OTUs

ICE
oTU

117288
344542
101074
251223
251223
149844

91093
149844
306210
306210
114736
181308
269609
258719
114736
370222
262570
211827
117288
219545
211827
140949
251223
219545
370222
238441
278348
229855
316800
149844
210698

77969
315661
149844
110844
238441
139840
278348
370222
240343
120983
158301
315125

Env

POC
Salinity
Salinity
DOC

POC

PO4

POC

POC

Si

Chla

POC
TotalBacte
Salinity
PO4
Salinity
DOC
Salinity
TotalBacte
PO4
Salinity
Chla

PO4

TN

z

POC

TN
NO2.NO3
Salinity
Salinity
TN

POC
Salinity
NO2.NO3
Chla

VA

DOC

POC
Salinity
TN
NO2.NO3
Salinity
Salinity
POC

P-value
4,51E-05
4,97E-05
6,72E-05
7,95E-05
9,71E-05

0,000118315
0,000122314
0,000244534

0,00024823
0,000286513
0,000288212

0,00039661
0,000399713
0,000502657
0,000534948
0,000620605
0,000626587
0,000701295
0,000712708
0,000753172
0,000764703
0,000858794
0,000885125
0,000910031
0,000937541
0,000995076
0,001008164
0,001017349
0,001082538
0,001095748
0,001274979
0,001296457
0,001317792
0,001338985
0,001356173
0,001365464
0,001370152
0,001380558
0,001384051
0,001471753
0,001488541
0,001575249
0,001586171

Spearmanr Taxonomic affiliation

-0,7451827 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,7424723 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,733945 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
-0,7290263 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,7230425 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,7169664 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,715931 k__Bacteria; p__Verrucomicrobia; c__ Opitutae; o__
-0,6933025 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,6927893 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,6878302 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,6876238 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
-0,6762265 k__Bacteria; p__Proteobacteria; c__Gammaproteo

0,675942 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,6674411 k__Bacteria; p__Planctomycetes; c__Planctomycet
-0,6650846 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
-0,6593805 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,659008 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia;
-0,6545963 k__Bacteria; p__Proteobacteria; c__ Betaproteobac
-0,6539583 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,6517648 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,6511583 k__Bacteria; p__Proteobacteria; c__Betaproteobac
-0,6464826 k__Archaea; p__Crenarchaeota; c_ Thaumarchaeo
-0,6452531 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,6441186 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,642896 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,6404352 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,6398925 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,6395152 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
-0,6369183 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,6364084 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,6299636 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,6292441 k__Bacteria; p__Bacteroidetes; c__ Flavobacteriia; ¢
-0,6285395 k__Bacteria; p___Proteobacteria; c__Gammaproteo
-0,6278491 k__Bacteria; p__Proteobacteria; c__Gammaproteo

0,627296 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,6269995 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,6268505 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,6265214 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
-0,6264114 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,6237245 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__
-0,6232258 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,6207238 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,6204171 k__Bacteria; p__Proteobacteria; c__Alphaproteobz



238441
361772
367917
258719
211827
197435
258719

23581
254834
254834
306210
238441
117288
315661
240343

23581
263093
110844
149844
244663
262570
278348
140949
140949

46499
141882
306798

86963
315661
162915
258719
211827
363730

93013
280778
370222
278348
287911
113401
111021
149844
141709
317414
120983

91093
238441
167600

POC

POC

Si

POC

Si

Salinity
DOC
Salinity
NO2.NO3
Chla

TN

Si

TN
Salinity

VA

z

PO4
NO2.NO3
TotalBacte
NO2.NO3
NO2.NO3
PO4

Chla

TN

POC

POC

POC

z

VA

DOC

Si

PO4

Chla

Si

POC

PO4

TN
NO2.NO3
Salinity
Salinity
DOC

z

POC

z

DOC

PO4
TotalBacte

0,001696968
0,001739255
0,001751015
0,001860321
0,001884889
0,002127555
0,00215942
0,00216978
0,002277426
2,47E-03
0,002684819
0,002856473
0,003030073
0,003070785
0,003225837
0,0033065
0,003443707
0,003478205
0,003536933
0,003963995
0,003974633
0,0040004
0,004103517
0,004143289
0,004165601
0,00444259
0,004492124
0,004505925
0,004680713
0,004707053
0,004756922
0,004758699
0,004822714
0,004939677
0,004957082
0,004970443
0,004993418
0,005058781
0,005270697
0,005649459
0,005942954
0,006038133
0,006092104
0,006098385
0,006155275
0,006155275
0,006167185

-0,6174026 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,6162961 k__Bacteria; p__Bacteroidetes; c__Sphingobacterii
0,6159924 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,6132501 k__Bacteria; p__Planctomycetes; c__ Planctomycet
-0,6126526 k__Bacteria; p__Proteobacteria; c__Betaproteobac
-0,6070814 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,6063905 k__Bacteria; p__Planctomycetes; c__Planctomycet
-0,6061677 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
0,6136364 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,6096838 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,5960864 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5930903 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,5902111 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5895561 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5871267 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__
-0,5859015 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,5838742 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
0,5833752 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5825352 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5767567 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
-0,5766196 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,5762887 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
-0,5749823 k__Archaea; p__Crenarchaeota; c_ Thaumarchaeo
-0,5744857 k__Archaea; p__Crenarchaeota; c__Thaumarchaeo
-0,5742089 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5708722 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,570294 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
-0,5701338 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5681403 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5678454 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5672906 k__Bacteria; p__Planctomycetes; c__Planctomycet
-0,567271 k__Bacteria; p__Proteobacteria; c__Betaproteobac
-0,5665662 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,5731225 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,565112 k__Bacteria; p__Bacteroidetes; c__ _Cytophagia; o__
-0,5649692 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5647244 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,5640331 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,561842 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5581029 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,5553469 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,5544775 k__Bacteria; p__Verrucomicrobia; c__Opitutae; o__
0,5612648 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,553933 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,553423 k__Bacteria; p__Verrucomicrobia; c__ Opitutae; o__
-0,553423 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,5533167 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «



370222

46499
162915
202680
211827
114736
149844

86963
251223
270469
117914
167824

47505
254834
192790
242563
330941
328766

91093
251223
226297
129034
372772
306210
162915
249451

77969
110844

23581
140949
139840
263093
271354
114736
258719
247038
280778
117288

23581
159330

71505
250376
345762
141882

79388

77969
280778

Si

DOC

POC

Chla

TN

PO4

Si

POC

Si

TN

TN

POC
Salinity
TotalBacte
TN

z
NO2.NO3
POC

TN

PO4

VA

z

Salinity
TotalBacte
TN

Salinity

VA

POC

POC

POC

DOC

POC
TotalBacte
TotalBacte
TN

POC

TN

Salinity
NO2.NO3
NO2.NO3
DOC
TotalBacte
Si

DOC
Salinity
NO2.NO3
DOC

0,006375873
0,006490266
0,006533763
0,006549624
0,006702765
0,006798721
0,006813046
0,00695346
0,007031944
0,007061793
0,007121697
0,00716718
0,00716937
0,007217128
0,007428443
0,007677014
0,007766306
0,008012863
0,008087262
0,008161048
0,008265346
0,008416813
0,008440981
0,00880976
0,008915514
0,008960993
0,009323625
0,009535029
0,009800265
0,009800922
0,01000852
0,0100223
0,0100223
0,01003068
0,01026142
0,01027151
0,01074994
0,01093837
0,01111346
0,01114272
0,01119944
0,01119944
0,01139803
0,01150034
0,01164614
0,01199129
0,01229456

-0,5514819 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5504972 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5501266 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,5499919 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5487057 k__Bacteria; p__Proteobacteria; c__Betaproteobac
-0,5479122 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
-0,5477946 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,546652 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5460217 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,5457836 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,5453081 k__Archaea; p__Crenarchaeota; c_ Thaumarchaeo
-0,5449493 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,544932 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,5513834 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5429241 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,5410514 k__Bacteria; p__Verrucomicrobia; c__Verrucomicrt
-0,540391 k__Bacteria; p__Planctomycetes; c__Planctomycet
-0,5385995 k__ Bacteria; p__Bacteroidetes; c__Sphingobacterii
-0,5380679 k__Bacteria; p__Verrucomicrobia; c__ Opitutae; o_
-0,5375447 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,5368117 k__Bacteria; p__Firmicutes; c__ Bacilli; o__Lactobac
-0,5357608 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5355946 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,5331056 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5324078 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5321097 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,5297773 k__Bacteria; p__Bacteroidetes; c__ Flavobacteriia; ¢
0,5284518 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5268228 k__Bacteria; p__Bacteroidetes; c__ Flavobacteriia; ¢
-0,5268188 k__Archaea; p__Crenarchaeota; c__Thaumarchaeo
-0,525569 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,5254868 k__Bacteria; p__Chloroflexi; c__SAR202; o__SAR2C
-0,5254868 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
-0,5254369 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,524075 k__Bacteria; p__Planctomycetes; c__Planctomycet
-0,5240161 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,521273 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__
-0,5202202 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5192552 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,5190951 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,5187858 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
-0,5187858 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
0,5177131 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,5171665 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,5163942 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
-0,5145973 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,5130532 k__Bacteria; p__Bacteroidetes; c__ Cytophagia; o__



278348
377816
280778
278348
171955
271354
167824
219910
262570
151752
122717
122887
250376
250376
364329
364329
181308
112372
306210
293057
224905
240343
139840
238441
322264
317414
345762
159330

46499
270469
163466
117288
150331
365604
123369
123369
123369
123369

93490
377714
162915
278253
231646
313037
318602
294599
165350

Chla
Salinity

Z

POC

Si

Chla

PO4
TotalBacte
PO4

POC
Salinity
Chla

PO4

POC

Si

Salinity

Si

Salinity
PO4

POC
NO2.NO3
Salinity
TN

Chla

POC

z

Salinity
PO4

PO4

POC
NO2.NO3
DOC

TN

Chla

DOC

POC

TN
TotalBacte
DOC

POC

Si

Chla

DOC

DOC

DOC

DOC
NO2.NO3

0,0123678
0,01274812
0,01295993
0,01356554
0,01364718
0,01375554
0,01375554
0,01377857
0,01406205
0,01443638
0,01457112
0,01477045
0,01477045
0,01477045
0,01526366
0,01529346
0,01531345
0,01576861
0,01622655
0,01634949

0,0164375
0,01654364
0,01655947
0,01660191
0,01660638
0,01669387
0,01669681
0,01671919
0,01671919
0,01692477
0,01708829
0,01756928
0,01785977
0,01788598
0,01788598
0,01788598
0,01788598
0,01788598
0,01790566
0,01793507
0,01801485
0,01802255
0,01802255
0,01802255
0,01802255
0,01802255
0,01802255

-0,5126849 k__Bacteria; p__Proteobacteria; c__Alphaproteobz

0,510801 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,5097717 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__
-0,5069028 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
0,5065241 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,5060243 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5060243 k__Bacteria; p__Chloroflexi; c_ SAR202; o__SAR2C
-0,5059185 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5046278 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,5029557 k__Bacteria; p__Proteobacteria; c__ Deltaproteoba
0,5023624 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,501493 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,501493 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,501493 k__Bacteria; p__Planctomycetes; c__ Phycisphaerat
-0,4993821 k__ Bacteria; p__Proteobacteria; c__Gammaproteo
0,4992563 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4991721 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4972778 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4954163 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4949238 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4945731 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4941522 k__Bacteria; p__Bacteroidetes; c__ Cytophagia; o__
-0,4940896 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,493922 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,4939044 k__Bacteria; p_ GNO02; c_ BD1-5; 0 BD1-5CL;f _
0,4935602 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4935486 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4934608 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4934608 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4926586 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4920262 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,490194 k__Bacteria; p__Proteobacteria; c__Gammaproteo

0,489107 k__Bacteria; p__Planctomycetes; c__Planctomycet
0,4890096 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4890096 k__ Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4890096 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4890096 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4890096 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4889366 k__Bacteria; p__ Proteobacteria; c__Gammaproteo
-0,4888276 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4885326 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4885042 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4885042 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4885042 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4885042 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4885042 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4885042 k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o



231646
313037
318602
294599
231646
313037
318602
294599
231646
313037
318602
294599
314117
117914
281332
141882
196129
113232
188066
113232
113232
113232
140949
167824
380153
364867
307260
219545
250376
250376
141113
200817
315661
150331
315661

93013
101591
315661
377714
117401
210698
207850
363730
363730
149844
211827
150331

POC

POC

POC

POC

TN

TN

TN

TN
TotalBacte
TotalBacte
TotalBacte
TotalBacte
Z
NO2.NO3
VA

Si

Salinity
DOC

PO4

POC

TN
TotalBacte
NO2.NO3
DOC

POC

POC

Si
NO2.NO3
DOC

TN

Salinity
POC

TN

Si

Chla

DOC
NO2.NO3
PO4

TN

TN

Salinity
DOC

POC
TotalBacte
NO2.NO3
POC
NO2.NO3

0,01802255
0,01802255
0,01802255
0,01802255
0,01802255
0,01802255
0,01802255
0,01802255
0,01802255
0,01802255
0,01802255
0,01802255
0,01802568
0,01803497
0,01804022
0,01807131
0,01829255
0,01843703
0,01843703
0,01843703
0,01843703
0,01843703

0,0185447
0,01855524
0,01855524
0,01855524
0,01855524
0,01857523
0,01922005
0,01922005
0,01951633
0,01965587
0,01967967

0,0197265
0,02005508
0,02098845
0,02106563
0,02181666

0,0221108
0,02235574
0,02238928
0,02239449
0,02241734
0,02241734
0,02254957
0,02261747
0,02263785

-0,4885042 k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o
-0,4885042 k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o
-0,4885042 k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o
-0,4885042 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4885042 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4885042 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4885042 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4885042 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4885042 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4885042 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4885042 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4885042 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
0,4884926 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4884584 k__Archaea; p__Crenarchaeota; c__Thaumarchaeo
-0,488439 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4883245 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
0,487514 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4869889 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4869889 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4869889 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4869889 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4869889 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4865998 k__Archaea; p__Crenarchaeota; c_ Thaumarchaeo
-0,4865618 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4865618 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4865618 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia;
0,4865618 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,4864899 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4842001 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4842001 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4831688 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4826875 k__Bacteria;
-0,4826057 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4824449 k__Bacteria; p__Planctomycetes; c__Planctomycet
-0,4813256 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4822134 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4779733 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,475565 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,47464 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
0,4738772 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4737733 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4737572 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4736865 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4736865 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4732784 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4730696 k__Bacteria; p__Proteobacteria; c__Betaproteobac
0,473007 k__Bacteria; p__Planctomycetes; c___Planctomycet



110844
315125
192790
364944
367917
181308
114736
224089
270469
125824
192790
310842

93013
263093
226297
271354
271354
271354
167824
250376
123369
123402
321377
123402
321377
123402
321377
322468
101074
129034
197435
231646
313037
318602
294599
267167

97116
102013
150062
267167

97116
102013
150062
267167

97116
102013
150062

Chla
DOC
NO2.NO3
POC
DOC
TN
TN
Si

Si

Si
DOC
VA
TN
DOC
NO2.NO3
PO4
POC
Si
TN
Chla
Chla
DOC
DOC
POC
POC
TN
TN
TotalBacte
VA
Salinity
VA
Chla
Chla
Chla
Chla
DOC
DOC
DOC
DOC
POC
POC
POC
POC
TN
TN
TN
TN

0,02279079
0,02294926

0,0232483
0,02328607
0,02344993
0,02346983
0,02358096
0,02365999
0,02376852
0,02390876
0,02410384
0,02424773
0,02440629
0,02462956
0,02462956
0,02462956
0,02462956
0,02462956
0,02462956
0,02469661
0,02474043
0,02474043
0,02474043
0,02474043
0,02474043
0,02474043
0,02474043
0,02474043
0,02475752
0,02522445
0,02526461
0,02528395
0,02528395
0,02528395
0,02528395
0,02528395
0,02528395
0,02528395
0,02528395
0,02528395
0,02528395
0,02528395
0,02528395
0,02528395
0,02528395
0,02528395
0,02528395

0,4725389 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4720565 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
-0,4711534 k__Bacteria; p__Proteobacteria; c__Alphaproteobz

-0,47104 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «

0,4705498 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4704904 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4701597 k__Bacteria; p__Proteobacteria; c__Alphaproteobz

0,4699253 k__Bacteria; p__Proteobacteria; c__Gammaproteo

0,4696044 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4691915 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4686203 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4682014 k__Archaea; p__Euryarchaeota; c__ Thermoplasma
-0,4713439 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4670994 k__Bacteria; p__Proteobacteria; c__Gammaproteo

