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Supplementary tables

Table S1

	Genes
	Primer sequence(5’-3’)(This study)
	Product size(bp) 
(This study)

	
	
	

	pelA (Extracellular matrix protein)
	F:CGCGCCCGAAGAGATGCT   
	200

	
	R:TCCCGGCGATGTGAAGACCT
	

	pgaA (biofilm  adhesin protein A)
	F:ACGGCGGCACCTTGTTTTG
	219

	
	R:CCGGGATTGGGGCATTGA
	

	
	
	

	tfdC(chlorocatechol 1,2 dioxygenase)
	F:GGCGCCGAAATGAAGAAGTG
	249

	
	R:ATTGGCGGGGGCGATTGT
	

	
	
	

	arhd (Aromatic ring hydroxylating dioygenase)
	F:ACGCCTGGCTCAACCTGTGG
	293

	
	R:GTCGGCGCTGTAGTGCTTGAG
	

	
	
	

	rpoB (RNA pol β subunit)
	F:CCGACCGCTTCACCGATGTT
	201

	
	R:CAAGCCAGGCACCGAGGAAG
	






















Table: S2
	Std
Order
	A1
	B1
	Static


	
	
	
	arhd
	tfdC
	pelA
	pgaA

	
	
	
	observed
	predicted
	observed
	predicted
	observed
	predicted
	observed
	predicted

	1
	-1
	-1
	0.000755903
	0.0071575
	0.00283263
	0.0032851
	0.0027798
	0.0024664
	0.0048534
	0.005323

	2
	1
	-1
	0.000879
	0.0010633
	0.005889
	0.0068590
	0.055
	0.0403386
	0.00878
	0.009364

	3
	-1
	1
	0.00891
	0.0080808
	0.02398
	0.0181500
	0.075
	0.0771839
	0.0558
	0.053808

	4
	1
	1
	0.008015625
	0.0076692
	0.02232638
	0.0154139
	0.074
	0.064836
	0.0491347
	0.048857

	5
	-1.414
	0
	0.00367
	0.0039838
	0.01378
	0.0163588
	0.039
	0.0372145
	0.0289
	0.029816

	6
	1.414
	0
	0.00449
	0.0041211
	0.01567
	0.0169512
	0.041
	0.0552629
	0.0304
	0.028890

	7
	0
	-1.414
	0.000695
	0.0007471
	0.004098
	0.0046670
	0.00997
	0.011096
	0.000979
	0.001440

	8
	0
	1.414
	0.008976
	0.0098187
	0.0024398
	0.0020649
	0.0789
	0.0812515
	0.05876
	0.060486

	9
	0
	0
	0.004987
	0.0049122
	0.01267
	0.0130300
	0.04267
	0.042552
	0.03241
	0.03225

	10
	0
	0
	0.0049
	0.0049122
	0.01367
	0.0130300
	0.0419
	0.042552
	0.03144
	0.03225

	11
	0
	0
	0.004898
	0.0049122
	0.01324
	0.0130300
	0.040
	0.042552
	0.032
	0.03225

	12
	0
	0
	0.004798
	0.0049122
	0.01234
	0.0130300
	0.0406
	0.042552
	0.0327
	0.03225

	13
	0
	0
	0.004978
	0.0049122
	0.01323
	0.0130300
	0.04259
	0.042552
	0.0327
	0.03225

	




	
	
	
	
	
	
	
	
	
	

	Std
Order
	A2
	B2
	

	
	
	
	
arhd
	
tfdC
	pelA

	pgaA

	
	
	
	observed
	predicted
	observed
	predicted
	observed
	predicted
	observed
	predicted

	1
	-1
	-1
	0.002246655
	0.0021016
	0.00113604
	0.0014402
	0.0000057
	0.0000061
	0.00020840
	0.0002776

	2
	1
	-1
	0.003453
	0.0031088
	0.01159
	0.0088179
	0.00000649
	0.0000072
	0.000401
	0.000445

	3
	-1
	1
	0.02399
	0.0217854
	0.01204
	0.0124986
	0.00003781
	0.0000351
	0.002229
	0.0022422

