-

View metadata, citation and similar papers at core.ac.uk brought to you byj‘: CORE

provided by Cork Open Research Archive

\‘ ‘ ORA Cork Open Research Archive
[ Cartlann Taighde Oscailte Chorcai

Title Transcriptional regulation of carbohydrate utilization pathways in the

Bifidobacterium genus

Author(s) Khoroshkin, Matvei S.; Leyn, Semen A.; van Sinderen, Douwe;

Rodionov., Dmitry A.

Publication date 2016-02-09

Original citation Khoroshkin, M. S., Leyn, S. A., Van Sinderen, D. and Rodionov, D. A.
(2016) 'Transcriptional Regulation of Carbohydrate Utilization Pathways
in the Bifidobacterium Genus', Frontiers in Microbiology, 7(120).
doi:10.3389/fmicb.2016.00120

Type of publication |Article (peer-reviewed)

Link to publisher's http://dx.doi.org/10.3389/fmicb.2016.00120

version Access to the full text of the published version may require a
subscription.
Rights © 2016 Khoroshkin, Leyn, Van Sinderen and Rodionov. This is an

open access article distributed under the terms of the Creative
Commons Attribution License (CC BY). The use, distribution or
reproduction in other forums is permitted, provided the original
author(s) or licensor are credited and that the original publication in
this journal is cited, in accordance with accepted academic practice.
No use, distribution or reproduction is permitted which does not
comply with these terms.

https://creativecommons.org/licenses/by/4.0/

Item downloaded http://hdl.handle.net/10468/3680
from

Downloaded on 2017-09-04T23:31:557

University College Cork, Ireland
Colaiste na hOllscoile Corcaigh


https://core.ac.uk/display/84073745?utm_source=pdf&utm_medium=banner&utm_campaign=pdf-decoration-v1
http://dx.doi.org/10.3389/fmicb.2016.00120
https://creativecommons.org/licenses/by/4.0/
http://hdl.handle.net/10468/3680

GOSR

BDP2186 MalR4

AbfR
B10185 e
BLADg1y
E’FGALJ« 19
SPANGO2245 Mal R1
3\1\67 Bbriggg
gor2™"
2®
oo

THE
2iele

T o &
23 %

2 5%

@ P %

3 =4

)

Figure S1. (A) Phylogenetic tree of the Lacl-family TFs presumably involved in the control of carbohydrate utilization genes.
Tfs from the same orthologous group are highlighted by the same background color. TF orthologous group names are given in the outer circle

Groups of TFs with reconstructed regulons are shown in red.
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Figure S1. (B) Phylogenetic tree of the ROK-family TFs presumably involved in the control of carbohydrate utilization genes.

Tfs from the same orthologous group are highlighted by the same background color. TF orthologous group names are given in the outer circle.
Groups of TFs with reconstructed regulons are shown in red.
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Figure S1. (C) Phylogenetic tree of the TetR-family TFs
presumably involved in the control of carbohydrate utilization genes.

Tfs encoded by genes that are co-localized with genes for glycosyl
hydrolases and/or carbohydrate transporters are highlighted in red boxes.
Genomic context of these TetR-family regulators is shown by arrows that
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denote genes encoding TFs (in red), glycosyl hydrolases (in blue), and

carbohydrate transporter (in green).

Eight orthologous groups of BgrT1-BgrT8 regulators with reconstructed
regulons in Bifidobacteria are marked are highlighted by background color,
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— e s BgrT regulons in light green and yellow are involved in utilization of beta-
porR orcz glucosides and beta-galactosides, respectively.
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