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Biodegradation of trimethylamine by a halotolerant strain of Paracoccus sp. PS1 and in silico analysis of
trimethylamine degrading enzymes.

Madhupa Seth®, Priyajit Mondal®®>, Dhritishree Ghosh®, Raju Biswas®, Sumit Chatterjee®, Subhra Kanti

Mukhopadhyay®
Affiliations

®Department of Microbiology, The University of Burdwan, Burdwan-713104, Purba Bardhaman, West Bengal,

India.

Email id and ORCID:

!sethmadhupa@gmail.com; ORCID ID- 0000-0003-1736-5869
*priyajitmondal1994@gmail.com; ORCID ID- 0000-0002-0903-4050
*dhritishreeghosh@gmail.com; ORCID ID- 0000-0001-8650-2906

®Microbiology Laboratory, Department of Botany, Institute of Science, Visva-Bharati (A Central University),
Santiniketan, West Bengal, 731235, India. Email id: rajubiswas.26041995@gmail.com. ORCID ID- 0000-0002-

6131-7015

‘Department of Microbiology, Bose Institute, EN 80, Sector V, Bidhan Nagar, Kolkata-700091,West Bengal,

India. Email id: i.sumit2011@gmail.com. ORCID ID- 0000-0001-7365-3713

*Corresponding author: Subhra Kanti Mukhopadhyay. Email id: skmukhopadhyay@microbio.buruniv.ac.in;

Mobile: +91 7908778733. ORCID ID- 0000-0001-9284-0880

List of bioinformatics tools used:

Sr. Tool Name Website References

No.

1. FastQC v0.11.9 | https://www.bioinformatics.babraham.ac.uk/projects/fastgc Andrews 2010

2. Trim_Galore https://www.bioinformatics.babraham.ac.uk/projects/trim_galore | Andrews et al.

v0.6.5 2015

3. Unicycler v0.4.8 | https://lwww.github.com/rrwick/Unicycler/releases Wick et al.
2017

4. Quast v5.2.0 https://www.quast.sourceforge.net Gurevich et al.
2013
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5. Prokka v1.14 https://www.github.com/tseemann/prokka Seemann 2014

6. PANNZER2 https://www.//ekhidna2.biocenter.helsinki.fi/sanspanz/ Torénen et al.
2018

7. BLAST https://blast.nchi.nlm.nih.gov/Blast.cgi Johnson et al.
2008

8. BLASTP https://blast.nchi.nlm.nih.gov/Blast.cgi?PAGE=Proteins Johnson et al.
2008

9. KEGG BLAST | https://www.genome.jp/tools/blast/ Kanehisa
and Goto 2000

10. EMBL-EBI https://www.ebi.ac.uk/ Kanz et al.
2005

11. LALIGN https://www.ebi.ac.uk/Tools/psa/lalign/ Huang and
Miller 1991

12. Expasy https://web.expasy.org/protparam/ Gasteiger et al.

Protparam 2005

13. STRING https://string-db.org/ Szklarczyk et
al. 2018

References

Andrews S (2010) Babraham bioinformatics-FastQC a quality control tool for high throughput sequence data.

Andrews S, Krueger F, Segonds-Pichon A, Biggins L, Virk B, Dalle-Pezze P, Wingett S, Saadeh H, Ahlfors H
(2015) Trim Galore.

Gasteiger E, Hoogland C, Gattiker A, Duvaud Se, Wilkins MR, Appel RD, Bairoch A (2005) Protein
identification and analysis tools on the EXPASYy server. The proteomics protocols handbook, pp 571-
607. https://doi.org/10.1385/1-59259-890-0:571

Gurevich A, Saveliev V, Vyahhi N, Tesler G (2013) QUAST: quality assessment tool for genome assemblies.
Bioinformatics 29:1072-1075. https://doi.org/10.1093/bioinformatics/btt086

Huang X, Miller W (1991) Lalign-find the best local alignments between two sequences. Adv Appl Math
12:373-381.

Johnson M, Zaretskaya |, Raytselis Y, Merezhuk Y, McGinnis S, Madden TL (2008) NCBI BLAST: a better
web interface. Nucleic Acids Res 36:W5-W9. https://doi.org/10.1093/nar/gkn201

Kanehisa M, Goto S (2000) KEGG: kyoto encyclopedia of genes and genomes. Nucleic Acids Res 28:27-30.
https://doi.org/10.1093/nar/28.1.27

Kanz C, Aldebert P, Althorpe N, Baker W, Baldwin A, Bates K, Browne P, van den Broek A, Castro M,
Cochrane G, Duggan K, Eberhardt R, Faruque N, Gamble J, Diez FG, Harte N, Kulikova T, Lin Q,
Lombard V, Lopez R, Mancuso R, McHale M, Nardone F, Silventoinen V, Sobhany S, Stoehr P, Tuli
MA, Tzouvara K, Vaughan R, Wu D, Zhu W, Apweiler R (2005) The EMBL Nucleotide Sequence
Database. Nucleic Acids Res 33:D29-D33. https://doi.org/10.1093/nar/gki098

Seemann T (2014) Prokka: rapid prokaryotic genome annotation. Bioinformatics 30:2068-2069.
https://doi.org/10.1093/bioinformatics/btul53

Szklarczyk D, Gable AL, Lyon D, Junge A, Wyder S, Huerta-Cepas J, Simonovic M, Doncheva NT, Morris JH,
Bork P, Jensen LJ, Mering Christian v (2018) STRING v11: protein—protein association networks with
increased coverage, supporting functional discovery in genome-wide experimental datasets. Nucleic
Acids Res 47(D1):D607-D613 https://doi.org/10.1093/nar/gky1131

Torénen P, Medlar A, Holm L (2018) PANNZER?2: a rapid functional annotation web server. Nucleic Acids Res
46:W84-W88. https://doi.org/10.1093/nar/gky350



https://doi.org/10.1093/bioinformatics/btu153

62
63
64
65

Wick RR, Judd LM, Gorrie CL, Holt KE (2017) Unicycler: resolving bacterial genome assemblies from short

and long sequencing reads.
https://doi.org/10.1371/journal.pchi.1005595

PLoS

Comput

Biol

13:e1005595.