0,4670994 k__Bacteria; p__Firmicutes; c__ Bacilli; o__Lactobac
-0,4670994 k__Bacteria; p__Chloroflexi; ¢ SAR202; o SAR2C
-0,4670994 k__Bacteria; p__Chloroflexi; c_ SAR202; o SAR2C
-0,4670994 k__Bacteria; p__Chloroflexi; ¢ SAR202; o SAR2C
-0,4670994 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
-0,4669073 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
-0,4667819 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4667819 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia;
-0,4667819 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia;
-0,4667819 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia;
-0,4667819 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4667819 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4667819 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4667819 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4667331 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
-0,4654094 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4652964 k__ Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4652421 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4652421 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4652421 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4652421 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4652421 k__Archaea; p__Euryarchaeota; c__Thermoplasma
-0,4652421 k__Archaea; p__Euryarchaeota; c_ Thermoplasma
-0,4652421 k__Archaea; p__Euryarchaeota; c_ Thermoplasma
-0,4652421 k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o
-0,4652421 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4652421 k__Bacteria; p__Proteobacteria; c__Epsilonproteot
-0,4652421 k__Bacteria; p__Proteobacteria; c__Epsilonproteot
-0,4652421 k__Bacteria; p__Proteobacteria; c__Epsilonproteot
-0,4652421 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4652421 k__Bacteria; p__Proteobacteria; c__ Deltaproteoba
-0,4652421 k__Bacteria; p__Proteobacteria; c__Deltaproteoba
-0,4652421 k__Bacteria; p__Proteobacteria; c__ Deltaproteoba



324220
117401
363730
278641
258719
113232

22543
107378
161507

22543
107378
161507

22543
107378
161507
151752
240343
190600
202680
169677
203464
192712
159330

91369
326153
326153
141113
240343

20442
367917
317932
151752
315125
363730

98948
223399

93013
110844
210698

98948

46499
278641
115460
117914

91093
190600
278641

TotalBacte
Si

PO4
TotalBacte
Chla

Chla

DOC

DOC

DOC

POC

POC

POC

TN

TN

TN

PO4

TN

Salinity
NO2.NO3
Salinity
POC

POC
Salinity
Salinity
DOC
TotalBacte
DOC

Chla

PO4
Salinity
Chla
TotalBacte
TN

DOC
TotalBacte
NO2.NO3
Salinity
Salinity
TotalBacte
POC

Si

PO4
Salinity
DOC

PO4

POC

POC

0,02528395
0,02553684

0,0258907

0,0258907
0,02608351
0,02618729
0,02618729
0,02618729
0,02618729
0,02618729
0,02618729
0,02618729
0,02618729
0,02618729
0,02618729
0,02626095
0,02640612
0,02646815
0,02667274
0,02719672
0,02752164
0,02754258
0,02758296
0,02760097
0,02799214
0,02799214
0,02830779
0,02848793
0,02856542
0,02860567
0,02870863
0,02882798
0,02891968
0,02910305
0,02920269
0,02923396
0,02940986
0,02943741
0,02965819
0,02986298
0,02991829
0,03012627
0,03058464
0,03075394
0,03075458
0,03117567

0,0311779

-0,4652421 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,4645347 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4635541 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4635541 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4630244 k__Bacteria; p__Planctomycetes; c__Planctomycet
-0,4627405 k__Bacteria; p__Proteobacteria; c__Betaproteobac
-0,4627405 k__Bacteria; p__Proteobacteria; c__Betaproteobac
-0,4627405 k__Bacteria; p__Proteobacteria; c__Betaproteobac
-0,4627405 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4627405 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
-0,4627405 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4627405 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
-0,4627405 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4627405 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4627405 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4625396 k__Bacteria; p__Proteobacteria; c__ Deltaproteoba
-0,462145 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__
0,4619768 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4614246 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4600256 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4591688 k__Bacteria; p__Verrucomicrobia; c__ Opitutae; o_
-0,4591139 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,459008 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4589609 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4579424 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4579424 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,4571288 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4566677 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__
-0,45647 k__Bacteria; p__Verrucomicrobia; c__ Verrucomicrt
-0,4563676 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4561059 k__Bacteria; p__Bacteroidetes;
-0,4558036 k__Bacteria; p__Proteobacteria; c__Deltaproteoba
-0,455572 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4551105 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4548608 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4547825 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__
0,4543437 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4542751 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4537276 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4532226 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4530867 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4525775 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4514649 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4510573 k__Archaea; p__Crenarchaeota; c__Thaumarchaeo
-0,4510558 k__Bacteria; p__Verrucomicrobia; c__ Opitutae; o__
-0,4500497 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4500444 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «



162915
240569
224905
125824
120983

91093
292848
114726
167824
271354
263093
167824
117288
377714
302992
272690

46499
315661
270469
306798
113232
364195
128241
380239
117401
330571
101637
335627
101637
231646
313037
318602
294599
374536
322246

81434

93490
188066
188066
139656
188066
166246
151752
150331
101074
117288
123369

PO4

POC
Salinity
TN
NO2.NO3
VA

Salinity
POC
NO2.NO3
TN

TN
TotalBacte
Chla

DOC
TotalBacte
Si

TN

POC

DOC

DOC

Si

z

VA

z
TotalBacte
POC

Chla

DOC

POC

Si

Si

Si

Si

Si

TN

z

Salinity
DOC

POC

Si

TN
NO2.NO3
DOC

Chla
NO2.NO3
NO2.NO3
Si

0,03131464
0,03135927
0,03151518

0,0318741
0,03204485
0,03208778
0,03215581
0,03218096
0,03220422
0,03220422
0,03220422
0,03220422
0,03233719
0,03280103
0,03280103
0,03280613
0,03290083
0,03314534
0,03333819
0,03342906

0,0335573
0,03387208
0,03412231
0,03412231
0,03437658
0,03465439
0,03472136
0,03472136
0,03472136
0,03472136
0,03472136
0,03472136
0,03472136
0,03472136
0,03472136
0,03479268
0,03510109
0,03539896
0,03539896
0,03539896
0,03539896

0,0354058
0,03559793

0,0360417
0,03629103
0,03632805
0,03634925

-0,44972 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4496144 k__Bacteria; p__Proteobacteria; c__ Deltaproteoba
-0,4492464 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4484045 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4480067 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4479069 k__Bacteria; p__Verrucomicrobia; c__ Opitutae; o__

0,4477491 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4476908 k__Bacteria; p__Verrucomicrobia; c__ Opitutae; o__
-0,4476369 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4476369 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4476369 k__Bacteria; p__Chloroflexi; c_ SAR202; o__SAR2C
-0,4476369 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
-0,4473295 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4462648 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
-0,4462648 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4462532 k__Bacteria; p__Planctomycetes; c__vadinHA49; o
-0,4460373 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4454822 k__Bacteria; p__Proteobacteria; c__Gammaproteo

0,4450466 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4448421 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
-0,4445542 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4438512 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4432961 k__ Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4432961 k__Archaea; p__Euryarchaeota; c__ Thermoplasma

0,4427353 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4421262 k__Bacteria; p__Proteobacteria; c__Gammaproteo

-0,44198 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢

-0,44198 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢

-0,44198 k__Bacteria; p__Fibrobacteres; c__ Fibrobacteria; o

-0,44198 k__Bacteria; p__Proteobacteria; c__Gammaproteo

-0,44198 k__Bacteria; p__Proteobacteria; c__Gammaproteo

-0,44198 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢

-0,44198 k__Bacteria; p__ SAR406; c_ AB16; o__ Arctic96B-7

-0,44198 k__Bacteria; p__SAR406; c__AB16; o__Arctic96B-7

-0,44198 k__Archaea; p__Crenarchaeota; c_ Thaumarchaeo
-0,4418245 k__Bacteria; p__Proteobacteria; c__Betaproteobac

0,441155 k__Bacteria; p__Proteobacteria; c__ Gammaproteo
-0,4405128 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4405128 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4405128 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4405128 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4404981 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4400862 k__Bacteria; p__Proteobacteria; c__ Deltaproteoba

0,4391415 k__Bacteria; p__Planctomycetes; c__Planctomycet
-0,4386147 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
-0,4385367 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4384921 k__Bacteria; p__Proteobacteria; c__Gammaproteo



210698
344542
278348

79388
137355
364329
117914
278641
345762

94191
219924
291227
291227

20442
270469
278641
254834
213420
117914
240343
113401
307260
335078
263093
263093
125824
278348
328766
364329
186510
140949
162915
377714
158301
306210
196129
139840
322468
113232
322468
123402
321377
110844
219910
114736

89505
232438

PO4
NO2.NO3
TotalBacte
NO2.NO3
POC

POC

POC
Salinity
DOC
Salinity
Chla

DOC

POC

Chla

PO4

TN

Salinity
POC

PO4

PO4

VA

Chla

POC

Si
TotalBacte
DOC

DOC

DOC
TotalBacte
Salinity

Si

Chla

Si
NO2.NO3
NO2.NO3
TotalBacte
PO4

Chla

PO4

TN
TotalBacte
TotalBacte
TN

POC
NO2.NO3
Salinity
Salinity

0,03641827
0,03662234
0,03681505
0,03708415
0,03728892
0,03777539
0,03786736
0,0381602
0,03854026
0,03901253
0,03937621
0,03946002
0,03946002
0,03953859
0,03978616
0,03980984
4,00E-02
0,04022591
0,04050666
0,04058264
0,04151259
0,04151946
0,04151946
0,04151946
0,04151946
0,04155214
0,04167507
0,04253661
0,04287476
0,04289601
0,04347552
0,04354453
0,04358231
0,04368401
0,04376541
0,04406234
0,04436577
0,04469586
0,04469586
0,04469586
0,04469586
0,04469586
0,04484011
0,04495263
0,04512342
0,04542256
0,04542256

-0,438347 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4379192 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4375168 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4369578 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
-0,4365346 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4355364 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4353488 k__Archaea; p__Crenarchaeota; c_ Thaumarchaeo

-0,434754 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢

0,4339872 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢

0,4330428 k__Bacteria; p__Proteobacteria; c__Epsilonproteot

0,4323215 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4321561 k__Bacteria; p__Verrucomicrobia; c__Verrucomicrt
-0,4321561 k__Bacteria; p__Verrucomicrobia; c__Verrucomicrt
-0,4320012 k__Bacteria; p__Verrucomicrobia; c__ Verrucomicrt

0,4315148 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4314684 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «

0,4310821 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4306567 k__Bacteria; p__Verrucomicrobia; c__Verrucomicrt
-0,4301127 k__Archaea; p__Crenarchaeota; c_ Thaumarchaeo

-0,429966 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__
-0,4281874 k__Bacteria; p__Proteobacteria; c__Gammaproteo

0,4281744 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «

0,4281744 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4281744 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
-0,4281744 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
-0,4281125 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4278799 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4262648 k__Bacteria; p__Bacteroidetes; c__Sphingobacterii
-0,4256379 k__Bacteria; p__Proteobacteria; c__Gammaproteo

0,4255986 k__Bacteria; p__Proteobacteria; c__Deltaproteoba
-0,4245335 k__Archaea; p__Crenarchaeota; c_ Thaumarchaeo
-0,4244074 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4243385 k__Bacteria; p__Proteobacteria; c__Alphaproteobz

0,4241531 k__Bacteria; p__Proteobacteria; c__Gammaproteo

0,4240049 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4234663 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4229188 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4223265 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia;
-0,4223265 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4223265 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4223265 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4223265 k__Bacteria; p__Proteobacteria; c__Gammaproteo

0,4220687 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4218681 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4215644 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
-0,4210345 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4210345 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz



112981
254834
141882

20442
322246
307120
186416
324220
150051
101158
231646
313037
318602
294599
335627
324220
324220
267167

97116
102013
150062
150331
315125
259896
269689
322468
326153
210698
143537
278641
287911
186510
122887
107743
189443
123369
188066

22543
107378
161507
139840
207850

SwW
oTU
101591

Salinity

TN

PO4

TN

Z

Salinity
Salinity
Chla

DOC

DOC

PO4

PO4

PO4

PO4

POC

Si

TN
TotalBacte
TotalBacte
TotalBacte
TotalBacte
PO4
TotalBacte
NO2.NO3
DOC

Si

Si
NO2.NO3
NO2.NO3
NO2.NO3
PO4

z
NO2.NO3
POC
TotalBacte
PO4

Si
TotalBacte
TotalBacte
TotalBacte
Si

POC

Env
PO4

0,04542256
4,55E-02
0,04589812
0,04590329
0,04603125
0,04632989
0,04632989
0,04674864
0,04674864
0,04674864
0,04674864
0,04674864
0,04674864
0,04674864
0,04674864
0,04674864
0,04674864
0,04674864
0,04674864
0,04674864
0,04674864
0,04746378
0,04798211
0,04818247
0,04818575
0,04818575
0,04834342
0,04839201
0,0485364
0,04868489
0,04868489
0,04869719
0,04892246
0,04892246
0,04892246
0,04939496
0,04939496
0,04939496
0,04939496
0,04939496
0,04952878
0,04958121

P-value

3,17852E-05

-0,4210345 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
0,4229249 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4201977 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4201887 k__Bacteria; p__Verrucomicrobia; c__Verrucomicrt
-0,4199647 k__Archaea; p__Crenarchaeota; c_ Thaumarchaeo
-0,4194438 k__Bacteria; p__Verrucomicrobia; c__Verrucomicrt
-0,4194438 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4187179 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
0,4187179 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4187179 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
-0,4187179 k__Bacteria; p__Bacteroidetes; c__Sphingobacterii
-0,4187179 k__Archaea; p__Euryarchaeota; c_ Thermoplasma
-0,4187179 k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o
-0,4187179 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4187179 k__Bacteria; p__Proteobacteria; c__ Deltaproteoba
-0,4187179 k__Bacteria; p__Proteobacteria; c__Epsilonproteot
-0,4187179 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4187179 k__Bacteria; p__Proteobacteria; c__ Deltaproteoba
-0,4187179 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4187179 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4187179 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,4174898 k__Bacteria; p__Planctomycetes; c__Planctomycet
-0,4166086 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
0,4162699 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4162644 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4162644 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4159987 k__Bacteria; p__Bacteroidetes; c__ Flavobacteriia; ¢
-0,415917 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,4156744 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4154256 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4154256 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢

0,415405 k__Bacteria; p__Proteobacteria; c__Deltaproteoba
-0,4150287 k__Bacteria; p__Bacteroidetes; c__ Flavobacteriia; ¢
-0,4150287 k__Bacteria; p__Planctomycetes; c__Phycisphaerat
-0,4150287 k__Bacteria; p__Proteobacteria; c__ Betaproteobac
-0,4142437 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4142437 k__Bacteria; p__Proteobacteria; c_ Betaproteobac
-0,4142437 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4142437 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4142437 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4140224 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4139359 k__Bacteria; p___Proteobacteria; c__Gammaproteo

Spearmanr Taxonomic affiliation
0,7665176 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢



263093
304309

51448
281929
325407
251742
281929

71505
100891

94744
210698
123402

91369
364944
114736
117914

92901
141882
308895
197435
364329
265656
249494
202680
163466
159330
317414
301703
374536

36166

93013
270469
140949
290192
263093
101591
131420
327244
101637
281929

91369
355505
322468
164602
123402

40973
292848

Si

DOC

Si

Z
TotalBacte
PO4

TN

Z

VA
TotalBacte
TN
NO2.NO3
PO4

DOC

TN
TotalProtis
Si
TotalBacte
TotalProtis
TotalProtis
POC

PO4
TotalBacte
TotalBacte
Salinity
DOC
Salinity
NO2.NO3
TotalProtis
Si

DOC

TN

DOC

PO4

Si

VA

Salinity
Chla
NO2.NO3
TN
NO2.NO3
Chla
NO2.NO3
NO2.NO3
TotalBacte
Chla

1,36E-04
0,000208483
0,000232466
0,000248633
0,00042828
0,000485903
0,000524495
0,000587566
0,000616789
0,000847444
0,000919568
0,000962024
0,001022261
0,001338875
0,001401556
0,001443501
0,001564022
0,001602355
0,001689239
0,001726932
0,001747156
0,001876099
0,001915114
0,002265584
0,002306315
0,002307145
0,002424039
0,002681
0,002718163
0,002941009
0,002986605
0,003043726
0,00309021
0,003170973
0,003320711
0,003595652
0,003646598
0,003729522
0,003800438
0,003914856
0,004203121
0,004215716
0,00444011
0,004596463
0,004629735
0,004913067
0,005127154

0,7374581 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
-0,7109134 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
-0,7200852 k__Bacteria; p__Proteobacteria; c__Gammaproteo

0,7178021 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,6856388 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,6809399 k__Bacteria; p__Planctomycetes; c.__ OM190; 0 C

0,6780539 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢

0,6737074 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz

-0,671828 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,6591956 k__Bacteria; p__Proteobacteria; c__Betaproteobac
-0,6558523 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,6539876 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia;
-0,6514588 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,6399443 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,6507218 k__Bacteria; p__Proteobacteria; c__Alphaproteobz

0,6366493 k__Archaea; p__Crenarchaeota; c_ Thaumarchaeo
-0,6330962 k__Bacteria; p__Verrucomicrobia; c__ Verrucomicrt
-0,6447638 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,6296426 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,6286454 k__Bacteria; p__Proteobacteria; c__Gammaproteo

-0,628118 k__Bacteria; p__Proteobacteria; c__Gammaproteo

0,6510672 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz

0,6239268 k__Bacteria; p__Bacteroidetes; c__ Cytophagia; o__

0,6160973 k__Bacteria; p__Proteobacteria; c__Gammaproteo

-0,615255 k__Bacteria; p__Proteobacteria; c__Gammaproteo

-0,615238 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢

0,6255278 k__Bacteria; p__Proteobacteria; c__Gammaproteo

0,6080447 k__Bacteria; p__Gemmatimonadetes; c__Gemm-2.

