Occurrence and diversity of bacterioplankton in drinking water tropical reservoirs of contrasting trophic state
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Table S1. Location and morphometric characteristics of Cerrillos and Lucchetti reservoirs in Puerto Rico. 
	Feature
	Cerrillos
	Lucchetti

	Location
	18°04' N - 66°24' W
	18°05' N - 66°5' W

	Area (km2)
	2.1
	2.8

	Drainage area (km2)
	45.3
	44.8

	Volume (106 m3)
	58.2
	11.1

	Mean depth (m)
	25
	11

	Maximum depth (m)
	65
	25

	Altitude (m a.s.l)
	170
	175

	Water retention time (days)
	420
	125

	Uses
	Water supplies/Flood protection
	Water supplies/Irrigation
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Table S2. Abundance (number of sequences) of genus-level taxa of bacterioplankton that contribute at least 0.5% of the total sequences in the two reservoirs at different sampling depths and seasons. 
	Reservoir
	Cerrillos
	Lucchetti
	

	Depth
	0 m
	12 m
	12 m
	20 m
	20 m
	5 m
	12 m
	12 m
	20 m
	20 m
	

	Season/Year
	Feb 2015
	Feb 2015
	Feb 2016
	Feb 2015
	Feb 2016
	Feb 2016
	Jun 2015
	Feb 2016
	Jun 2015
	Feb 2016
	%

	Gammaproteobacteria; Pseudomonadales; Moraxellaceae; Acinetobacter
	59
	297
	156
	8794
	1153
	9690
	379
	1160
	114
	546
	9.87

	Alphaproteobacteria; SAR11 clade; Clade III; uncultured
	3764
	2035
	3978
	312
	2025
	909
	3564
	2665
	799
	1163
	9.37

	Actinobacteria; Actinobacteria; Frankiales; Sporichthyaceae; hgcI clade
	2582
	2412
	2978
	963
	2475
	1345
	1936
	1873
	1079
	779
	8.13

	Actinobacteria; Acidimicrobiia; Microtrichales; Ilumatobacteraceae; CL500-29 marine group
	1784
	2299
	2273
	1473
	2036
	1773
	716
	1091
	315
	1203
	6.61

	Cyanobacteria; Oxyphotobacteria; Synechococcales; Cyanobiaceae; Cyanobium PCC-6307
	5236
	1404
	1259
	708
	856
	1202
	544
	685
	339
	763
	5.74

	Firmicutes; Bacilli; Bacillales; Bacillaceae
	31
	49
	24
	0
	0
	13
	411
	1330
	3628
	3583
	4.00

	Bacteroidetes; Ignavibacteria; OPB56
	1881
	259
	985
	244
	508
	1200
	352
	498
	97
	357
	2.82

	Firmicutes; Bacilli; Bacillales; Bacillaceae; Bacillus
	739
	365
	491
	0
	22
	107
	0
	285
	510
	3206
	2.53

	Actinobacteria; Actinobacteria; Micrococcales; Microbacteriaceae; Microbacterium
	121
	796
	278
	25
	0
	99
	144
	3184
	78
	737
	2.41

	Actinobacteria; Actinobacteria; Corynebacteriales; Mycobacteriaceae; Mycobacterium
	128
	350
	180
	123
	371
	562
	407
	1715
	162
	1219
	2.30

	Alphaproteobacteria; Rhizobiales; Beijerinckiaceae; Methylocystis
	34
	374
	352
	175
	1444
	255
	764
	303
	464
	471
	2.05

	Actinobacteria; Actinobacteria
	904
	350
	495
	332
	470
	224
	803
	408
	453
	172
	2.04

	Gammaproteobacteria; Betaproteobacteriales; Hydrogenophilaceae; uncultured
	0
	499
	734
	1291
	709
	0
	63
	0
	432
	0
	1.65

	Bacteria
	305
	572
	163
	60
	570
	224
	532
	267
	382
	451
	1.56

	Planctomycetes; Phycisphaerae; Phycisphaerales; Phycisphaeraceae; CL500-3
	45
	371
	172
	1155
	110
	12
	986
	106
	336
	21
	1.46

	Gammaproteobacteria; Betaproteobacteriales; Methylophilaceae; uncultured
	0
	0
	153
	154
	89
	0
	507
	69
	1984
	18
	1.31

	Gammaproteobacteria; Betaproteobacteriales; Burkholderiaceae; Limnobacter
	470
	254
	711
	0
	275
	328
	394
	0
	78
	81
	1.14

	Gammaproteobacteria; Betaproteobacteriales; Methylophilaceae; Ca. Methylopumilus
	217
	484
	303
	419
	572
	105
	225
	88
	136
	0
	1.13

