado-Cbl variant riboswitch sequences.

S. no. Organism energy(dG=Kcal/mol)
1 Uncultured archaeon clone gwa2_scaffold 75
2 Uncultured archaeon clone GWB1 _scaffold 43 -28.20
3 Archacon GW2011_ARI15 -28.20
4 Uncultured marine thaumarchaeote KM3_88_ D08 -27.20
5 Alpha proteobacterium HIMB114 -26.60

©The Authors | Journal of RNAi and Gene Silencing | 2017 | Vol 13 | 536-543 | OPEN ACCESS




Uncultured _marine_thaumarchasote KM3 828 _DOE
ﬂlph?_pméfﬂbagteriu I-lI:r~!E=11*12 £fold 75
neultured Archagon_Clong gwis _SCallio
Archaeon_Gw2011_AR1E
Unculturad_archaeon_clone GWB1_scaffold 43

Uncultured marine_thaumarchaeote_gM3_ 88 _D0E
Alpha_protecbacterius _HIMB114
Uncultured_archaeon_clone_gwaZ_scaffold 75
Archason_GR2011_aR1E
Uncultured_archacon_clone GRB] _scaffold_d43

Uncultured_marina_thaumrchaente K#3_88_Doe
Alpha_protecbacterium HIME1
Unculrured_archason_c nne_guaz_scaffalq_'ﬁ
Archason_GW2011_RARLS
Uneultured_archason_clone GWBI_scaffold_ 43

HlH.-[[HH....-.--.-HH-.-.--.HHHH [H-”....]]]--.
UCALL. P ;
ARAUCACU,
AGGGARAL
AGGGARA
C AGGGRAAL

1

el
U
u
U

N RN P b P L6
GERCACCE
G Lce
AJ

8]

1

AN A
.........'?EI........BEI......“EID........11}1].......115........

00 s b
-~ ——BCAAY
- = ~ACAAU

GUARARR
GCAAARA
GCARRAA
o

124
122
130
130
130

St

Figure 5. Alignment of identified hits of Ado-Cbl variant riboswitch.

AMRCTREZTIEI60, 1 /418 -E 00
m‘.vb?ﬁlﬁtlgg,lfili-!ﬂ
AARCYOLIL 14032, 1/ CG02-4 72
m.‘i‘ﬂid-ﬂ?ﬁﬂ-l].'l.‘i.-’.‘a-!-!-?-
AARCYDZ AT THS , I /40U=50%
AACYOIITHIERT 1/ 397=8]3"F
MERsh LN
aaarﬂglqlkgazflJl:ut%lﬂ
RAtyoetdogiglilsiesiiad,
FhETREtiinena. 1, 194200
Mt'fﬂ.?.?lh?kRédai!!ﬁﬁ—rlElﬁ
ARCYRIZEINTEL, 1 /5T5-T00
Aacvuzuningu.1f42u Hm
M:T'DJEL{?I J&.1/47%-6020
AREFOIOORGTS, 1/1=1 2%
Anxrﬁlpqugx 1;:311 inis
AACYOZIGS2EE%.1/711-851
AARCHBZIZGEI0E&,1/771-G14
AREFO10431%1,.1/831=T80
Alpha_pratdasbacterivum HIMBILI14

UnculTured marine thatmarchasote KM 68 _DOB
unrulfurn:l_nrrh.nnn- clona_gwad Jh.-nrrn:lrl_T"'l
Archasan GREDLI ARLE

Unculturvd_ﬂtchuunn alones JHRl_soaf fold 43

AACHOIDRLEDED, 1 /410 -208
M“."I'D;Q!Sﬁ-1§011.-'l’g-ﬁ5

ARCTOZILIAOAZ 1 /60T =a%2
ARCYDZA096041 . 1 /425555

AACTOSIISE T4 1 /4GP -RRD
ARCYDZT T NGET, 1/ AET=51"T
AACYOELTELESE . 1/783-21 13

ARCYOZL IBTORAS, 1516434
AACEOZIALINES, 1/ GS0=539
AACYERIIOOWTIY . 1/30%9-440
MR.‘T'}#GL3B~|HE.1!I015_—H$4

ARCYDZ 1 R3IHH wd il l:-.r!li.'u
ARCYOIIOT TG 17 3ha- 400

MACYRZEGERTES. 1/ 5TH-TOD
AACKYDIOEIINDF, 1/ AZW=55%

AACTOZILOBZIG 17473602

AREFOIDOREIA. 11100
ABEFQIO48062 , 151 37 X=] 510
AAHTﬁJgthRE“,lJ?JJ #5131

ARCYOIATGSI06, 17771 -916
ABEFO1I043191,1/931-758
Alphia_protescbactec fum HIMELL4
un‘ultuLuudmar1nu_Lnuumn:LhnuuLw 88 _D08
Upouwleured srolhaeon o Lone _gual Efﬂ'fl:":lll T
Archasan_GR2011_Ar1E