0,6073767 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢

0,6035252 k__Bacteria; p__Lentisphaerae; c__[Lentisphaeria];

0,6153348 k__Bacteria; p__Proteobacteria; c__Gammaproteo

0,6143922 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢

0,6010815 k__Archaea; p__Crenarchaeota; c_ Thaumarchaeo
-0,6123445 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢

0,5974943 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o

0,6059735 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,5927634 k__Bacteria; p__Proteobacteria; c__Alphaproteobz

0,5916164 k__Bacteria; p__Proteobacteria; c__Gammaproteo

0,5906523 k__Bacteria; p_ SAR406; c_ AB16; o Arctic96B-7

0,5891281 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,5854469 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «

0,5852909 k__Bacteria; p__Bacteroidetes;

0,5825754 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5807502 k__Bacteria; p___Proteobacteria; c__Gammaproteo
-0,5803685 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia;
-0,5772076 k__Bacteria;

0,5749185 k__Bacteria; p__Proteobacteria; c__Gammaproteo



292701
115425
292848
261211
215143
279636
335627

60936
252674
249494
244663
141113
254095
224905
271191
364944
364944
141882

81434
247038
117914
247038

95531
254095
130084
117401
173116
245942
139421
173116
164602
126619
191808
310842
123178

60936
181913
200364
255572
380153
306210

23581
357686
200114
140949
316800
310842

TN
TotalBacte
NO2.NO3
TN

Salinity
DOC
TotalBacte
TN

Salinity
NO2.NO3
Si

Si

TN

Si
NO2.NO3
Si
NO2.NO3
TN

PO4

TN

Si
NO2.NO3
VA

Si
TotalBacte
Si

Salinity
Chla

TN
TotalBacte
Chla

Si
TotalBacte
TotalBacte
VA
NO2.NO3
PO4

POC

Chla

TN

Si

Si

Chla
TotalBacte
Si
TotalBacte
Salinity

0,005323142
0,005338716
0,005352079
0,00536178
0,005376828
0,005581353
0,005671652
0,005848675
0,005895544
0,006146703
0,006237863
0,006410608
0,007032529
0,007045766
0,007224547
0,007277474
0,007282805
0,007389031
0,007453421
0,007499176
0,007649302
0,007821212
0,008001585
0,008035721
0,008338723
0,008509251
0,008553996
0,009465224
0,009664866
0,01005693
0,01032808
0,01047156
0,010741
0,01114002
0,0111655
0,01135656
0,01145483
0,01174662
0,01200174
0,01206544
0,01212887
0,01226132
0,01230938
0,01239079
0,0124486
0,01254593
0,01275061

-0,5728916 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,5727333 k__Bacteria; p__Proteobacteria; c__ Deltaproteoba
-0,5725977 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5724994 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,5723473 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,5825981 k__Archaea; p__Crenarchaeota; c_ Thaumarchaeo
-0,569436 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,5677478 k__Bacteria; p__Chlamydiae; c__ChlamydiaePH; o_

0,567308 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,5649993 k__Bacteria; p__Bacteroidetes; c__ Cytophagia; o__
-0,5764023 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o

0,574862 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,5574356 k__Bacteria; p__Planctomycetes; c__Phycisphaerat
0,5694776 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,5559011 k__Bacteria; p__Planctomycetes; c__Planctomycet
-0,5676127 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,5554421 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,5546131 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
0,5541154 k__Bacteria; p__Proteobacteria; c__Betaproteobac
-0,5537639 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
0,5647197 k__Archaea; p__Crenarchaeota; c_ Thaumarchaeo
-0,5513386 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,5500161 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5618332 k__Bacteria; p__Planctomycetes; c__ Phycisphaerat
-0,5476086 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5584475 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢

0,546113 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
0,5401065 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,5388544 k__Bacteria; p_ SAR406; c_ AB16; o__Arctic96B-7
-0,5364562 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
0,5348421 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5458789 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,5324496 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia;
0,5302082 k__Archaea; p__Euryarchaeota; c__Thermoplasma
-0,5300673 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,5290192 k__Bacteria; p__Chlamydiae; c__ChlamydiaePH; o_
0,5284857 k__Bacteria; p__Planctomycetes; ¢ OM190; 0 C
-0,5513109 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,5255833 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
0,5252523 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia;
0,5366856 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,535996 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,5239978 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,5235837 k__Bacteria; p__Planctomycetes; c__Planctomycet
0,5350311 k__Archaea; p__Crenarchaeota; c_ Thaumarchaeo
-0,5228006 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,5217794 k__Archaea; p__Euryarchaeota; c__ Thermoplasma



202680
195358

53737
192198
315125
232517
224905
117401
215368
101591
117914
138577
178816
242563
309485
287911
143882
219117
126619
360749
129439
158301
123205
315125

93013
197435
293057
170551
269609
257198

54806

53737
242341
244663
258719

40092
219117
249494
123454
349003
106286
287800
245447
111553
287800
153955
287774

Salinity
TotalProtis
Chla

VA

Z

POC

TN
TotalProtis
TN
NO2.NO3
NO2.NO3
VA
TotalBacte
TotalBacte
Salinity

z

PO4

Si

TN

DOC
TotalProtis
z

TN

Si

TN

Si
NO2.NO3
TotalBacte
TotalBacte
TN

PO4

TN

Si
TotalBacte
POC

Si

PO4
TotalProtis
TotalProtis
Chla

PO4
TotalBacte
NO2.NO3
NO2.NO3
Si

Salinity
TotalBacte

0,01287009
0,01288922
0,01302726
0,01314708
0,01334737
0,01360286
0,01365093
0,01381446
0,01404312
0,01407196
0,01409697
0,01434814
0,01464662
0,01467064
0,01473953
0,01474747
0,01487523
0,01533473
0,01575273
0,0159095
0,01596946
0,01628638
0,01650846
0,01653835
0,016642
0,01686646
0,0168874
0,01694307
0,01696736
0,01722832
0,01727861
0,01736337
0,01748903
0,01757007
0,01764487
0,01767913
0,01772711
0,01775597
0,01791946
0,01799445
0,01814611
0,01822192
0,01822192
0,01822192
0,01844388
0,01865307
0,01868402

-0,5211895 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,5210955 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,5204203 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o

-0,5198389 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
0,5188767 k__Bacteria; p__Proteobacteria; c__Alphaproteobz

-0,5418091 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
0,5174404 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,5166775 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «

-0,5156229 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,5154908 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
0,5153766 k__Archaea; p__Crenarchaeota; c__Thaumarchaeo
0,5142377 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
0,5129051 k__Bacteria; p__Proteobacteria; c__Gammaproteo

-0,5127988 k__Bacteria; p__Verrucomicrobia; c__ Verrucomicrt
0,5124948 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,5124598 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,5118993 k__Bacteria; p__Proteobacteria; c__Alphaproteobz

-0,5214747 k__Bacteria; p__Proteobacteria; c__Gammaproteo

-0,5081516 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢

-0,5190258 k__Bacteria; p__Proteobacteria; c__Gammaproteo

-0,5072521 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia;
0,5059544 k__Bacteria; p__Proteobacteria; c__Gammaproteo

-0,5050572 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢

-0,5164269 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
0,5045224 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,5151023 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,5035486 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,5033293 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o

-0,5032338 k__Bacteria; p__Proteobacteria; c__Gammaproteo

-0,5022146 k__Bacteria; p__Planctomycetes; c__Phycisphaerat
0,5020196 k__Bacteria; p__Proteobacteria; c__ Deltaproteoba

-0,5016921 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o

-0,5126451 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢

-0,5008986 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
-0,524277 k__Bacteria; p__Planctomycetes; c__Planctomycet

-0,5119089 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o

-0,5003008 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,5001914 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__
0,4995744 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
0,4992929 k__Bacteria; p__Proteobacteria; c__Deltaproteoba

-0,4987265 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4984448 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢

-0,4984448 k__Bacteria; p__Actinobacteria; c__ Thermoleophili
0,4984448 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,5090097 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «

-0,4968604 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o

-0,4967478 k__Bacteria; p__Proteobacteria; c__Deltaproteoba



96187
219910
186510

91369
249451
349046

73128
215143
143227

23581
122887
233524
278253
178816
242341
141882
281929
253059
170762
245673
267542
123205
145818
374536

40092
249494
244663
141113
171955
313037

26513
214190
270032
270032
335078
139840
117401
124210
238441
176376
181913
269689

51736
124210
164602
238441
172942

Salinity

Si

Z

Si

Si

POC
Salinity
TotalBacte
TotalBacte
TotalBacte
TotalBacte
Chla
NO2.NO3
TN

PO4

Chla

TN

DOC

TN
TotalProtis
TotalProtis
Chla
Salinity

TN
NO2.NO3
Si

TN

TN

Si
TotalBacte
Si

Salinity

TN
NO2.NO3
Chla

Si

TN
NO2.NO3
TotalProtis
TotalProtis
DOC

Chla

PO4

PO4

TN

TN
TotalProtis

0,01868686
0,01870644
0,01872868
0,01876249
0,01893812
0,01902228
0,01904493
0,01923037
0,01927837
0,01964521
0,01966328
0,01983758
0,02004684
0,02022722
0,02068736
0,02096958
0,02122094
0,02145772
0,02148593
0,02149858
0,02149858
0,02169717
0,02169928
0,02182277
0,02197685
0,02206846

0,0223946
0,02245438
0,02254023
0,02261815
0,02270752
0,02273578
0,02275063
0,02279462
0,02288356
0,02294745
0,02317333
0,02325958
0,02336286
0,02336885
0,02343972
0,02358342
0,02361938

0,0236228
0,02365517
0,02367807
0,02377563

0,4967375 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,5080367 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4965856 k__Bacteria; p__Proteobacteria; c__Deltaproteoba
-0,5078303 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,5071871 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,5190406 k__Bacteria; p__Proteobacteria; c__Betaproteobac
0,4954458 k__Bacteria; p__GNO02; c_ GNO2PH; o__GNO2PH; f
-0,4947846 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4946142 k__Bacteria; p__Proteobacteria; c__Deltaproteoba
-0,4933237 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4932606 k__Bacteria; p__Planctomycetes; c__Phycisphaerat
0,4926546 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4919328 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4913154 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4897603 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,4888202 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
0,4879914 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4984471 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
0,4871262 k__Archaea; p__Euryarchaeota; c_ Thermoplasma
-0,487085 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,487085 k__Bacteria; p__Firmicutes; c__ Bacilli; o__Bacillale
0,4864425 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
0,4864357 k__Bacteria; p__Proteobacteria; c__Epsilonproteot
0,4860386 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4855456 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
0,4964531 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__
-0,4842228 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
0,4840351 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4949428 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,483523 k__Bacteria; p__Fibrobacteres; c__Fibrobacteria; o
-0,4944132 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__
-0,483157 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4831109 k__Bacteria; p__Bacteroidetes; c__ Flavobacteriia; ¢
-0,4829745 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4826993 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4936592 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4818087 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4815454 k__Bacteria; p__Proteobacteria; c__Gammaproteo

0,481231 k__Bacteria; p__Bacteroidetes; c__ Flavobacteriia; «
0,4812129 k__Bacteria; p__Proteobacteria; c__Deltaproteoba
0,4921316 k__Bacteria; p__Planctomycetes; c._ OM190;0_ C
0,4805635 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4804551 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
-0,4804448 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4803474 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4802785 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,4799858 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz



283953
125541
374536
282725
321377
141113
255372
107378
130084
137355
281448
372772
287800
278485
115460
212589
120820
123454

79916
141882
123369
316870
287800
245447
281929
114057
348543
157089
106752
149844
117123
159330
170551
107378
271191

36289
363730
335627
102013
315661
150331
218815
119576
206631
165350
292701

36289

NO2.NO3
Si

PO4

Si

DOC
TotalBacte
Salinity

TN

POC
TotalProtis
Z

Si
TotalProtis
TN

Si

Chla

Si
TotalBacte
NO2.NO3
NO2.NO3
Salinity
PO4

DOC

DOC
Salinity
PO4
TotalBacte
TotalBacte
POC

Si

PO4

TN

DOC
NO2.NO3
PO4

TN

Salinity
Salinity

VA

Si

Si

Chla
TotalBacte
TN

POC
NO2.NO3
NO2.NO3

0,02408568
0,02410416
0,02412636
0,02414803
0,02415155
0,02465096
0,02492384
0,02492952
0,02498833
0,02529619
0,02543946
0,02556306
0,02563004
0,02568545
0,02573523
0,02591682
0,02593635
0,02601265
0,02601265
0,02620587
0,02621339
0,02637584
0,02684158
0,02684158
0,02711178
0,02721838
0,02724323
0,02739582
0,02758971
0,027614
0,02771683
0,02773409
0,02786307
0,02808167
0,02816868
0,02842986
0,02846568
0,02858451
0,02862912
0,0287333
0,02919515
0,02934899
0,02935863
0,02940085
0,02942421
0,02966872
0,03000165

-0,4790617 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4901097 k__Bacteria; p__Planctomycetes; c__ Phycisphaerat
0,4789412 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4899777 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
0,4899672 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4774012 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4766105 k__Bacteria; p__SAR406; c_ AB16; o__Arctic96B-7
-0,4765941 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
-0,4993477 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4755426 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
-0,475135 k__Bacteria; p__Proteobacteria; c__Deltaproteoba
0,4858211 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4745957 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,4744395 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,485328 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4737901 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4847551 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
0,4735225 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
0,4735225 k__Bacteria; p__Proteobacteria; c__ Deltaproteoba
-0,4729854 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4729645 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4725154 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
0,4822197 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4822197 k__Bacteria; p__Actinobacteria; c__Thermoleophili
0,4705081 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,470221 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4701542 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,469745 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4919174 k__Bacteria; p__Proteobacteria; c__ Deltaproteoba
0,4801094 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,46889 k__Bacteria; p__Bacteroidetes; c__ [Saprospirae]; o
-0,4688443 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4794388 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
-0,4679279 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
0,4676999 k__Bacteria; p__Planctomycetes; c__Planctomycet
-0,4670188 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,4669258 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,4666179 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4665026 k__Bacteria; p__Proteobacteria; c__Epsilonproteot
-0,4771326 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,475931 k__Bacteria; p__Planctomycetes; c__ Planctomycet
-0,464661 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4646366 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4645297 k__Bacteria; p__Verrucomicrobia; c__[Pedosphaer.
0,487003 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4638545 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,463022 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢



292848
167100
147164
162693
323303
269689
247038
219924
105938
189443
125824
244955

75124
283225
269689
245942
289137

35800
110844
103649
302992
156587
302439
166246
374536
214190
196129
292848
269689
367917

96187
181913
233524
321056
145818
373256
219910
190600
364867
243995
297756

47505
306210
161507
232374
287800

19266

PO4
TotalProtis
PO4

PO4

Z
TotalBacte
Si
TotalBacte
DOC

Si

TN
TotalProtis
Salinity
Salinity

VA

Salinity

TN

Si

DOC

z
TotalBacte
Si
NO2.NO3
z

Si

TN

VA

Si
TotalProtis
TN

PO4

Si
NO2.NO3
POC
TotalProtis
z

TN

Salinity
POC
TotalBacte
NO2.NO3
Si
NO2.NO3
Chla

Chla

PO4

Chla

0,03021084
0,03023912
0,03069072
0,03069072
0,03087591
0,03129303
0,03130182
0,03148797
0,03155736
0,03172654
0,03172851
0,03194613
0,03199897
0,03235612
0,03243803
0,03245051
0,0324656
0,03260523
0,03262413
0,03264467
0,03265316
0,03271336
0,03278908
0,03286633
0,03298069
0,03330328
0,03355112
0,0337459
0,03385904
0,03406478
0,03410699
0,03417942
0,03500203
0,03524461
0,03549712
0,03554653
0,03555625
0,0355646
0,03559906
0,03591304
0,035936
0,03600993
0,0361347
0,03613543
0,03613543
0,03613543
0,03613543