	Gammaproteobacteria; Betaproteobacteriales; Burkholderiaceae
	247
	102
	426
	443
	321
	350
	357
	62
	148
	37
	1.10

	Alphaproteobacteria; Rhizobiales; Rhizobiales Incertae Sedis; uncultured
	149
	150
	135
	221
	110
	175
	0
	513
	65
	602
	0.94

	Actinobacteria; Actinobacteria; PeM15; Ambiguou taxa
	110
	176
	10
	0
	0
	238
	340
	557
	68
	338
	0.81

	Verrucomicrobia; Verrucomicrobiae; uncultured
	107
	159
	89
	0
	119
	36
	261
	113
	676
	21
	0.70

	Gammaproteobacteria; Betaproteobacteriales; Rhodocyclaceae; Sulfuritalea
	0
	487
	52
	364
	205
	13
	0
	0
	337
	49
	0.67

	Gammaproteobacteria; Gammaproteobacteria Incertae Sedis; Acidibacter
	309
	88
	263
	93
	108
	175
	284
	41
	66
	31
	0.64

	Chloroflexi; SL56 marine group; Ambiguous taxa
	74
	93
	153
	0
	0
	81
	568
	60
	292
	24
	0.59

	Bacteroidetes; Bacteroidia; Flavobacteriales; Weeksellaceae; Chryseobacterium
	0
	11
	0
	0
	0
	845
	0
	419
	0
	35
	0.58

	Actinobacteria; Thermoleophilia; Solirubrobacterales
	78
	71
	38
	458
	54
	51
	71
	231
	0
	252
	0.58

	Actinobacteria; Actinobacteria; Micrococcales; Micrococcaceae; Haematomicrobium
	0
	333
	425
	150
	38
	64
	0
	163
	0
	102
	0.56

	Actinobacteria; Thermoleophilia; Gaiellales; uncultured
	42
	194
	80
	0
	85
	103
	91
	220
	49
	347
	0.53

	Gammaproteobacteria; Vibrionales; Vibrionaceae; Vibrio
	0
	431
	64
	0
	212
	0
	123
	0
	370
	0
	0.53

	Actinobacteria; Thermoleophilia; Solirubrobacterales; 67-14
	102
	280
	26
	0
	0
	69
	142
	362
	10
	195
	0.52

	Gammaproteobacteria; Legionellales; Legionellaceae; Legionella
	257
	133
	57
	0
	131
	39
	113
	225
	16
	214
	0.52

	Firmicutes; Bacilli; Bacillales; Bacillaceae; Fictibacillus
	58
	0
	0
	0
	0
	0
	0
	161
	243
	704
	0.51

	Gammaproteobacteria; Methylococcales; Methylomonaceae; Methylomonas
	0
	71
	94
	0
	391
	21
	98
	42
	349
	51
	0.50




Table S3. Results of the statistical analysis (P-values) of the principal coordinate analysis (PCoA) for the two ordination scores with the environmental variables.
	Variables
	Dim1
	Dim2
	r2
	P (>r)
	

	Oxygen
	0.9946
	-0.10375
	0.3241
	0.246753
	

	Temperature
	0.18589
	0.98257
	0.0125
	0.966034
	

	NO3−
	-0.95553
	-0.2949
	0.775
	0.003996
	**

	PO4–3
	-0.99075
	0.13572
	0.8614
	0.002997
	**



Significance codes:  ***, 0.001; **, 0.01; *, 0.05. P values based on 1000 permutations.
[bookmark: _GoBack]Table S4. SIMPER analysis results displaying the top ASVs accounting for at least >0.5% of dissimilarity of the community between reservoirs.
	
	
	
	
	Abundance (%)

	ASV
	Phylum
	Taxa
	Contribution (%)1
	Cerillos
	Lucchetti

	3bcfbc2b0c14409a67013809c1104759
	Firmicutes
	Bacillaceae
	1.56
	0.00
	1.16

	9e2e58e45960896e4c24ff6b5c62e4b2
	Firmicutes
	Bacillaceae
	1.54
	0.00
	1.15

	3f2c69795eefcfb4a63736416896fb68
	Proteobacteria
	Acinetobacter
	1.50
	0.00
	1.12

	a38dc56df20f4430ce69147f20a9e172
	Proteobacteria
	Acinetobacter
	1.44
	0.00
	1.08

