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SFigure 1: Growth curve of Rhizobium sp. AQ_MP 
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SFigure 2: 16s rRNA- based neighbor-joining tree construction showing the relationship among different closely related 16rRNA sequences gained by BLAST search and 16s rRNA present in Rhizobium sp. AQ_MP (Red box) genome. Blue box sp. Indicating the NCBI submitted sequences by Pal et al., 2018.
[image: image3.png]i miB-Betals X

, Gomil x| @ mTsever x| @ seedViewer X | & Dowlosss  x [ @ GotoSie 4 x [ & elacans: x [ G fncoriedmic x

C @ uniprotorg/uniprot/DOFYG3

Apps ® Google Scholsr [ Issues | Bioinformat.. ) State Bankofindin.. W hitps//wwwvistspr.. @ Department of Biot..

w O BN

B Prevention & Contr...

@ Bioinformsticstooks.. @ Publications Dats,.. 3 Editoris on the Spe..

ve/ID mapping Peptide search SPARQL

UanrotKB DOFYG3 (DOFYG3_9SPHN)

Display N\ BLAST BIFormat @ Add to basket @ History

D Help video @ Add a publication

Protein| Submitted name: Beta-lactamase, microcystin degrading enzyme Mirs

Publications Genel mirB
Feature viewer Organism | Sphingopyxis sp. C-1

Feature table tatus | 1 Unreviewed - Annotation score: 80000 - proten predictd

e Function®

GO - Molecular function’

- beta-lactamase activity @ Source: UniProtkB-EC
- peptidase activity @ Source: UniProtk-KW.

9 Complete GO annotation on QuickGO ...

Keywords’

Molecular  Hydrolase, Protease ' ARBA annotation ~
function

Do not show this banner again

5c4m.92.51.P3.br
3517424 M8 3 i ek

) Scmo2sLPabL..mky
3707841 M5 54 s0cs e

5c4m.92.51.P2.br
3397434 M5 3 mins ek





SFigure 3: Gene cluster of beta-lactamase, microcystin degrading enzyme (mlrB gene)
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S.Figure 4: Protein structure of siderophores, glycosyltransferase, and glycoside hydrolases, found in Rhizobium sp., is predicted by different in-silico servers. 





S.Figure 4: Protein structure of siderophores, glycosyltransferase, and glycoside hydrolases, found in Rhizobium sp., is predicted by different in-silico servers. 





S.Figure 5: The RAST server depicts the presence of the denitrification pathway in the Rhizobium sp.