-0,4625027 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4624327 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,461322 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,461322 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
0,4608702 k__Bacteria; p__Firmicutes; c__Bacilli; o__Lactobac
0,4598606 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,470633 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,4593924 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4700097 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
0,4695992 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
0,4588178 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4583009 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4581758 k__Bacteria; p__Planctomycetes; c__Planctomycet
0,4573346 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
0,4571427 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4571135 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4570782 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4674943 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4674495 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4566603 k__Bacteria; p__Planctomycetes; c__Phycisphaerat
0,4566405 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,4672384 k__Bacteria; p__Verrucomicrobia; c__Verrucomicr«
0,4563246 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4561455 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
0,4666085 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4551387 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4545723 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4648273 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4538731 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4534087 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4533137 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
0,4638323 k__Bacteria; p__Planctomycetes; c__ OM190; o__ C
0,4513208 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4728537 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
0,4502356 k__Bacteria; p__Proteobacteria; c__Epsilonproteot
-0,4501279 k__Bacteria; p__Proteobacteria; c__Deltaproteoba
-0,4501067 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4500885 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4720528 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «

0,449333 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4492834 k__Archaea; p__Crenarchaeota; c_ Thaumarchaeo
-0,4597368 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,4488554 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4488538 k__Bacteria; p___Proteobacteria; c__Gammaproteo
-0,4488538 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4488538 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4488538 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz



245447
150246
317932
227678
302439
380153
117288
157611
114057
289137
327255

53737
164602
273024
317616
165325
266771
132904
171955

60936
283390
124210
117123
165350
263241
152420
141882
304309
255097
377761
103644
126619

81434

71453
149844
317932
119060

35800
140949
314117
219117
143227

51736

75124
289137
219910
169677

TN
TotalBacte
Salinity
PO4

PO4

VA

TN

POC

Si

Si
TotalBacte
NO2.NO3
TotalProtis
DOC

DOC

Si

DOC

Si

PO4

Si

POC

Si

Si

z

Si

DOC

PO4

Chla

Si

POC

POC
NO2.NO3
Si

DOC
TotalProtis
TotalBacte
DOC
TotalBacte
NO2.NO3
DOC
NO2.NO3
Si

Si

z
TotalProtis
Chla
TotalProtis

0,03619447
0,03625352

0,0363295
0,03646851
0,03661039
0,03665756
0,03668559
0,03692946
0,03728742
0,03749333
0,03756586
0,03756738
0,03796396
0,03801679
0,03801679
0,03801679
0,03801679
0,03801679
0,03802886
0,03814868
0,03864627
0,03865429
0,03890211
0,03892647
0,03899002
0,03906724
0,03923695
0,03933399
0,03938118
0,03981057
0,03981057
0,03996442

0,0399839
0,04001014
0,04006518
0,04007259
0,04015207
0,04032899
0,04048687
0,04088134
0,04091106

0,0409382

0,0409382
0,04142209

0,0415678
0,04163497
0,04174937

-0,448727 k__Bacteria; p__Actinobacteria; c__Thermoleophili
-0,4486003 k__Bacteria; p__Planctomycetes; c__ Planctomycet
0,4484375 k__Bacteria; p__Bacteroidetes;
0,4481404 k__Bacteria; p__Proteobacteria; c__ Deltaproteoba
0,4478381 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4477378 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia;
-0,4476782 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4691009 k__Bacteria; p__Proteobacteria; c__ Deltaproteoba
-0,4569741 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4565357 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
-0,4458257 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4458226 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
0,4449991 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4554298 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
0,4554298 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
0,4554298 k__Bacteria; p__SAR406; c__AB16; o__Arctic96B-7
0,4554298 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4554298 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,444865 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,455153 k__Bacteria; p__Chlamydiae; c__ChlamydiaePH; o_
0,4654115 k__Bacteria; p__Planctomycetes; ¢ OM190;0__a
-0,4540988 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,453586 k__Bacteria; p__Bacteroidetes; c__ [Saprospirae]; o
-0,4430283 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
-0,4534047 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia;
0,4532457 k__Bacteria; p__Proteobacteria; c__Alphaproteobc
-0,4424007 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
-0,4422053 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4526019 k__Bacteria; p__Proteobacteria; c__ Deltaproteoba
-0,4629811 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,4629811 k__Bacteria; p__Tenericutes; c__Mollicutes; o__An
-0,4409453 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,451377 k__Bacteria; p__Proteobacteria; c__Betaproteobac
-0,451324 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
-0,4407453 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4407306 k__Bacteria; p__Bacteroidetes;
-0,4510378 k__Bacteria; p__Planctomycetes; c. OM190; 0 __a
-0,4402237 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,4399128 k__Archaea; p__Crenarchaeota; c_ Thaumarchaeo
0,4495794 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4390821 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,4494666 k__Bacteria; p__Proteobacteria; c__Deltaproteoba
-0,4494666 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
-0,4380902 k__Bacteria; p__Planctomycetes; c__Planctomycet
0,4378092 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
0,4376799 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,43746 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «



273861

94441
241136
146454
321935

60936
255572

96187
293057
280778
287005
213026
229855
302439
113401
172942

77969
255097
186389
154682
374641

19223

69077

82221
307120
307260
129034
175258
135679
294599
181913
107992
323303
293250
241961
309108
150062
189481
364867
278253

94191
224905
156587
330571
250185
330941

66007

Salinity

Si

Chla

VA

Chla

Chla

Z
TotalBacte
TN
TotalProtis
TotalBacte
TN

DOC

Si
TotalProtis
Salinity
TotalProtis
NO2.NO3
Si

Salinity
TotalProtis
Salinity
POC
Salinity
DOC

z

Salinity

z

PO4
TotalBacte
NO2.NO3
Chla

TN

Chla
NO2.NO3
z
NO2.NO3
DOC
Salinity
PO4
TotalBacte
NO2.NO3
PO4
TotalBacte
Salinity
TotalBacte
VA

0,04180419
0,04180646

0,0421041
0,04212983
0,04217119
0,04220625
0,04249989
0,04253589
0,04256391
0,04270802
0,04273854
0,04293698
0,04311289
0,04314616
0,04319207
0,04322968
0,04323976
0,04339125
0,04382623
0,04419238
0,04429706
0,04471013
0,04488452
0,04508314
0,04518216
0,04552444
0,04578155
0,04623949
0,04632177
0,04648519
0,04677009
0,04677681

0,0468457
0,04687645
0,04691462
0,04694787
0,04698993
0,04701333
0,04768428
0,04776042
0,04783639
0,04788207
0,04788695
0,04810276
0,04824612
0,04829274
0,04857344

-0,4373548 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
0,4477583 k__Bacteria; p__Proteobacteria; c__ Deltaproteoba
0,4367813 k__Bacteria; p__Proteobacteria; c__Alphaproteobz

-0,4367322 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
0,4366534 k__Bacteria; p__Proteobacteria; c__Epsilonproteot
0,4365867 k__Bacteria; p__Chlamydiae; c__ChlamydiaePH; o_

-0,4360293 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢

-0,4359611 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
0,4359081 k__Bacteria; p__Proteobacteria; c__Gammaproteo
-0,435636 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__
0,4355784 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
0,4352051 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4452391 k__Bacteria; p__Bacteroidetes; c__[Saprospirae]; o
0,4451757 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
0,4347271 k__Bacteria; p__Proteobacteria; c__Gammaproteo

-0,4346568 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
-0,434638 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢

-0,4343554 k__Bacteria; p__Proteobacteria; c__ Deltaproteoba

-0,4438885 k__Bacteria; p__Proteobacteria; c__Gammaproteo

-0,4328736 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4326816 k__Bacteria; p__Proteobacteria; c__Alphaproteobz

-0,4319271 k__Bacteria; p__Chlamydiae; c__Chlamydiia; o__ C}

-0,4529906 k__Bacteria; p__Bacteroidetes; c__ Flavobacteriia; ¢
0,4312505 k__Bacteria; p__Proteobacteria; c__Gammaproteo

-0,4413674 k__Bacteria; p__Verrucomicrobia; c__ Verrucomicrt
0,4304555 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢

-0,4299952 k__ Bacteria; p__Proteobacteria; c__Gammaproteo

-0,4291801 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__

-0,4290343 k__Bacteria; p__Proteobacteria; c__Gammaproteo

-0,4287454 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4282435 k__Bacteria; p__Planctomycetes; ¢ OM190; 0 C

-0,4282317 k__Bacteria; p__Proteobacteria; c__Gammaproteo

-0,4281108 k__Bacteria; p__Firmicutes; c__ Bacilli; o__Lactobar
0,4280568 k__Bacteria; p__Proteobacteria; c__Alphaproteobc
0,4279899 k__Bacteria; p__Proteobacteria; c__Alphaproteobz
0,4279316 k__Archaea; p__Euryarchaeota; c__Thermoplasma

-0,4278579 k__Bacteria; p__Proteobacteria; c__ Deltaproteoba
-0,438054 k__Bacteria; p__Proteobacteria; c__Alphaproteobz

-0,4266491 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; «
0,4265173 k__Bacteria; p__Proteobacteria; c__Gammaproteo

-0,4263861 k__Bacteria; p__Proteobacteria; c__Epsilonproteot
0,4263072 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,4262988 k__Bacteria; p__Verrucomicrobia; c__ Verrucomicr«

-0,4259271 k__Bacteria; p__Proteobacteria; c__Gammaproteo

-0,4256808 k__Archaea; p__ Crenarchaeota; c__Thaumarchaeo
0,4256009 k__Bacteria; p__Planctomycetes; c__Planctomycet

-0,4251208 k__Bacteria; p__Proteobacteria; c__ Deltaproteoba



184270

75124
364944
213922
242341
245447
138050
263531
105684

19266
359997
197113

48072
181308
380239

Z
TotalBacte
TN

DOC

Chla

Chla

PO4

Chla

POC

TN
TotalBacte
TotalBacte
TotalBacte
POC
TotalProtis

Functions

ICE

Env

Chla
NO2.NO3
Salinity
NO2.NO3
DOC
NO2.NO3
POC

TN

Si

POC

TN
TotalBacte
Chla

PO4
TotalBacte
NO2.NO3
Chla

POC

TN
NO2.NO3
z

POC

z

VA

TN
NO2.NO3
Si

P-value

0,000309
0,000309
0,000309
0,000309
0,000309
0,000309
0,002778
0,002778
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098

0,9856108 Aconitate hyc Carbohydrates

0,04857344 -0,4251208 k__Archaea; p__Crenarchaeota; c_ Thaumarchaeo
0,04878059 -0,4247679 k__Bacteria; p__Planctomycetes; c__Planctomycet
0,04892731 -0,4245186 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,04909471 -0,4344068 k__Bacteria; p__Bacteroidetes; c__Cytophagia; o__
0,04925331 0,4239668 k__Bacteria; p__Bacteroidetes; c__Flavobacteriia; ¢
0,04928252  0,4239175 k__Bacteria; p__Actinobacteria; c__Thermoleophili
0,04928252 0,4239175 k__Bacteria; p__Planctomycetes; c__Planctomycet
0,04928252 -0,4239175 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,04934919 0,4448959 k__Bacteria; p__Planctomycetes; c__Phycisphaerat
0,04935353 0,4237977 k__Bacteria; p__Proteobacteria; c__Alphaproteobsz
0,04942456 0,4236781 k__Bacteria; p__Actinobacteria; c__Acidimicrobiia;
0,04942456 -0,4236781 k__Bacteria; p__Proteobacteria; c__ Betaproteobac
0,04942456 -0,4236781 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,04974895 -0,4441989 k__Bacteria; p__Proteobacteria; c__Gammaproteo
0,04985934 -0,4229485 k__Archaea; p__Euryarchaeota; c_ Thermoplasma
Spearmanr  Function Level 1 Level 2 Level 3

Central car Glyoxylate

0,9856108 Arginine N-su Amino Acids and Derivative: Arginine; u Arginine an
-0,9856108 DNA gyrase s Clustering-based subsystem - DNA gyrase
0,9856108 Guanosine-5' Phosphorus Metabolism - Phosphate
0,9856108 Isoquinoline : Clustering-based subsystem Putative Isc CBSS-3142¢
-0,9856108 Pyruvate deh Amino Acids and Derivative: Lysine, thre Methionine

1 Carbamoyl-pt Cell Division and Cell Cycle - Macromole

1 Phosphoribos Nucleosides and Nucleotide Purines De Novo Pt
-0,9411239 2,4-dienoyl-C Fatty Acids, Lipids, and Isopt Fatty acids Fatty acid c
-0,9411239 2-amino-3-ke Amino Acids and Derivative: Alanine, se Glycine anc
-0,9411239 4-hydroxy-3-1 Fatty Acids, Lipids, and Isopi Isoprenoid: Isoprenoid
-0,9411239 5-Enolpyruvy Amino Acids and Derivative: Aromatic a Chorismate
-0,9411239 ATP synthase Respiration ATP syntha FOF1-type /
-0,9411239 ATP synthase Respiration ATP syntha FOF1-type /
-0,9411239 ATP-depende Clustering-based subsystem Ribosomal A Gram-po:
-0,9411239 ATP-depende Protein Metabolism Protein deg Proteasom
0,9411239 Cell division g Clustering-based subsystem - Bacterial Ce
-0,9411239 Chemotaxis p Motility and Chemotaxis - Bacterial Ct
-0,9411239 Cold-shock DIRNA Metabolism RNA proce: ATP-depen
0,9411239 Cytochrome | Miscellaneous Plant-Prok: At1g54520
-0,9411239 Diaminobutyi Stress Response Osmotic st Ectoine bio
-0,9411239 Ferredoxin-d¢ Amino Acids and Derivative: Glutamine, Glutamine,
-0,9411239 Flavodoxin 1 Cofactors, Vitamins, Prosthe Riboflavin, Flavodoxin

-0,9411239 Galactokinase Carbohydrates - Sugar utiliz:
-0,9411239 Isocitrate del Carbohydrates Central car TCA Cycle
-0,9411239 LSU ribosomz Clustering-based subsystem - LSU ribosor

-0,9411239 Methylmalon Carbohydrates Sugar alcot Inositol cat



TN

VA

TN
TotalBacte
NO2.NO3
Chla

PO4
TotalBacte
TN
Salinity

Z

VA

Si
NO2.NO3
TN

z
NO2.NO3
POC
TotalBacte
z
NO2.NO3
Chla

Chla
NO2.NO3
DOC

POC

PO4

Si
NO2.NO3
Chla

Chla
NO2.NO3
Chla

Si

DOC

Chla
NO2.NO3
DOC

Chla
NO2.NO3
NO2.NO3
POC
TotalBacte
TotalBacte
NO2.NO3
DOC

Chla

0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,005098
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,007666
0,014889
0,014889
0,014889
0,014889
0,016667

-0,9411239 Molybdenum Cofactors, Vitamins, Prosthe Folate and Molybdenu
-0,9411239 N-carbamoyl} Amino Acids and Derivative: Arginine; u Arginine an

-0,9411239 NfuA Fe-S prc Miscellaneous Plant-Prok: Biotin biosy
-0,9411239 Oxaloacetate Carbohydrates Central car Pyruvate m
-0,9411239 Phenylacetat Metabolism of Aromatic Col - Phenylacet

-0,9411239 Polyphosphal Nucleosides and Nucleotide Purines Purine com
-0,9411239 Polyphosphai Nucleosides and Nucleotide Purines Purine com
-0,9411239 Pyruvate deh Carbohydrates Central car Dehydroge
-0,9411239 SSU ribosom: Clustering-based subsystem - CBSS-1762¢
-0,9411239 Succinyl-CoA: Amino Acids and Derivative: Branched-c Branched ¢
-0,9411239 Superoxide d Stress Response Oxidative s Oxidative s
-0,9411239 Threonine de Amino Acids and Derivative: Alanine, se Glycine anc
-0,9411239 Topoisomera DNA Metabolism DNA replici DNA topois
-0,9411239 Transcription Clustering-based subsystem - LSU ribosor
-0,9411239 tRNA-i(6)A37 Clustering-based subsystem - tRNA-meth
-0,9276337 2-isopropylm Amino Acids and Derivative: Branched-c Branched-(
-0,9276337 2-methylcitra Carbohydrates Organic aci Methylcitrz
0,9276337 2-oxoglutarat Carbohydrates Central car Dehydroge
0,9276337 Acetolactate Amino Acids and Derivative: Branched-c Branched-C
-0,9276337 Acetyl-coenzy Amino Acids and Derivative: Branched-c Ketoisovale
0,9276337 Aconitate hyc Carbohydrates Central car Glyoxylate
0,9276337 Arginine N-su Amino Acids and Derivative: Arginine; u Arginine an
-0,9276337 Argininosucci Amino Acids and Derivative: Arginine; u Arginine Bi
-0,9276337 Argininosucci Amino Acids and Derivative: Arginine; u Arginine Bit
0,9276337 Coproporphy Cofactors, Vitamins, Prosthe TetrapyrrolHeme and !

