Pseudomonas sp. SAP195.3 165 ribosomal RNA gene (JX067660.1)
Pseudomaonas fluorescens A506 (CP003041.1)

Pseudomonas fluorescens strain LMG 5329 165 ribosomal RNA gene (JQ974027.1)
Fsaudomonas sp. enrichment culture clone R2 F-52 16S ribosomal RNA gene (JX963094.1)
Pseudomonas fluorescens strain Pt14 (CP017296.1)

Pseudomonas azotoformans strain $4 (CP014546.1)

Pseudomonas sp. WCS374 (CP007638.1)

Pseudomonas sp. 510116 16S ribosomal RNA gene (KF956548.1)

Fseudomonas sp. partial 16S rRNA gene, isolate Ki-1w (AJ288144.1)

Pseudomonas putida strain bD1 165 ribosomal RNA gene (JF772536.1)
Pseudomonas sp. SJ08 16S ribosomal RNA gene (KF312469.1)

Pseudomonas chilororaphis strain UFB2 (CP011020.1)

= Pseudomonas pulida strain Cal 16S ribosomal RNA gene (AY962603.1)
Pseudomonas sp. AD3.12 16S ribosomal RNA gene (KP267839 1)

Pseudomonas sp. RHQ12 16S ribosomal RNA gene (GQ375795.1)
Pseudomonas gessardi strain M-B5C 16S ribosomal RNA gene (KJB06381.1)

Pseudomonas sp. P97.38 16S ribosomal RNA gene (DQ453823.1)
Pseudomonas sp. F96.27 165 ribosomal RNA gene (DQ453817.1)

Pseudomonas azotoformans strain F77 (CP019856.1)

Supplementary material 1: Phylogenetic tree showing relatedness of Pseudomonas chlororaphis
UFB2 isolated in this study to other reported 2,4-DCP and other phenolic compounds degrading
Pseudomonas spp. The 16S rRNA sequences were retrieved from NCBI and the phylogenetic tree
was constructed by rooted neighbour-joining method using DNAMAN (version 7), Lynnon
Corporation, CA, USA (Demo version). The numbers on branching points are bootstrap values
with 1000 replicates (values <95% were not included).
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Supplementary material 2: Anion Exchange Chromatogram of crude extract loaded on ANX
anion exchange column connected to AKTA100 purification system. Labels from Al1-Al14
shown the number of fractions collected.
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Supplementary material 3: Gel Filtration Chromatogram: Fraction collected after ANX anion
exchange chromatography, pooled, concentrated and loaded on a column packed with Sepharyl

100 matrix. Labels from A1-C5 shows a number of the fraction collected.
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Supplementary material 4: Lineweaver-Burk double reciprocal plot of substrate saturation curve

of catechol 1,2-dioxygenase. The double reciprocal plot was fitted to Michaelis-Menten equation

to determine the values of viuar and K.



Supplementary material 5: Amplification of genes involved in the biodegradation of2,4-DCP in
Pseudomonas chlororaphis UFB2: M=1Kb DNA Marker, Lane 2= catechol 1,2-dioxygenase gene
(467 bp)