	4
	1
	1
	0.027626861
	0.025223
	0.01024604
	0.0086283
	0.00003698
	0.0000366
	0.00208402
	0.002039

	5
	-1.414
	0
	0.01288
	0.0125136
	0.005876
	0.0055646
	0.00001923
	0.0000199
	0.001498
	0.0013448

	6
	1.414
	0
	0.01362
	0.0135353
	0.006127
	0.0067519
	0.00002431
	0.0000217
	0.001249
	0.0011781

	7
	0
	-1.414
	0.004671
	0.0043678
	0.002865
	0.003238
	0.0000056
	0.0000051
	0.0004461
	0.00053

	8
	0
	1.414
	0.02495
	0.0283021
	0.01189
	0.0122305
	0.00003966
	0.0000423
	0.002459
	0.0025279

	9
	0
	0
	0.01401
	0.013982
	0.06123
	0.060408
	0.00002345
	0.0000221
	0.001409
	0.001389

	10
	0
	0
	0.01389
	0.013982
	0.05897
	0.060408
	0.00002134
	0.0000221
	0.001342
	0.001389

	11
	0
	0
	0.01392
	0.013982
	0.05972
	0.060408
	0.00002156
	0.0000221
	0.001378
	0.001389

	12
	0
	0
	0.01419
	0.013982
	0.0609
	0.060408
	0.00002234
	0.0000221
	0.001441
	0.001389

	13
	0
	0
	0.0139
	0.013982
	0.06122
	0.060408
	0.00002199
	0.0000221
	0.001375
	0.001389


Shaking




Table S3		
	Organisms
	% similarity of pel genes

	
	pelA
	pelB
	pelC
	pelD
	pelE
	pelF
	pelG

	P.aeruginosa PAO1
	65.56
	49.71
	70.93
	62.08
	61.70
	68.75
	77.63

	P.simiae 50988
	99.36
	96.67
	99.42
	97.56
	99.70
	99.60
	99.78

	Pseudomonas sp NZIPFR-PS2
	84.63
	96.75
	88.37
	93.11
	99.39
	87.30
	99.99

	Pseudomonas sp NFR09
	95.09
	94.66
	96.51
	95.78
	83.89
	97.62
	88.60

	P.mendocina EGD-AQ5
	62.69
	42.98
	62.79
	60.89
	57.62
	64.37
	77.19


				


Table S4
	Organisms
	% similarity of pga genes

	
	pgaA
	pgaB
	pgaC
	pgaD

	P.fluorescens SBW25
	92.25
	91.9
	96.41
	91.19

	P. viridiflava
	98.43
	92.48
	95.29
	91.25

	Pseudomonas sp NS1(2017)
	98.31
	97.14
	95.74
	90.1

	Pseudomonas sp CBZ4
	94.79
	95.19
	95.29
	86.88

	Serratia sp 18057
	90.07
	91.26
	97.53
	91.88








Table: S5
	A: Upper pathway proteins
	% homology of P.simiae EGD-AQ6 upper  pathway proteins with four 2-4-D degraders

	
	R.eutropha JMP134
	B.xenovorans LB400
	A.xyloxidans A8

	1.
	tfdA/arhd ( 2-4-D dioxygenase)
	65
	56
	59

	2.
	tfdB (2-4-D  hydroxylase)
	66
	53.8
	64.6



	B. Lower pathway 
	

	Sl no
	Lower pathway(ortho cleavage pathway) proteins
	% homology of P.simiae EGD-AQ6 lower pathway proteins with four 4-CCA degrading organisms

	
	
	R.eutropha JMP134
	B.xenovorans LB400
	A.xyloxidans A8

	         1.        
	tfdC(chloro-catechol 1,2 dioxygenase)
	68.79%
	73.20%
	60.98%

	        2.        
	tfdD(chloro-muconate cycloisomerase)
	60.44
	67.07
	54.41

	        3.        
	tfdE(di-enelactonehydrolase)
	68.39
	76.47
	64.34

	       4.        
	tfdF(maleylacetase reductase)
	70.34
	75.69
	60.3

	        5.        
	cbnR (LysR family transcriptional regulator in chloroaromatic degradation)
	61.03
	52.41
	56.3