-0,9276337 dTDP-glucose Cell Wall and Capsule Capsular ar dTDP-rham
-0,9276337 dTDP-glucose Cell Wall and Capsule Capsular ar dTDP-rham
0,9276337 FKBP-type pe Protein Metabolism Protein fol( Peptidyl-pr
-0,9276337 Glutathione s Clustering-based subsystem - CBSS-3203:°
0,9276337 Guanosine-5' Phosphorus Metabolism - Phosphate
-0,9276337 Holliday junci DNA Metabolism DNA recorr RuvABC plu
-0,9276337 Holliday junci DNA Metabolism DNA recorr RuvABC plu
-0,9276337 Nucleoside di Nucleosides and Nucleotide Purines Purine cony
0,9276337 Pyruvate cark Carbohydrates Central car Pyruvate m
-0,9276337 Ribose-phosp Carbohydrates Central car Pentose ph

-0,9276337 S-adenosylme¢ Amino Acids and Derivative: Lysine, thre Methionine
-0,9276337 S-adenosylme¢ Amino Acids and Derivative: Lysine, thre Methionine
0,9276337 Single-strand DNA Metabolism DNA repair DNA Repait
-0,9276337 tRNA(Cytosin Clustering-based subsystem Translation CBSS-3264:
-0,9276337 tRNA(Cytosin Clustering-based subsystem Translation CBSS-3264«
-0,9276337 Tryptophan s Amino Acids and Derivative: Aromatic a Chorismate
-0,9276337 Urease acces: Amino Acids and Derivative: Arginine; u Urea decor
-0,8986451 2-keto-3-deo: Amino Acids and Derivatives Aromatic a Chorismate
-0,8986451 Aspartate-ser Amino Acids and Derivative: Lysine, thre Lysine Bios'
0,8986451 GTP pyropho: Clustering-based subsystem Probably G CBSS-1762¢
0,8986451 Phosphoribos Nucleosides and Nucleotide Purines De Novo Pt
0,9428571 Cytochrome | Photosynthesis Electron tri Photosyste



Chla

Chla
NO2.NO3
NO2.NO3
Z
NO2.NO3
POC

Chla

PO4

DOC

POC

Si

Z

Chla

PO4
Salinity
DOC
TotalBacte
TN

Si

Salinity

z

Salinity

Si

DOC

POC

VA

DOC

Chla

PO4

DOC
NO2.NO3
POC

TN

TN
NO2.NO3
TotalBacte
NO2.NO3
VA

Si

VA

DOC
TotalBacte
Chla

PO4

z

Salinity

0,016667
0,016667
0,016667
0,016667
0,016667
0,016667
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599

-0,9428571 Glycine dehyt Amino Acids and Derivative: Alanine, se Glycine anc

0,9428571 Oligopeptida: Protein Metabolism Protein deg Protein deg
0,9428571 Oligopeptidas Protein Metabolism Protein deg Protein deg
0,9428571 probable RuB Carbohydrates CO2 fixatio CO2 uptake
0,9428571 Ribulose bisp Carbohydrates CO2 fixatio Calvin-Bens
-0,9428571 tRNA-guanine RNA Metabolism RNA proce:Queuosine-

-0,8804063 1-hydroxy-2-t Clustering-based subsystem Isoprenoid, CBSS-8333:
-0,8804063 2,4-dienoyl-C Fatty Acids, Lipids, and Isopi Fatty acids Fatty acid ¢
-0,8804063 2,4-dienoyl-C Fatty Acids, Lipids, and Isopi Fatty acids Fatty acid c
0,8804063 2,4-dihydroxy Amino Acids and Derivatives Aromatic a Aromatic ai

-0,8804063 2-methylcitra Carbohydrates Organic aci Methylcitrz
-0,8804063 3-isopropylm Amino Acids and Derivative: Branched-c Branched-(C
-0,8804063 4-alpha-gluca Carbohydrates Di- and olig Maltose an

-0,8804063 4-hydroxy-3-1 Fatty Acids, Lipids, and Isopi Isoprenoid: Isoprenoid
-0,8804063 4-hydroxy-3-1 Fatty Acids, Lipids, and Isopt Isoprenoid: Isoprenoid
-0,8804063 5-Enolpyruvy Amino Acids and Derivative: Aromatic a Chorismate
0,8804063 Argininosucci Amino Acids and Derivative: Arginine; u Arginine Bi

-0,8804063 Aspartate car Clustering-based subsystem - CBSS-3203:
-0,8804063 ATP synthase Respiration ATP syntha FOF1-type /
-0,8804063 ATP synthase Respiration ATP syntha FOF1-type /
-0,8804063 ATP-depende Clustering-based subsystem Ribosomal A Gram-po:
-0,8804063 ATP-depende Protein Metabolism Protein deg Proteasom
-0,8804063 ATP-depende Protein Metabolism Protein deg Proteasom:i
-0,8804063 ATP-depende RNA Metabolism RNA proce: ATP-depen:
0,8804063 Butyryl-CoA c Amino Acids and Derivative: Branched-c Isoleucine ¢
-0,8804063 C4-type zinc f Clustering-based subsystem - CBSS-235.1
-0,8804063 Catalase (EC : Carbohydrates CO2 fixatio Photorespil
0,8804063 Chaperone pt Protein Metabolism Protein fol(Protein cha
-0,8804063 Cold-shock DIRNA Metabolism RNA proce: ATP-depen:
-0,8804063 Cold-shock DIRNA Metabolism RNA proce: ATP-depen
0,8804063 Cysteine synt Amino Acids and Derivative: Lysine, thre Cysteine Bi
-0,8804063 Diaminobutyi Stress Response Osmotic st Ectoine bio
-0,8804063 DNA polymer Clustering-based subsystem - EC49-61

-0,8804063 DNA polymer Clustering-based subsystem - CBSS-3506¢

-0,8804063 Flagellar synt Motility and Chemotaxis  Flagellar m Flagellar m
-0,8804063 Flavodoxin 1 Cofactors, Vitamins, Prosthe Riboflavin, Flavodoxin

-0,8804063 Formate--teti Carbohydrates One-carboi One-carbor
-0,8804063 Galactokinase Carbohydrates - Sugar utiliz:
-0,8804063 GDP-mannos Cell Wall and Capsule Capsular ar Capsular he
-0,8804063 General secre Membrane Transport Protein sec General Se«
-0,8804063 Glycyl-tRNA s Protein Metabolism Protein bio tRNA aminc
-0,8804063 HfIK protein Miscellaneous Plant-Prok: Scaffold pr¢
-0,8804063 Iron-sulfur clt Amino Acids and Derivative: Alanine, se Alanine bio
-0,8804063 Isocitrate del Carbohydrates Central car TCA Cycle

-0,8804063 Isocitrate del Carbohydrates Central car TCA Cycle

-0,8804063 LSU ribosomz Clustering-based subsystem - LSU ribosor
-0,8804063 LSU ribosomz Clustering-based subsystem - LSU ribosor



Chla

PO4

Chla

PO4

Z

Salinity
NO2.NO3
TN
NO2.NO3
Chla

PO4

DOC

DOC
Salinity

VA

z

Salinity

z

TN

Si

Salinity
TN

Si
TotalBacte
Chla

PO4

POC
TotalBacte
NO2.NO3
NO2.NO3
NO2.NO3
Chla

PO4

z

Salinity
DOC

Chla

PO4

DOC

z

VA

TN

VA

POC

VA

Salinity
NO2.NO3

0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599
0,020599

-0,8804063
-0,8804063
-0,8804063
-0,8804063
0,8804063
0,8804063
0,8804063

Methylmalon Carbohydrates Sugar alcol Inositol cat
Methylmalon Carbohydrates Sugar alcol Inositol cat
Molybdenum Cofactors, Vitamins, Prosthe Folate and Molybdenu
Molybdenum Cofactors, Vitamins, Prosthe Folate and Molybdenu
Na(+)-translo Respiration Electron dc Na(+)-trans
Na(+)-translo Respiration Electron dc Na(+)-trans
Na(+)-translo Respiration Electron dc Na(+)-trans

-0,8804063 NAD(FAD)-uti Miscellaneous Plant-Prok: COG2509
-0,8804063 N-carbamoylj Amino Acids and Derivative: Arginine; u Arginine an
-0,8804063 NfuA Fe-S prc Miscellaneous Plant-Prok: Biotin biosy

-0,8804063
0,8804063
-0,8804063

-0,8804063 Oxaloacetate Carbohydrates

NfuA Fe-S prc Miscellaneous Plant-Prok: Biotin biosy
Nicotinate ph Cofactors, Vitamins, Prosthe NAD and N NAD and N.
Nucleoside-d Clustering-based subsystem - CBSS-2965¢
Central car Pyruvate m

-0,8804063 Peroxidase (E Secondary Metabolism Plant Horm Auxin degr:
-0,8804063 Phenylacetat: Metabolism of Aromatic Col - Phenylacet
-0,8804063 Phenylacetat Metabolism of Aromatic Col - Phenylacet

-0,8804063 Phosphate AE Clustering-based subsystem Phosphate PhoR-PhoB
-0,8804063 Polyphosphai Nucleosides and Nucleotide Purines Purine com
-0,8804063 Polyphosphal Nucleosides and Nucleotide Purines Purine com
-0,8804063 Pyruvate deh Carbohydrates Central car Dehydroge
-0,8804063 Rare lipoprot Cell Wall and Capsule - Peptidoglyc
-0,8804063 Ribonucleotic Clustering-based subsystem - Ribonucleo
-0,8804063 Ribonucleotic Nucleosides and Nucleotide - Ribonucleo
-0,8804063 SSU ribosom: Clustering-based subsystem - CBSS-1762¢
-0,8804063 SSU ribosom: Clustering-based subsystem - CBSS-1762¢

-0,8804063 Succinate del Carbohydrates Central car TCA Cycle

-0,8804063 Succinyl-CoA: Amino Acids and Derivative: Branched-c Branched c
-0,8804063 Succinyl-CoA: Amino Acids and Derivative: Branched-c¢ Branched c
-0,8804063 Superoxide d Stress Response Oxidative s Oxidative s
-0,8804063 Threonine de Amino Acids and Derivative: Alanine, se Glycine anc
-0,8804063 Topoisomera DNA Metabolism DNA replici DNA topois
-0,8804063 Topoisomera DNA Metabolism DNA replici DNA topois

-0,8804063 Transcription Clustering-based subsystem - LSU ribosor
-0,8804063 Transcription Clustering-based subsystem - LSU ribosor
0,8804063 Translation el Clustering-based subsystem - CBSS-1762¢
-0,8804063 tRNA-i(6)A37 Clustering-based subsystem - tRNA-meth
-0,8804063 tRNA-i(6)A37 Clustering-based subsystem - tRNA-meth

0,8804063 Tryptophan 2 Amino Acids and Derivatives Aromatic a Aromatic ai
-0,8804063 Type cbb3 cy! Respiration - Biogenesis
-0,8804063 Type | restrict DNA Metabolism - Restriction-
-0,8804063 Urea ABC trai Amino Acids and Derivative: Arginine; u Urea decor
-0,8804063 Valyl-tRNA sy Protein Metabolism Protein bio tRNA aminc
-0,8804063 Xanthine deh Clustering-based subsystem Clustering- Putative di:

0,8804063 Zinc-regulate Membrane Transport - Transport ¢

0,8804063 Zinc-regulate Membrane Transport - Transport ¢

0,8804063 Zinc-regulate Membrane Transport - Transport ¢



Si 0,024377
POC 0,024377
PO4 0,024377
Salinity 0,024377
Chla 0,024377
Chla 0,033333

TotalBacte 0,033333

NO2.NO3 0,033333
DOC 0,033333
Si 0,033333
Salinity 0,033333
PO4 0,033333
POC 0,033333
POC 0,033333
PO4 0,033333
Z 0,033333
Salinity 0,033333
NO2.NO3 0,033333
TotalBacte 0,034109
TN 0,034109
NO2.NO3 0,034109
Salinity 0,034109
Chla 0,034109
PO4 0,034109
Si 0,034109
Salinity 0,034109
Chla 0,034109
PO4 0,034109
Si 0,034109

TotalBacte 0,034109
TotalBacte 0,034109
TotalBacte 0,034109

Salinity 0,034109
Chla 0,034109
PO4 0,034109
TN 0,034109
NO2.NO3 0,034109
Z 0,034109
TotalBacte 0,034109
TN 0,034109
NO2.NO3 0,034109
TotalBacte 0,034109
Z 0,034109
TN 0,034109
NO2.NO3 0,034109
TN 0,034109

NO2.NO3 0,034109

0,8696566 Adenylosucci Clustering-based subsystem Clustering- CBSS-2627:
0,8696566 Fumarate hyc Carbohydrates Central car TCA Cycle
-0,8696566 Isocitrate lyas Carbohydrates Central car Glyoxylate
-0,8696566 LSU ribosomz Protein Metabolism Protein bio Ribosome L
-0,8696566 Pyruvate deh Amino Acids and Derivative: Lysine, thre Methionine
0,8857143 ATP synthase Respiration ATP syntha FOF1-type /
0,8857143 ATP synthase Respiration ATP syntha FOF1-type /
0,8857143 ATP synthase Respiration ATP syntha FOF1-type /
-0,8857143 Glycyl-tRNA s Protein Metabolism Protein bio tRNA amin¢
-0,8857143 LSU ribosomz Protein Metabolism Protein bio Ribosome L
-0,8857143 Methylcrotor Amino Acids and Derivative: Branched-c¢ Branched c
0,8857143 Phosphoribos Nucleosides and Nucleotide Purines De Novo Pt
-0,8857143 photosystem Photosynthesis Electron tr: Photosyste
-0,8857143 Photosystem Photosynthesis Electron tri Photosyste
-0,8857143 Photosystem Photosynthesis Electron tr: Photosyste
0,8857143 probable RuB Carbohydrates CO2 fixatio CO2 uptake
0,8857143 probable RuB Carbohydrates CO2 fixatio CO2 uptake
0,8857143 Ribulose bisp Carbohydrates CO2 fixatio Calvin-Bens
-0,8451543 2,3-bisphospl Carbohydrates Central car Entner-Dot
-0,8451543 3-hydroxyacy Metabolism of Aromatic Col - Phenylacet
-0,8451543 3-hydroxyacy Metabolism of Aromatic Col - Phenylacet
-0,8451543 3-isopropylm Amino Acids and Derivative: Branched-c Branched-(
-0,8451543 3-isopropylm Amino Acids and Derivative: Branched-c Branched-C
-0,8451543 3-isopropylm Amino Acids and Derivative: Branched-c Branched-(
-0,8451543 4-keto-6-deo; Protein Metabolism Protein prc N-linked Gl
-0,8451543 5-oxoprolinas Stress Response Oxidative s Glutathione
-0,8451543 5-oxoprolinas Stress Response Oxidative s Glutathion
-0,8451543 5-oxoprolinas Stress Response Oxidative s Glutathione
-0,8451543 Acetoin dehy Carbohydrates Central car Dehydroge
0,8451543 Acetyl-coenzy Fatty Acids, Lipids, and Isopi Fatty acids Fatty Acid E
-0,8451543 Adenylylsulfa Amino Acids and Derivative: Lysine, thre Cysteine Bi
-0,8451543 Aerobic coba Cofactors, Vitamins, Prosthe Tetrapyrrol Coenzyme
-0,8451543 Agmatinase ( Amino Acids and Derivative: Arginine; u Arginine an
-0,8451543 Agmatinase ( Amino Acids and Derivatives Arginine; u Arginine an
-0,8451543 Agmatinase ( Amino Acids and Derivative: Arginine; u Arginine an
-0,8451543 Aldehyde del Carbohydrates Central car Methylglyo
-0,8451543 Aldehyde del Carbohydrates Central car Methylglyo
-0,8451543 Amidase clus' Nitrogen Metabolism - Amidase ch
0,8451543 Aminomethyl Amino Acids and Derivative:Alanine, se Glycine anc
-0,8451543 Anthranilate | Amino Acids and Derivative: Aromatic a Chorismate
-0,8451543 Anthranilate | Amino Acids and Derivative: Aromatic a Chorismate
-0,8451543 Anthranilate : Amino Acids and Derivative: Aromatic a Chorismate
-0,8451543 Anthranilate : Amino Acids and Derivatives Aromatic a Chorismate

-0,8451543 ApaG protein Clustering-based subsystem - EC49-61
-0,8451543 ApaG protein Clustering-based subsystem - EC49-61
-0,8451543 Arsenic resist Virulence, Disease and Defe Resistance Arsenic res!
-0,8451543 Arsenic resist Virulence, Disease and Defe Resistance Arsenic resi
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Si
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NO2.NO3
Salinity
Chla

PO4
TotalBacte
Salinity
Chla
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0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
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0,034109
0,034109
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0,034109
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-0,8451543 Arsenical-resi Virulence, Disease and Defe Resistance Arsenic res!
-0,8451543 Arsenical-resi Virulence, Disease and Defe Resistance Arsenic res!
-0,8451543 ATP phospho Amino Acids and Derivative: Histidine IV Histidine Bi

0,8451543 ATP synthase Respiration ATP syntha FOF1-type /
-0,8451543 ATPase YjeE, Cell Wall and Capsule - YjeE
-0,8451543 ATP-depende RNA Metabolism RNA proce: ATP-depen:
-0,8451543 ATP-depende RNA Metabolism RNA proce: ATP-depen:
-0,8451543 ATP-depende RNA Metabolism RNA proce: ATP-depen:
-0,8451543 ATP-depende RNA Metabolism RNA proce: ATP-depen:
-0,8451543 ATP-depende RNA Metabolism RNA proce: ATP-depen:
-0,8451543 Beta-galactos Carbohydrates - Sugar utiliz:

-0,8451543 Biotin synthe Cofactors, Vitamins, Prosthe Biotin Biotin biosy
-0,8451543 Biotin synthe Cofactors, Vitamins, Prosthe Biotin Biotin biosy
-0,8451543 Branched-ch: Membrane Transport ABC transp ABC transp
-0,8451543 Branched-ch: Membrane Transport ABC transp ABC transp
-0,8451543 Carbamoyl-pl Cell Division and Cell Cycle - Macromole
-0,8451543 Carbamoyl-pl Cell Division and Cell Cycle - Macromole
-0,8451543 Carbamoyl-pl Cell Division and Cell Cycle - Macromole
-0,8451543 Cell division g Cell Division and Cell Cycle - Bacterial Cy
-0,8451543 Chorismate n Amino Acids and Derivative: Aromatic a Chorismate
-0,8451543 Clavaminate : Miscellaneous Plant-Prok: At4g17370
-0,8451543 CobW GTPast Cofactors, Vitamins, Prosthe Tetrapyrrol Coenzyme

-0,8451543 Cobyric acid s Cofactors, Vitamins, Prosthe Tetrapyrrol Cobalamin

-0,8451543 COG2363 Miscellaneous Plant-Prok: COG2363
-0,8451543 C0OG2363 Miscellaneous Plant-Prok: COG2363
-0,8451543 Cold shock pr Stress Response Cold shock Cold shock,
-0,8451543 Cold shock pr Stress Response Cold shock Cold shock,

-0,8451543 Conserved pr Regulation and Cell signaling Regulation A conserve
-0,8451543 Conserved pr Regulation and Cell signaling Regulation A conserve
-0,8451543 Conserved pr Regulation and Cell signaling Regulation A conserve
-0,8451543 CTP synthase Clustering-based subsystem - CTP syntha
-0,8451543 CTP synthase Clustering-based subsystem - CTP syntha
0,8451543 Cyclohexadie Amino Acids and Derivative: Aromatic a Chorismate
-0,8451543 Cyclopropane Clustering-based subsystem - CBSS-2913:
-0,8451543 Cytochrome ( Protein Metabolism Protein fol( Periplasmic
-0,8451543 Cytochrome (Protein Metabolism Protein fol( Periplasmic
-0,8451543 Cytochrome (Respiration Electron ac Terminal cy
-0,8451543 Deoxyribodip Clustering-based subsystem - EC699-706
-0,8451543 D-erythrose-< Cofactors, Vitamins, Prosthe Pyridoxine Pyridoxin (\
-0,8451543 Diaminopime Amino Acids and Derivative: Lysine, thre Lysine Bios'
-0,8451543 Diaminopime Amino Acids and Derivative: Lysine, thre Lysine Bios'
-0,8451543 Diaminopime Amino Acids and Derivative: Lysine, thre Lysine Bios'
-0,8451543 Diaminopime Amino Acids and Derivative: Lysine, thre Lysine Bios'
-0,8451543 Diaminopime Amino Acids and Derivative: Lysine, thre Lysine Bios'
-0,8451543 Dimeric dUTF Nucleosides and Nucleotide Detoxificat Houseclear
-0,8451543 Dipeptidyl cai Protein Metabolism Protein deg Protein deg
-0,8451543 Dipeptidyl cal Protein Metabolism Protein deg Protein deg
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TN
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TN
NO2.NO3
TotalBacte
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PO4

0,034109
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0,034109
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0,034109
0,034109
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0,034109
0,034109
0,034109
0,034109
0,034109
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0,034109
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0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109
0,034109

-0,8451543
-0,8451543
-0,8451543

0,8451543
-0,8451543
-0,8451543
-0,8451543
-0,8451543
-0,8451543
-0,8451543
-0,8451543
-0,8451543
-0,8451543
-0,8451543
-0,8451543
-0,8451543
-0,8451543
-0,8451543

0,8451543
-0,8451543

Dipeptidyl cai Protein Metabolism Protein deg Protein deg
DNA mismatc DNA Metabolism DNA repair DNA repair
DNA mismatc DNA Metabolism DNA repair DNA repair
DNA topoisor Clustering-based subsystem - Conserved
D-tyrosyl-tRN Clustering-based subsystem D-tyrosyl-tl CBSS-3426:
D-tyrosyl-tRN Clustering-based subsystem D-tyrosyl-tl CBSS-3426:
D-tyrosyl-tRN Clustering-based subsystem D-tyrosyl-tl CBSS-3426:
Electron tran: Respiration Electron dc Na(+)-trans
Electron tran: Respiration Electron dc Na(+)-trans
Enoyl-[acyl-c: Cell Wall and Capsule Cell wall of mycolic aci
ethylmalonyl- Carbohydrates One-carboi Serine-glyo
Ferric siderog Iron acquisition and metabc - Campyloba
Ferric siderog Iron acquisition and metabc - Campyloba
Ferroxidase (I Stress Response Oxidative s Oxidative s
FIG000325: c Clustering-based subsystem - CBSS-3506¢
FIG000325: ¢ Clustering-based subsystem - CBSS-3506¢
FIG000325: c Clustering-based subsystem - CBSS-3506¢
FIGO00506: P Clustering-based subsystem - Cluster con
FIGO00859: h DNA Metabolism DNA recorr RuvABC plu
Flagellar bios Motility and Chemotaxis Flagellar m Flagellar mu

0,8451543 Flagellar bios Motility and Chemotaxis  Flagellar m Flagellar m:
-0,8451543 Flagellar mot: Motility and Chemotaxis - Bacterial Ct
-0,8451543 Flagellar P-rir Motility and Chemotaxis  Flagellar m Flagellum
-0,8451543 Flagellin Motility and Chemotaxis  Flagellar m Flagellar mi
-0,8451543 Flagellin prot Motility and Chemotaxis  Flagellar m Flagellum
-0,8451543 Folate-depen Cofactors, Vitamins, Prosthe Folate and YgfZ
-0,8451543 Folate-depen Cofactors, Vitamins, Prosthe Folate and YgfZ

-0,8451543
0,8451543

Fructose-6-pt Carbohydrates
Fructose-bisp Carbohydrates

Central car Pentose ph
Central car Glycolysis &

0,8451543 Fructose-bisp Carbohydrates Central car Glycolysis &
-0,8451543 Fumarate hyc Carbohydrates Central car TCA Cycle
-0,8451543 Functional ro Nitrogen Metabolism - Nitrosative
-0,8451543 Glucosamine- Cell Wall and Capsule - UDP-N-ace!

-0,8451543
-0,8451543

Glucose-1-ph Cell Wall and Capsule
Glucose-1-ph Cell Wall and Capsule

Capsular ar dTDP-rham
Capsular ar dTDP-rham

0,8451543 Glutamate-1- Clustering-based subsystem Cytochrom CBSS-1961¢
-0,8451543 Glutamine an Cofactors, Vitamins, Prosthe NAD and N NAD and N.
-0,8451543 Glutamyl-tRN Cofactors, Vitamins, Prosthe TetrapyrrolHeme and !
-0,8451543 Glutamyl-tRN Cofactors, Vitamins, Prosthe TetrapyrrolHeme and !
-0,8451543 Glutamyl-tRN Cofactors, Vitamins, Prosthe TetrapyrrolHeme and !
-0,8451543 Glycolate del Carbohydrates Central car Glycolate, ¢
-0,8451543 Glycolate del Carbohydrates Central car Glycolate, ¢

0,8451543 GTP pyropho: Clustering-based subsystem Nucleotidy CBSS-2225:

0,8451543 GTP pyropho: Clustering-based subsystem Nucleotidy CBSS-2225:

-0,8451543 GTP-binding | Clustering-based subsystem - CBSS-2906:
-0,8451543 GTP-binding | Clustering-based subsystem - CBSS-2906:
-0,8451543 GTP-binding | Clustering-based subsystem - CBSS-2906:
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0,034109
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-0,8451543
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0,8451543

0,8451543

0,8451543
-0,8451543
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-0,8451543
-0,8451543
-0,8451543
-0,8451543

0,8451543
-0,8451543

0,8451543
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0,8451543
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-0,8451543
-0,8451543
-0,8451543
-0,8451543
-0,8451543
-0,8451543
-0,8451543

0,8451543

GTP-binding | Clustering-based subsystem - Bacterial Ce
Guanine dear Nucleosides and Nucleotide Purines Purine com
Guanosine-3' Clustering-based subsystem Probably G CBSS-1762¢
Heme O syntl Clustering-based subsystem - CBSS-3160!
Heme O syntl Clustering-based subsystem - CBSS-3160!

Histidinol-phc Amino Acids and Derivative: Histidine IV Histidine Bi
Histidinol-phc Amino Acids and Derivative: Histidine IV Histidine Bi
HTH-type trai Stress Response Osmotic stiCholine anc
Imidazole gly Amino Acids and Derivative: Histidine IV Histidine Bi
Imidazole gly Amino Acids and Derivative: Histidine IV Histidine Bi
Imidazoleglyc Amino Acids and Derivative: Histidine IV Histidine Bi
IncF plasmid « Membrane Transport Protein ancConjugative
Iron-binding 1 Cofactors, Vitamins, Prosthe Folate and YgfZ-lron
Isoaspartyl di Amino Acids and Derivative: Arginine; u Cyanophyci
Lipid A biosyr Cell Wall and Capsule Gram-Neg: KDO2-Lipid
Lipid A biosyr Cell Wall and Capsule Gram-Negz KDO2-Lipid
Lipoate synth Cofactors, Vitamins, Prosthe Folate and YgfZ

LSU ribosomze Clustering-based subsystem Ribosomal A Gram-po:
Magnesium a Clustering-based subsystem - CBSS-5678(
Magnesium a Clustering-based subsystem - CBSS-5678(
Magnesium a Clustering-based subsystem - CBSS-5678(

Malate dehyc Carbohydrates Central car Glyoxylate
Malate dehyc Carbohydrates Central car Glyoxylate
Metal-depeni Phosphorus Metabolism - Alkylphospl
Methylmalon Amino Acids and Derivative: Branched-c Branched c
Methylmalon Amino Acids and Derivative: Branched-c Branched ¢
Methylmalon Amino Acids and Derivative: Branched-c Branched c
Methylmalon Carbohydrates One-carboi Serine-glyo
Multicopper ( Virulence, Disease and Defe Resistance Copper hor
NAD(P) transl Phosphorus Metabolism - Phosphate
NAD-dependt¢ Respiration - Formate hy
NADH-depen Carbohydrates Fermentati Acetone BL
NADH-depen Carbohydrates Fermentati Acetone BL
NADH-depen Carbohydrates Fermentati Acetone BL
NADH-ubiqui Respiration Electron dc Respiratory
NADP-depent Carbohydrates Central car Pyruvate m
NAD-specific Amino Acids and Derivative: Proline anc Proline, 4-F
NAD-specific Amino Acids and Derivative: Glutamine, Glutamate
Nitrogenase ( Nitrogen Metabolism - Nitrogen fiy
Non-specific | Stress Response Oxidative s Oxidative s
Peptide chair Clustering-based subsystem Protein exg CBSS-3931.
Peptide chair Clustering-based subsystem Protein exg CBSS-3931.

Peptide chair Clustering-based subsystem Protein exg CBSS-3931.
Phenylacetic Metabolism of Aromatic Col- Phenylacet
Phosphate tri Phosphorus Metabolism - High affinit
Phosphate tri Phosphorus Metabolism - High affinit

Phosphoenol Carbohydrates Central car Pyruvate m
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0,8451543

0,8451543

Phosphoman Carbohydrates Monosacct Mannose N
Phosphonate Phosphorus Metabolism - Alkylphospl
Phosphoribos Clustering-based subsystem - CBSS-2512.
Phytoene del Fatty Acids, Lipids, and Isopi Isoprenoid: Carotenoid
Phytoene del Fatty Acids, Lipids, and Isopt Isoprenoid: Carotenoid
POSSIBLE LIN Cell Wall and Capsule Cell wall of mycolic aci
POSSIBLE LIN Cell Wall and Capsule Cell wall of mycolic aci
Pre-mRNA sp RNA Metabolism RNA proce: Spliceosom
Proline dehyc Amino Acids and Derivative: Proline anc Proline, 4-F
Proline/sodiu Amino Acids and Derivative: Proline anc Proline, 4-+
Prolipoprotei Carbohydrates Central car HPr kinase
proteasome r Protein Metabolism Protein deg Proteasom:

Protein of un Clustering-based subsystem - Conserved
Protein of un Clustering-based subsystem - Conserved
Protein of un Clustering-based subsystem - Conserved
Protein-L-iso: Clustering-based subsystem - CBSS-2115¢

Protoporphyr Cofactors, Vitamins, Prosthe Tetrapyrrol Chlorophyll
Protoporphyr Cofactors, Vitamins, Prosthe Tetrapyrrol Chlorophyll
Protoporphyr Cofactors, Vitamins, Prosthe Tetrapyrrol Chlorophyll
PrpF protein i Carbohydrates Organic aci Methylcitrz

Putative heat Miscellaneous - ZZ gjo need
Putative NAD Respiration - Quinone ox
Putative NAD Respiration - Quinone ox
Putative NAD Respiration - Quinone ox
Putative sens Regulation and Cell signaling - Orphan reg

Putative TEG™ Clustering-based subsystem Translation CBSS-3264«
Putative TEG™ Clustering-based subsystem Translation CBSS-3264
Pyridine nucli Nucleosides and Nucleotide Pyrimidine: Pyrimidine
Pyridoxine 4- Cofactors, Vitamins, Prosthe Pyridoxine Pyridoxin(V
Pyridoxine 4- Cofactors, Vitamins, Prosthe Pyridoxine Pyridoxin(V
Ribonuclease RNA Metabolism RNA proce: RNA proces

Ribonuclease Clustering-based subsystem - Conserved
Ribonuclease Clustering-based subsystem - Conserved
Ribonuclease Clustering-based subsystem - Conserved
Ribonuclease Cell Division and Cell Cycle - Two cell diy

Ribonuclease RNA Metabolism
Ribosomal lat RNA Metabolism

RNA proce:tRNA proce
RNA proce: RNA pseud:

Ribosomal RN Clustering-based subsystem - Conserved
Ribosomal RN Clustering-based subsystem - CBSS-2698(
Ribosomal RN Clustering-based subsystem - CBSS-2698(
Ribosomal RN Clustering-based subsystem - CBSS-2698(
RNA polymer Cell Division and Cell Cycle - Macromole
RNA polymer Cell Division and Cell Cycle - Macromole
RNA polymer Clustering-based subsystem - CBSS-2115¢
RNA polymer Clustering-based subsystem - CBSS-2115¢
RNA polymer Clustering-based subsystem - Lipopolysac

RNA polymer Clustering-based subsystem - Lipopolysac
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-0,8451543 RND efflux sy Virulence, Disease and Defe Resistance Multidrug e
-0,8451543 RND efflux sy Virulence, Disease and Defe Resistance Multidrug €
-0,8451543 Sigma-54 deg Regulation and Cell signaling Quorum se Symbiotic ¢
-0,8451543 Sigma-54 deg Regulation and Cell signaling Quorum se Symbiotic ¢

0,8451543 Soluble pyridiPhosphorus Metabolism - Phosphate
-0,8451543 SSU ribosomz Protein Metabolism Protein bio Ribosome ¢
-0,8451543 SSU ribosomz Protein Metabolism Protein bio Ribosome ¢

-0,8451543 Transcription Virulence, Disease and Defe Resistance BlaR1 Fami
-0,8451543 Transcription Virulence, Disease and Defe Resistance BlaR1 Fami

-0,8451543 Translation el Protein Metabolism Protein bio Translation
-0,8451543 TRAP-type C4 Miscellaneous Plant-Prok: At4g17370
-0,8451543 TRAP-type tr: Cell Wall and Capsule Capsular ar Sialic Acid I
-0,8451543 Trk system pc Clustering-based subsystem - Bacterial RI
-0,8451543 tRNA-specific RNA Metabolism RNA proce: tRNA modil
-0,8451543 Type | restrici DNA Metabolism - Restriction-
-0,8451543 Tyrosyl-tRNA Protein Metabolism Protein bio tRNA aminc

-0,8451543 Ubiquinone/r Cofactors, Vitamins, Prosthe Quinone cc Menaquinc
-0,8451543 Ubiquinone/r Cofactors, Vitamins, Prosthe Quinone cc Menaquinc
-0,8451543 Ubiquinone/r Cofactors, Vitamins, Prosthe Quinone cc Menaquinc

-0,8451543 UDP-3-0O-[3-h Cell Wall and Capsule Gram-Negz KDO2-Lipid
-0,8451543 UDP-N-acetyl Cell Wall and Capsule - Peptidoglyc
-0,8451543 UDP-N-acetyl Cell Wall and Capsule Capsular ar CMP-N-ace
0,8451543 Uncharacteri: Cell Wall and Capsule Gram-Negz Lipopolysac
0,8451543 Uracil-DNA gl DNA Metabolism DNA repair DNA Repait
-0,8451543 Voltage-gate( Potassium metabolism - Potassium |
-0,8451543 Voltage-gate( Potassium metabolism - Potassium |
-0,8451543 Xylulose-5-pt Carbohydrates Central car Pentose ph
-0,840668 DNA gyrase s Clustering-based subsystem - DNA gyrase
-0,840668 DNA-directed RNA Metabolism Transcriptit RNA polym
0,840668 FKBP-type pe Protein Metabolism Protein fol( Peptidyl-pr
0,840668 FKBP-type pe Protein Metabolism Protein fol( Peptidyl-pr
-0,840668 Holliday junci DNA Metabolism DNA recorr RuvABC plu
-0,840668 IMP cyclohyd Nucleosides and Nucleotide Purines De Novo Pt
-0,840668 Iron(lll) dicitr Iron acquisition and metabc - Iron(IIl) dici
-0,840668 Phenylacetic Metabolism of Aromatic Col- Phenylacet
-0,840668 Phosphoribos Cofactors, Vitamins, Prosthe Folate and 5-FCL-like
0,840668 Pyruvate cark Carbohydrates Central car Pyruvate m
0,840668 Pyruvate cark Carbohydrates Central car Pyruvate m

-0,8196886 3-ketoacyl-Cc Amino Acids and Derivative: Branched-c Branched ¢
-0,8196886 4-hydroxy-3-t Fatty Acids, Lipids, and Isopt Isoprenoid: Isoprenoid

0,8196886 Aerobic glyce Carbohydrates Sugar alcol Glycerol an
0,8196886 Aerobic glyce Carbohydrates Sugar alcol Glycerol an
0,8196886 Cell division g Clustering-based subsystem - Bacterial Ce
-0,8196886 Cold-shock DIRNA Metabolism RNA proce: ATP-depen
0,8196886 Cytochrome | Miscellaneous Plant-Prok: At1g54520
-0,8196886 DNA ligase (E Clustering-based subsystem - CBSS-3931.