	2bd2e247bda5f3c0ba920ac15b7e692e
	Proteobacteria
	SAR11 clade III
	1.43
	1.60
	1.22

	b9bd28f3e1a126b754486b5e587d7991
	Proteobacteria
	SAR11 clade III
	1.40
	1.57
	1.26

	e021af98b96032561b9384b9ec3b18bb
	Proteobacteria
	Acinetobacter
	1.25
	0.93
	0.00

	8684d170f36554c44f53fc2b083cb31c
	Firmicutes
	Bacillaceae
	1.24
	0.00
	0.92

	f008a5f76cd8e1c111c61358e347af6d
	Proteobacteria
	Acinetobacter
	1.16
	0.87
	0.00

	d9e1ff8a9bbd9aa52907ce7b7ccf5edf
	Proteobacteria
	SAR11 clade III
	1.09
	1.19
	0.93

	219e5bfd4275e8f1089e75fc2c1a963d
	Proteobacteria
	Acinetobacter
	1.03
	0.00
	0.77

	f1dca153d871085ee1f2ae3e961841c0
	Cyanobacteria
	Cyanobium PCC-6307
	1.03
	1.18
	0.48

	f7ba2f6ee7f1cc3d7d6b31ce8848a08d
	Actinobacteria
	Mycobacterium
	1.02
	0.09
	0.85

	67358accdc9065fc73906b47cf42fbe9
	Cyanobacteria
	Cyanobium PCC-6307
	0.93
	0.95
	0.26

	04b400cdb67e44d6385d3247bbad7985
	Actinobacteria
	Mycobacterium
	0.92
	0.20
	0.86

	b8ab42e2e62b9c427a397227cd54fbb3
	Proteobacteria
	Acinetobacter
	0.90
	0.67
	0.00

	241106cceb3b507b33460a0b0515eb31
	Cyanobacteria
	Cyanobium PCC-6307
	0.90
	1.14
	0.52

	b576df2fee70b96a3f0c9a50615a3f93
	Bacteroidetes
	Ignavibacteria OPB56
	0.90
	0.88
	0.45

	6d4088c9a84426b91657a1aab35a8637
	Proteobacteria
	Hydrogenophilaceae
	0.88
	0.70
	0.07

	e6be12d36ae8ef8f21890d23e8008e63
	Proteobacteria
	Hydrogenophilaceae
	0.87
	0.71
	0.11

	c43cdc29a3ab42cf3c121feca23c9f85
	Proteobacteria
	Acinetobacter
	0.86
	0.64
	0.00

	733fa167cf383578306a04ba5cab83a2
	Actinobacteria
	Sporichthyaceae hgcI clade
	0.85
	1.04
	0.40

	160d1602004001e6bb989d8fe6281520
	Bacteroidetes
	Ignavibacteria OPB56
	0.84
	0.83
	0.51

	5189cc1b216781524ff8fc3060c9346a
	Actinobacteria
	Sporichthyaceae hgcI clade
	0.84
	1.07
	0.45

	d4c113c3a09907a4c62d64724527ec09
	Proteobacteria
	SAR11 clade III
	0.78
	0.84
	0.58

	2810cf55fd7ce6dce44acde1c0f2677c
	Firmicutes
	Bacillaceae
	0.72
	0.00
	0.53

	b830dd9ff7625fd874cbc20c96d2b0ce
	Actinobacteria
	Microbacterium
	0.70
	0.11
	0.49

	1a012da5928db4eec4027f484dbcfb6b
	Actinobacteria
	Microbacterium
	0.65
	0.11
	0.45

	fc455893479d26e167893d697bb98949
	Actinobacteria
	Ilumatobacteraceae CL500-29 marine
	0.64
	0.76
	0.35

	9815a315b8f6804c7a57dcfae163d9a4
	Actinobacteria
	Ilumatobacteraceae CL500-29 marine
	0.61
	0.75
	0.34

	24cc94991254777f70be4e37acca587a
	Proteobacteria
	Acinetobacter
	0.60
	0.00
	0.45

	89b98c187492c00a0549a6f8871bd5be
	Proteobacteria
	Methylophilaceae
	0.59
	0.00
	0.44

	c8210132d33a82eb4706630289a909dc
	Proteobacteria
	Acinetobacter
	0.55
	0.41
	0.00

	6dd779b99b86ad730a8454e6af215d88
	Actinobacteria
	Microbacterium
	0.54
	0.17
	0.38

	95edf0d06267aa03ff5675776fa1c1c6
	Proteobacteria
	Methylophilaceae
	0.52
	0.08
	0.40

	bc2fa2feb26d7adb91d3bf7ebda6eec2
	Proteobacteria
	Methylocystis
	0.50
	0.33
	0.48


1Contribution of the ASV to the overall dissimilarity between groups