vacultured acchason_clone GWbil_scaffold 4%

ARCYOZISIGS60 .1 /418-205
AAStazeasdazeliziseces,
=Xaidiagaat isoa8odcd
AACYOIALERTHL. 1/ 469-20%
ARCTOZLITHIGEY , 1/ ANT=51T
ARCTOZ1TGRLGS6, 1/ 03=223
ARCYOI IBTOEAS . 1 /16834
MACTOS 143 R0 P. A pRR=-21 9
ARCYOZLWDRTI] 1/ 309=440
ARCYOI0L IB480. 1 /1018 -884
SAACHOILIASBR0E . 1/ 5 3E-2 65
AACHOZIOZZAGN ., 1/ 358-SHN
AACYOIIE INNIL, 150000
AACYQZOGCITBOR, JSH4ZT9-509
ARCYDIIIORT NG, 1/ 4F2=00]
ABREFrOlOOB614.1/1=139
ABEFRIO4B06E 113731510
Alﬂfniﬁﬂﬁiiii.IJTll—sﬁi
AACYOIIIGII06. 1/ TP =910
ABEFO1IO0431%1.1/931-708
Alpha_proteohagror bum HIHBLT4

Urnculitured mard o Lhﬂumrchnnntn_ﬂﬂﬂi Ii-a od s
Uaculturoed r.r:h.nﬂu clone_gwaz_scal Cold_T5
Archason_OWZ011_ ARLE

Una u1tl:rnd_nr|:hanun_rlnn-n TWhl_mcatffold <43

i~

.{flli........”ili....[I'll.li.......llll-jln.l.il’....ll!l!l.llha.
ARG AN G
ALURGATC G R AT B LACITL

bk

LI A R DL TR
O ACAULHCN A

URBUGE R ERUBEHERT

sasssassslBsssasnasa@dDacasnsssIPuonasanas

ssasssspiasssidasssanldllasaalldll PRl laaanaana bl wadidllaaal
ACC AR A GLROD

FFIAFFIITIIIIFFIFIDIIIIIND

snnasssaIBasisasnan

AN A AN CELILTLL
uhﬁxuunnunnnﬁnuunhku
Fuilh

e e e e e e e
it IR e i L el ol Ll o e P
DO ds B0 B e ) g e b et B R et et e el e

Figure 6. Alignment of identified hits with previously known riboswitch.
©The Authors | Journal of RNAi and Gene Silencing | 2017 | Vol 13 | 536-543 | OPEN ACCESS

Lr=28-FF L3 e |

541

LA S S ELS LA SRS BRSSP R
g i L~ S ol i W O DD S N

S0 B DD D i D DD D 0D

el R o e e el et
e ol et



o
(e, ol
1

(a) Secondary structure of Ado-Cbl
Variant riboswitch (source:Rfam)

A
o

BV

S
A
dan’
‘{\AA“’GU,}?;)&;}U&,
A ; 'A. g
{, g, o
A AAG, o )
A'("‘u U‘M’? % f
Sut o
LS A
T,
{

N

ek

T

() Consehsus structure of Ado-Cbl variant

riboswitch obtained from different domains.

542

o

&

(b) Consensus structure of Ado-Cbl variant
riboswitch identified in Archaeal metagenomes.

Figure 7. (A) Secondary structure of Ado-Cbl Variant riboswitch (source:Rfam).
(B) Consensus structure of Ado-Cbl variant riboswitch identified in the Archaeal metagenomes.
(C) Consensus structure of Ado-Cbl variant riboswitch sequences obtained from other domains.

Table 4. Sequence hits of some riboswitches/ribozymes obtained by
three approaches in three unclassified archaea.

S.no.  Halophilic Lokiarchaeum sp. Candidatus
Archaeon GC14_75 Thorarchaeota
DL31 archaeon SMTZ-45

1 HHR II, III HSP 90 TPP

2 ykKc Cobalamin ykKc

3 Intron 111 SAM 1 Intron II

4 yYbP Four U Four U

5 ydaO Purine ykoK

6 FMN HHR IIT glmS

7 ykKc FMN

8 TPP

of known riboswitches, it seems reasonable to conclude that far
more biochemical and functional diversity will be uncovered
as new riboswitch discoveries are made. With the advent of
metagenomics, the discovery of new microbial communities
in different types of habitats, the scope to discover new gene
regulatory elements has also increased, including riboswitches
and other regulatory RNA elements. Though, in this study we
have identified only TPP and Ado-Cbl variant riboswitches,
but with more advanced bioinformatics approaches and more
efficient algorithms, other classes of riboswitches may also be
discovered. This study demonstrates that metagenomics and
bioinformatics can be applied to the analysis of not only genes,
proteins, and metabolic pathways but regulatory structures in
natural environmental samples. Bioinformatics methods are
likely to play a major role in revealing conserved riboswitches

and in establishing how widespread these classes are among
organisms from the three domains of life.
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