-0,8196886 Flagellar regu Motility and Chemotaxis Flagellar m Flagellum



NO2.NO3
NO2.NO3
POC
NO2.NO3
Si

Si
NO2.NO3
Salinity
PO4
Chla
DOC

TN
NO2.NO3
TotalBacte
Salinity
PO4
NO2.NO3
Chla
NO2.NO3
z

DOC
PO4
Salinity
TN

Chla
NO2.NO3
Chla
NO2.NO3
VA

DOC

Si

z

VA

Salinity
Salinity
PO4

POC
NO2.NO3
VA

Chla
NO2.NO3
NO2.NO3
Si

PO4
DOC

TN

TN

0,045837
0,045837
0,045837
0,045837
0,045837
0,045837
0,045837
0,045837
0,045837
0,045837
0,045837
0,045837
0,045837
0,045837
0,045837
0,045837
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858
0,049858

-0,8196886 Isocitrate del Carbohydrates Central car TCA Cycle

-0,8196886 Molybdenum Cofactors, Vitamins, Prosthe Folate and Molybdenu
-0,8196886 NADH-ubiqui Respiration Electron dc Respiratory
-0,8196886 NfuA Fe-S prc Miscellaneous Plant-Prok: Biotin biosy
-0,8196886 O-acetylhomiAmino Acids and Derivative: Lysine, thre Methionine
-0,8196886 O-succinylhot Amino Acids and Derivative: Lysine, thre Methionine

-0,8196886 SSU ribosom: Clustering-based subsystem - CBSS-1762¢
-0,8196886 Succinate del Carbohydrates Central car TCA Cycle

-0,8196886 Succinate det Carbohydrates Central car TCA Cycle

-0,8196886 Succinyl-CoA: Amino Acids and Derivative: Branched-c Branched ¢
0,8196886 tRNA (Guanin Protein Metabolism Protein bio Ribosome t
0,8196886 tRNA (Guanir Protein Metabolism Protein bio Ribosome
-0,8196886 tRNA-i(6)A37 Clustering-based subsystem - tRNA-meth
0,8196886 Ubiquinol--cy Respiration Electron ac Ubiquinone

-0,8196886 Xanthine deh Clustering-based subsystem Clustering- Putative di:
-0,8196886 Xanthine deh Clustering-based subsystem Clustering- Putative di:
-0,8116794 2,3,4,5-tetral Amino Acids and Derivative: Lysine, thre Lysine Bios'
-0,8116794 2-keto-3-deo; Amino Acids and Derivative: Aromatic a Chorismate
-0,8116794 2-keto-3-deo; Amino Acids and Derivative: Aromatic a Chorismate

-0,8116794 2-methylcitra Carbohydrates Organic aci Methylcitrz
0,8116794 Acetate permn Carbohydrates Central car Pyruvate m
0,8116794 Aconitate hyc Carbohydrates Central car Glyoxylate

0,8116794 Arginine N-su Amino Acids and Derivative: Arginine; u Arginine an
-0,8116794 Argininosucci Amino Acids and Derivative: Arginine; u Arginine Bit
-0,8116794 Aspartate-ser Amino Acids and Derivative: Lysine, thre Lysine Bios'
-0,8116794 Aspartate-ser Amino Acids and Derivative: Lysine, thre Lysine Bios'
-0,8116794 CDP-diacylgly Fatty Acids, Lipids, and Isopt Phospholip Glycerolipic
-0,8116794 Dihydroxy-ac Amino Acids and Derivative: Branched-c Branched-C

-0,8116794 DNA gyrase s Clustering-based subsystem - DNA gyrase
-0,8116794 DNA-directed RNA Metabolism Transcriptit RNA polym
-0,8116794 dTDP-glucose Cell Wall and Capsule Capsular ar dTDP-rham
-0,8116794 Glutathione s Clustering-based subsystem - CBSS-3203°
0,8116794 GTP pyropho: Clustering-based subsystem Probably G CBSS-1762¢
0,8116794 Guanosine-5' Phosphorus Metabolism - Phosphate
-0,8116794 Holliday junci DNA Metabolism DNA recorr RuvABC plu
-0,8116794 IMP cyclohyd Nucleosides and Nucleotide Purines De Novo Pt
-0,8116794 Isocitrate lyas Carbohydrates Central car Glyoxylate
-0,8116794 LSU ribosomz Clustering-based subsystem - LSU ribosor
-0,8116794 LSU ribosome Protein Metabolism Protein bio Ribosome L
-0,8116794 LSU ribosome Protein Metabolism Protein bio Ribosome |
-0,8116794 LSU ribosome Protein Metabolism Protein bio Ribosome L
-0,8116794 Na(+)-translo Respiration Electron dc Na(+)-trans

-0,8116794 Nucleoside di Nucleosides and Nucleotide Purines Purine cony
-0,8116794 Phosphoribos Cofactors, Vitamins, Prosthe Folate and 5-FCL-like
-0,8116794 RNA polymer Clustering-based subsystem - EC49-61

-0,8116794 S-adenosylme¢ Amino Acids and Derivative: Lysine, thre Methionine
-0,8116794 tRNA(Cytosin Clustering-based subsystem Translation CBSS-3264



DOC

SwW

Env
TotalProtis
Salinity
Chla

TN

VA

Z

DOC

Si

Chla
Salinity

Si

YA

POC

YA

TN
Salinity
POC

POC

VA

TN
TotalProtis
NO2.NO3
TN
NO2.NO3
NO2.NO3
TN

DOC

POC

POC
NO2.NO3
POC

POC
Salinity

YA

VA

Chla

POC

YA

POC
Salinity
NO2.NO3

0,049858
0,049858

P-value

8,07E-06
1,19E-05
3,96E-05
3,96E-05
0,000112
0,000112

0,00013

0,00013
0,000169

0,00023

0,00024
0,000248
0,000307
0,000352
0,000359
0,000368
0,000392
0,000392
0,000445
0,000482
0,000511
0,000567
0,000567
0,000567
0,000602
0,000608
0,000649
0,000736
0,000736
0,000742
0,000747
0,000747
0,000768
0,000782
0,000833
0,000851
0,000871
0,000871
0,000871
0,000872

0,00088

-0,8116794 Tryptophan s Amino Acids and Derivative: Aromatic a Chorismate
-0,8116794 Uncharacteri: Cell Wall and Capsule Gram-Negz Lipopolysac
Spearmanr Function Level 1 Level 2 Level 3
-0,9627329 Betaine--honr Amino Acids and Derivative: Lysine, thre Methionine
0,958851 Nitric oxide r¢Nitrogen Metabolism - Denitrificat
-9,44E-01 Rare lipoprot Cell Wall and Capsule - Peptidoglyc
-9,44E-01 Vanillate O-di Metabolism of Aromatic Coi Peripheral Phenylprog
-9,27E-01 NAD-specific Amino Acids and Derivative:Proline anc Proline, 4-+
-9,27E-01 NAD-specific Amino Acids and Derivative: Glutamine, Glutamate
0,9245067 S-formylgluta Cofactors, Vitamins, Prosthe Folate and YgfZ
-0,9272727 Propionyl-Co, Carbohydrates Organic aci Propionyl-(
-0,9191989 Proline imino Amino Acids and Derivative: Proline anc Proline, 4-t
0,9125797 Salicylate hyc Metabolism of Aromatic Col Metabolisn Salicylate a
0,9115765 ATP synthase Respiration ATP syntha FOF1-type /
-0,910808 Electron tran: Amino Acids and Derivative« Branched-c Branched c
0,9057793 Peptide chain Clustering-based subsystem - LMPTP Ywl
-0,902439 Propionate--( Carbohydrates Organic aci Methylcitrz
0,9019084 LSU ribosomz Protein Metabolism Protein bio Ribosome L
-0,9013033 Oligopeptide Membrane Transport ABC transp ABC transp
0,8997002 ATP synthase Respiration ATP syntha FOF1-type /
0,8997002 Catalase (EC : Carbohydrates CO2 fixatio Photorespil
-0,8963415 Lipoate synth Cofactors, Vitamins, Prosthe Folate and YgfZ
-0,8941867 Transcription RNA Metabolism Transcriptit Transcriptic
0,892566 Peptide meth Clustering-based subsystem Carbohydr: Cluster Ytf
0,8896375 Guanine dear Nucleosides and Nucleotide Purines Purine cony
-0,8896375 tolB protein  Membrane Transport - Tonand To
-0,8896375 ubiquinol cytiRespiration Electron ac Ubiquinone
0,8879337 Predicted nuc Carbohydrates Monosacct Deoxyribos
-0,8876254 L-seryl-tRNA( Protein Metabolism Selenoprot Selenocystz
0,8857162 Enoyl-CoA hy Amino Acids and Derivative: Branched-c Branched ¢
-0,8819277 Excinuclease DNA Metabolism DNA repair DNA repair
-0,8819277 SSU ribosom: Clustering-based subsystem - CBSS-3506¢
-0,8816806 Pseudaminic Cell Wall and Capsule Capsular ar Pseudamin
0,881463 3-isopropylm Amino Acids and Derivative: Branched-c¢ Branched-(C
0,881463 Peroxidase (E Secondary Metabolism Plant Horm Auxin degr:
-0,8805866 NADH ubiquii Respiration Electron dc Respiratory
-0,8800375 Preprotein triMembrane Transport Protein tra HtrA and Se
-0,8780488 Glycerol-3-ph Carbohydrates - Sugar utiliz:
-0,8773667 ATP-depende RNA Metabolism RNA proce: ATP-depen:
-0,8766301 Carbon monc Clustering-based subsystem - CBSS-3142¢
-0,8766301 NAD-depend¢Clustering-based subsystem - CBSS-2965¢
-0,8766301 N-succinyl-L,L Amino Acids and Derivative: Lysine, thre Lysine Bios'
-0,87661 Carbonic anh Carbohydrates CO2 fixatio Carboxysor
-0,9030303 GDP-mannos Cell Wall and Capsule Capsular ar Capsular he



TN

VA

Z

VA

DOC
DOC
NO2.NO3
Salinity
Chla
Chla
POC
POC

POC
POC

VA

POC
NO2.NO3
DOC
Chla
NO2.NO3
POC
TotalProtis
VA

z
NO2.NO3
NO2.NO3
NO2.NO3
z

VA

POC
POC

z

POC
Chla
NO2.NO3
DOC
Chla

TN

POC
TotalBacte
VA

POC
POC
TotalProtis
NO2.NO3
NO2.NO3
POC

0,000905
0,000917
0,000917
0,000917
0,000945
0,00098
0,00098
0,000995
0,001091
0,001091
0,001098
0,001098
0,001098
0,001098
0,001321
0,001324
0,00142
0,00142
0,001547
0,001547
0,001576
0,0016
0,001675
0,001675
0,001791
0,001791
0,001791
0,001875
0,001877
0,001877
0,001877
0,001877
0,001877
0,001988
0,002002
0,002002
0,002002
0,002086
0,002086
0,002128
0,002183
0,002183
0,002188
0,002247
0,002322
0,002322
0,002414

-0,875384 Lipoprotein ri Cell Wall and Capsule Gram-Negz Lipopolysac
-0,8749564 Methenyltetr Carbohydrates One-carboi One-carbor
-0,8749564 Methylenetet Carbohydrates One-carboi One-carbor
-0,8749564 Methylenetel Cofactors, Vitamins, Prosthe Folate and 5-FCL-like

0,8739696 dTDP-4-dehy(Cell Wall and Capsule Capsular ar Capsular he

0,872786 Phosphoribos Nucleosides and Nucleotide Purines De Novo Pt
0,872786 RNA helicase, Protein Metabolism Protein bio Nucleolar p

0,8722784 Sulfate adeny Amino Acids and Derivative: Lysine, thre Cysteine Bi
-0,8691745 Deoxyribose- Carbohydrates Monosacct Deoxyribos
-0,8691745 SSU ribosom: Phages, Prophages, Transpo Pathogenic Staphyloco
-0,8689582 Chromosome Cell Division and Cell Cycle - Bacterial Cy
-0,8689582 Cytochrome | Photosynthesis Electron tri Photosyste
-0,8689582 Cytosine deai Amino Acids and Derivative: - Creatine an
-0,8689582 Various polyc Stress Response Detoxificat Uptake of s
-0,8624734 (3R)-hydroxyi Fatty Acids, Lipids, and Isopi Fatty acids Fatty Acid E
-0,8624123 Uroporphyrin Cofactors, Vitamins, Prosthe Tetrapyrrol Heme and !

