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Supplementary figure and Table Legends

Fig. S1   Rarefaction analysis of the 16S rRNA gene sequence analysis from the bacterial communities in M1, M2 and M3 stations during MON and PRM. The analysis was performed using the free online analytic rarefaction 1.3 software (Holland 2003, Analytic Rarefaction 1.3.www.uga.edu/∼strata/software/).

Fig. S2). Principal component analysis (PCA) triplot depicting the uniqueness and sharing at three sampling stations M1, M2 and M3during PRM and MON. 

Table S1 The sediment parameters are shown in the table where samples M1, M2 and M3 are the sampling station whereas pre-monsoon (PRM) and monsoon (MON) are the two seasons where samples were collected.

Table S2 The table showing the results of ANOVA with seasons and stations
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Figure S1
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Figure S3











         

	 
	 
	TOC%
	 
	 
	TN%
	 
	 
	Fe (mg g-1)
	 
	Mn (µg g-1)

	 
	M1
	M2
	M3
	M1
	M2
	M3
	M1
	M2
	M3
	M1
	M2
	M3

	4/4
	2.42
	2.82
	2.48
	 -
	0.41
	0.33
	62.85
	67.41
	62.85
	158.61
	126.61
	128.72

	11/5
	2.54
	2.85
	2.85
	0.31
	0.38
	0.34
	61.14
	74.34
	59.13
	134.05
	160.62
	149

	8/6
	2.63
	2.57
	2.76
	0.27
	0.34
	0.36
	59.85
	65.28
	66.6
	195.9
	165.81
	167.01

	14/6
	2.88
	2.88
	2.85
	0.32
	0.41
	0.38
	66.99
	69.93
	53.34
	169.04
	141.68
	146.68

	24/06
	3.16
	2.83
	2.57
	0.36
	0.37
	0.36
	58.9
	58.94
	59.3
	132.42
	140.32
	141.14

	10/7
	3.13
	3.19
	2.71
	0.34
	0.34
	0.36
	59.45
	56.06
	62.2
	130.43
	125.11
	124.39

	27/07
	3.19
	2.74
	2.77
	0.34
	0.37
	0.33
	58.34
	58.3
	59.11
	121.31
	126.15
	126.92

	9/8
	3.01
	2.38
	2.59
	 -
	    -
	   -
	62.27
	59.85
	57.45
	131.39
	125.15
	127.04

	26/08
	3.1
	2.86
	2.59
	0.33
	0.37
	0.36
	62.56
	61.36
	55.56
	130.38
	125.19
	126.5



 
Table S1















                   Df     Sum Sq Mean Sq F value   Pr(>F)    
	Bacteria    13     480.5   36.96   3.799     0.000146 ***
Stations     2       0.4      0.22     0.023      0.977596    
Season       1       2.8      2.82     0.290      0.591886    
Residuals   67    651.8    9.73                     


---
Signif. codes:  0 ‘***’ 0.001 ‘**’ 0.01 ‘*’ 0.05 ‘.’ 0.1 ‘ ’ 1


Table S2
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