0,8598559 Crossover jur DNA Metabolism DNA recorr RuvABC plu
0,8598559 Gamma-glutz Amino Acids and Derivative: Glutamine, Poly-gamm
-0,8566684 Fe-S-cluster-c Respiration Electron ac Anaerobic 1
-0,8566684 Protein simile RNA Metabolism RNA proce: Polyadenyl;
-0,8559886 Histidine amr Amino Acids and Derivative: Histidine V Histidine Di
-0,8554211 D-mannose is Carbohydrates Monosacct Mannose N
0,8536585 Lipid A expor Miscellaneous - ZZ gjo need

-0,8536585 Methylmalon Amino Acids and Derivative: Branched-c Branched ¢
-0,8510678 Aerobic coba Cofactors, Vitamins, Prosthe Tetrapyrrol Coenzyme

-0,8510678 Aldehyde det Carbohydrates Central car Methylglyo
-0,8510678 Ribonucleotic Clustering-based subsystem - Ribonucleo

-0,849267 Formyltetrah Carbohydrates One-carboi One-carbor
-0,8492354 archaeosine t RNA Metabolism RNA proce: Queuosine-
-0,8492354 ATP-depende DNA Metabolism DNA repair DNA repair
-0,8492354 Ferric siderog Iron acquisition and metabc - Campyloba
-0,8492354 Minor pilin ol Membrane Transport Protein ancVir-like typ
-0,8492354 Voltage-gate( Potassium metabolism - Potassium |
-0,8469257 Cytosine/puri Nucleosides and Nucleotide Purines Purine Utili

-0,846658 Phenylacetat Metabolism of Aromatic Col - Phenylacet

0,846658 Thiamine-mo Cofactors, Vitamins, Prosthe - Thiamin bic

-0,846658 Ubiquinone/r Cofactors, Vitamins, Prosthe Quinone cc Menaquinc
-0,8449887 Nitrogen regt Nitrogen Metabolism - Ammonia a
0,8449887 Polyphosphai Nucleosides and Nucleotide Purines Purine com
-0,8441623 Uncharacteri: Stress Response Oxidative s Glutaredox
0,8431128 Cytochrome (Respiration - Biogenesis
-0,8431128 RNA-binding | RNA Metabolism RNA proce: Polyadenyl;
-0,8430191 Acetaldehyde Metabolism of Aromatic Col Metabolisn Central me
0,8419239 DNA repair ey DNA Metabolism DNA repair DNA repair
0,8405541 LSU ribosome Protein Metabolism Protein bio Ribosome L
-0,8405541 V-type ATP sy Respiration ATP syntha V-Type ATF

0,8389097 3-oxoacyl-[ac Cell Wall and Capsule Cell wall of mycolic aci



Z

TN

Z

VA

POC

VA

POC

Chla

DOC

DOC

DOC
NO2.NO3
NO2.NO3
POC

VA

POC

VA

z

VA
TotalProtis
TotalProtis
NO2.NO3
Si

Si

Chla

DOC

TN
Salinity

VA

z

VA

Salinity
TN

POC

DOC

PO4

DOC

Si

DOC

Si

Chla

Chla

VA

z

Salinity
POC

TN

0,002414
0,002414
0,002414
0,002505
0,002552
0,002552
0,002611
0,002681
0,002705
0,002705
0,002767
0,002778
0,002852
0,002891
0,002891
0,002957
0,002957
0,003009
0,003009
0,003009
0,003075

0,00318

0,00322

0,00322

0,00322

0,00322

0,00322
0,003323
0,003328
0,003328
0,003406
0,003497
0,003505
0,003534
0,003592
0,003592
0,003592
0,003724
0,003724
0,003739
0,003739
0,003739

0,00379

0,00379
0,003815
0,003903
0,003989

0,8389097 Deoxyhypusit Secondary Metabolism Plant AlkalcAlkaloid bic

0,8389097 Excinuclease DNA Metabolism DNA repair DNA repair
0,8389097 Prolyl endope Protein Metabolism Protein deg Serine endc¢
-0,8373239 NAD-specific Amino Acids and Derivative: Glutamine, Glutamate
-0,8365344 SSU ribosomz Protein Metabolism Protein bio Ribosome ¢
-0,8365344 tRNA N6-thre RNA Metabolism RNA proce: Methylthio

-0,835538 Maltose/mall Carbohydrates Di- and olig Maltose an
0,8666667 DNA-directed Miscellaneous Plant-Prok: At2g23840
0,8339956 Glutamate fo Miscellaneous Plant-Prok: Experiment
0,8339956 Histidinol-phc Amino Acids and Derivatives Histidine IV Histidine Bi
0,8330023 Phosphopant Clustering-based subsystem - CBSS-2698(
0,8328306 Excinuclease DNA Metabolism DNA repair DNA repair
-0,8316562 DNA replicati DNA Metabolism DNA replici DNA replice
-0,8310518 Microsomal ¢ Cofactors, Vitamins, Prosthe Quinone cc Pyrroloquir
-0,8310518 Stage 0 sporu Cell Division and Cell Cycle - Bacterial Cy
-0,8300496 Adenosine (5 Clustering-based subsystem - CBSS-2249:
-0,8300496 Gene SCO44¢< Cofactors, Vitamins, Prosthe Quinone cc Menaquinc
-0,8292683 DNA-directed RNA Metabolism Transcriptit RNA polym

-0,8292683 Urea ABC trai Amino Acids and Derivative: Arginine; u Urea decor
-0,8292634 Spermidine s* Amino Acids and Derivative: Arginine; u Polyamine

-0,8282832 LSU ribosomz Clustering-based subsystem - CBSS-1762:
-0,8267515 NADH-ubiquil Respiration Electron dc Respiratory
0,8261744 Ferric iron AB Iron acquisition and metabc - Campyloba
0,8261744 Flagellar mot Motility and Chemotaxis - Bacterial Ct
-0,8261744 Glycerol-3-ph Carbohydrates Sugar alcol Glycerol an
0,8261744 Phosphatidyli Fatty Acids, Lipids, and Isopi Phospholip Glycerolipic
-0,8261744 Protein RtcB RNA Metabolism RNA proce: RNA 3'-terr

-0,824713 Ammonium t Nitrogen Metabolism - Ammonia a
-0,8246505 5-aminolevul Cofactors, Vitamins, Prosthe TetrapyrrolHeme and !
-0,8246505 NAD-reducing Respiration Electron dc Hydrogena:
-0,8235648 4Fe-4S ferred Sulfur Metabolism Inorganic s Inorganic S
0,8223258 ATP-depende Clustering-based subsystem - ClpAS clust:
-0,8545455 ATP-depende Clustering-based subsystem - CBSS-1762¢
-0,8218407 Flagellar synt Motility and Chemotaxis  Flagellar m Flagellar m
0,8210654 MiaB family ¢ Protein Metabolism Protein prc Ribosomal
0,8210654 RNA helicase, Protein Metabolism Protein bio Nucleolar p
0,8210654 Sensor histidi Regulation and Cell signaling - Global Two
0,8193465 NusA protein RNA Metabolism Transcriptit Transcriptic

0,8193465 Possible subu Nucleosides and Nucleotide Purines De Novo Pt
0,8191501 Gamma-amin Amino Acids and Derivative: Arginine; u Putrescine
-0,8191501 PrpF protein i Carbohydrates Organic aci Methylcitre
-0,8191501 tRNA(Cytosin Clustering-based subsystem Translation CBSS-3264¢
0,8184964 AmpG perme Cell Wall and Capsule - Recycling o
-0,8184964 Aspartate car Clustering-based subsystem - CBSS-3203°
0,8181828 Squalene--ho Clustering-based subsystem Carotenoid CBSS-3203¢
-0,8170801 Putative cyto Respiration - Biogenesis
0,8160123 LSU ribosome Protein Metabolism Protein bio Ribosome L



Z
NO2.NO3
NO2.NO3
DOC
TotalBacte
TotalBacte
TotalBacte
VA

Z

POC
NO2.NO3
VA

Z

Salinity
NO2.NO3
POC

POC

POC

DOC

PO4

Chla

POC

POC

Si

Chla

z

POC

POC

POC

POC
TotalProtis
TotalProtis
Si

Chla

Chla

PO4

POC
Salinity

TN

POC

POC

POC

POC

POC

VA

z

POC

0,004052
0,004106
0,004249
0,004249
0,004259
0,004259
0,004259
0,004297
0,004416
0,004449
0,004459
0,004582
0,004582
0,004618
0,004635
0,004669
0,004669
0,004669

0,00467
0,004807
0,004807
0,004871
0,004871
0,004897
0,004897
0,004974
0,004989
0,004989
0,005048
0,005048
0,005064
0,005084
0,005084
0,005084
0,005084
0,005211
0,005211
0,005358
0,005416
0,005426
0,005426
0,005426
0,005426
0,005453
0,005453
0,005453
0,005488

-0,815251 Phosphohept Cell Wall and Capsule Capsular ar Capsular he

-0,8145934 Lipoprotein r(Cell Wall and Capsule Gram-Negz Lipopolysac

-0,812897 HtrA proteast Cell Wall and Capsule Gram-Negz Lipopolysac

0,812897 tRNA (cytosin RNA Metabolism RNA proce: RNA methy
-0,8127768 Heavy metal : Virulence, Disease and Defe Resistance Cobalt-zinc
-0,8127768 NADH-depen Carbohydrates Fermentati Acetone Bu
-0,8127768 Replicative DI Clustering-based subsystem Clustering- CBSS-2627:
-0,8123423 DNA polymer Clustering-based subsystem - CBSS-3506¢
-0,8109756 TATA-box bin RNA Metabolism Transcriptit RNA polym
-0,8105953 2-ketoglutaricCarbohydrates Monosacct L-Arabinose
-0,8424242 Prolyl-tRNA s Protein Metabolism Protein bio tRNA amine
-0,8090995 Ribose 1,5-bit Carbohydrates CO2 fixatio Calvin-Bens
-0,8090995 Thiazole bios' Cofactors, Vitamins, Prosthe - Thiamin bic
-0,8087036 DNA topoisor DNA Metabolism DNA replici DNA topois
-0,8085144 Nitrogen regt Nitrogen Metabolism - Ammonia a
-0,8081434 DNA ligase, p Phages, Prophages, Transpo Phages, PrcPhage repli
-0,8081434 Glycerophosy Carbohydrates Sugar alcol Glycerol an
-0,8081434 Saccharopine Amino Acids and Derivative: Lysine, thre Lysine bios'
0,8081352 Intracellular s Cell Division and Cell Cycle - Intracellula

-0,806644 Protein simile RNA Metabolism RNA proce: Polyadenyl;

-0,806644 tRNA (cytosin RNA Metabolism RNA proce: RNA methy
-0,8059635 Geranyl-CoA Fatty Acids, Lipids, and Isopi Isoprenoid: Acyclic terg
-0,8059635 Maltose phos Carbohydrates Di- and olig Maltose an
0,8056907 Biotin carbox Respiration Sodium lor Na+ translc

-0,8056907 Flagellin prot Motility and Chemotaxis  Flagellar m Flagellum
-0,804878 Adenylosucci Nucleosides and Nucleotide Purines De Novo Pt
-0,804719 16S rRNA m(* Clustering-based subsystem - Conserved
-0,804719 Gentisate 1,2 Metabolism of Aromatic Coi - Gentisare ¢

-0,8041105 Dihydrolipoai Amino Acids and Derivative: Branched-c¢ Branched c

-0,8041105 Sodium/gluta Amino Acids and Derivative: Glutamine, Glutamate

0,8039424 2-aminoethyl Phosphorus Metabolism - Phosphoen
-0,8037415 4-hydroxyphe Amino Acids and Derivative: Aromatic a Aromatic ai
0,8037415 GTP-binding | Protein Metabolism Protein bio Universal G
-0,8037415 Leucine-, isol Carbohydrates Central car Dehydroge
-0,8037415 Ribosomal lat RNA Metabolism RNA proce: RNA pseud
-0,8024353 DNA-binding Regulation and Cell signaling - The Chv reg
0,8024353 Leucyl-tRNA ¢ Protein Metabolism Protein bio tRNA aminc
-0,8009692 Tol biopolym: Membrane Transport - Ton and To
0,8003909 Di-/tripeptide Membrane Transport Uni- Sym- ¢ Proton-dep

-0,8002922 Indolepyruva Amino Acids and Derivative: Aromatic a Aromatic al
-0,8002922 Monoamine (Amino Acids and Derivative: Alanine, se Glycine anc

-0,8002922 Similarity wit Stress Response Oxidative s Glutathiony
-0,8002922 TonB-depend Cofactors, Vitamins, Prosthe Folate and YgfZ-lron
-0,8000341 cytochrome t Respiration - Soluble cyt:

-0,8000341 IMP cyclohyd Nucleosides and Nucleotide Purines De Novo Pt
-0,8000341 Phosphoribos Cofactors, Vitamins, Prosthe Folate and 5-FCL-like
-0,7996914 Acetyl-CoA C- Metabolism of Aromatic Col Peripheral Benzoate c



Si

DOC

Si

Chla

Si
NO2.NO3
Si

Chla

TN

DOC

Si

DOC

Si

Chla

Si

Si

Chla
TotalBacte
Si

Salinity
POC

Si

Chla

Chla
Salinity
Salinity
POC

z

Chla
NO2.NO3
Si

PO4

VA

z

POC

z
TotalBacte
Chla

Chla

Chla
TotalProtis

0,005573
0,005573
0,005573
0,005573
0,005573
0,005573
0,005573
0,005573
0,005573
0,005573
0,005573
0,005573
0,005573
0,005677
0,005677
0,005677
0,005677
0,005677
0,005677
0,005677
0,005677
0,005702
0,005702
0,005702
0,005702
0,005776
0,005837
0,005837
0,005961
0,005961
0,005974
0,005974
0,006044
0,006044
0,006078
0,006078
0,006078
0,006078
0,006106
0,006106

0,00624

0,00624
0,006313
0,006313
0,006313
0,006313
0,006325

0,7988628 2-C-methyl-D Clustering-based subsystem - CBSS-2115¢
0,7988628 Acriflavin resi Virulence, Disease and Defe Resistance Multidrug F
0,7988628 Acriflavin resiVirulence, Disease and Defe Resistance Multidrug F
-0,7988628 Benzoylform: Metabolism of Aromatic Col Peripheral Benzoate d
0,7988628 Cobalamin sy Cofactors, Vitamins, Prosthe Tetrapyrrol Cobalamin

-0,7988628 L-seryl-tRNA( Protein Metabolism Selenoprot Selenocystze
0,7988628 Putative glutz Sulfur Metabolism Organic sul Utilization «
-0,7988628 putative perij Protein Metabolism Protein prc G3E family
-0,7988628 Succinate del Respiration Electron dc Succinate d
0,7988628 Taurine-bindi Sulfur Metabolism Organic sul Taurine Uti
0,7988628 Taurine-bindi Sulfur Metabolism Organic sul Taurine Uti
0,7988628 Uracil-DNA gl DNA Metabolism DNA repair Uracil-DNA
0,7988628 Uracil-DNA gl DNA Metabolism DNA repair Uracil-DNA
-0,7978634 CDP-diacylgly Fatty Acids, Lipids, and Isopi Phospholip Glycerolipic
-0,7978634 Flagellar mot Motility and Chemotaxis - Bacterial Ct
-0,7978634 Glutamate-ar Clustering-based subsystem - CBSS-3160!
-0,7978634 Hydroxymeth Amino Acids and Derivative: Branched-c Leucine De;
-0,7978634 N-acetylglucc Carbohydrates Aminosuga Chitin and [
-0,7978634 Para-aminob¢ Amino Acids and Derivative: Aromatic a Chorismate
0,7978634 Ribosomal lar Clustering-based subsystem - EC49-61

-0,7978634 sulfur oxidatii Sulfur Metabolism - Sulfur oxid:

-0,7976258 4-coumarate- Secondary Metabolism Biosynthes Caffeic acid
0,7976258 ATP phospho Amino Acids and Derivative: Histidine IV Histidine Bi

-0,7976258 Pyruvate kinz Carbohydrates Central car Entner-Dot
-0,7976258 SSU ribosomz Protein Metabolism Protein bio Ribosome ¢
0,7969258 Inner membr Clustering-based subsystem - CTP syntha

0,7963563 5-carboxyme Amino Acids and Derivative: Aromatic a Aromatic a
-0,7963563 Glutarate-ser Amino Acids and Derivative: Lysine, thre Lysine degr

-0,7952051 hydantoin racNucleosides and Nucleotide - Hydantoin |
-0,7952051 Uncharacteri; Clustering-based subsystem Clustering- Putative di:
0,7950896 Assimilatory 1 Nitrogen Metabolism - Nitrate and
0,7950896 sulfonate mo Sulfur Metabolism Organic sul Alkanesulfc
-0,794446 Predicted ma Membrane Transport - Transport ¢
-0,794446 Twin-arginine Clustering-based subsystem proteosom Cluster-bas
0,7941379 ABC-type sug Miscellaneous Plant-Prok: COG3533
0,7941379 Di-/tripeptide Membrane Transport Uni- Sym- ¢ Proton-dep
0,7941379 Maltose/mali Carbohydrates Di- and olig Maltose an
-0,7941379 Ribosomal lar Clustering-based subsystem Fatty acid r COG1399
-0,79388 Crotonyl-CoA Carbohydrates Central car Ethylmalon
-0,79388 GTP-binding | Protein Metabolism Protein bio Universal G
0,7926829 Cystathionine Amino Acids and Derivative:Alanine, se Glycine anc
-0,7926829 Thermosome Protein Metabolism Protein folc Thermoson

-0,7920349 GTP cyclohyd Cofactors, Vitamins, Prosthe Folate and methanopt
-0,7920349 Heme biosyn Cofactors, Vitamins, Prosthe Tetrapyrrol Heme bios)
-0,7920349 Heme biosyn Cofactors, Vitamins, Prosthe Tetrapyrrol Heme bios)
-0,7920349 Riboflavin syr Cofactors, Vitamins, Prosthe Riboflavin, riboflavin ti

-0,791933 Manganese-c Phosphorus Metabolism - Phosphate



TotalProtis
NO2.NO3
TN
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POC

VA

POC
Salinity
NO2.NO3
Si

POC
TotalProtis
NO2.NO3
VA
TotalProtis
TotalProtis
VA

Si

Chla

Si

Salinity
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POC

POC
Salinity
Salinity
DOC

DOC
TotalBacte
Si
NO2.NO3
PO4

VA

Salinity

VA

Salinity
Salinity
Salinity
NO2.NO3
TotalProtis
TN

Salinity
Salinity
TotalProtis
NO2.NO3
DOC

PO4

0,006377
0,006377
0,006377
0,006377
0,006415
0,006415
0,006415

0,00648
0,006514
0,006514
0,006514
0,006685
0,006811
0,006814
0,006814
0,006814
0,007105

0,00712

0,00712

0,00712

0,00714
0,007188
0,007188
0,007245
0,007331
0,007331
0,007488
0,007488
0,007488
0,007571
0,007571
0,007571
0,007579
0,007617
0,007669

0,00779

0,00779

0,00779
0,007889
0,007889
0,007889
0,007939
0,007939
0,007966
0,007998
0,007998
0,008033

-0,7914706 Fumarate hyc Carbohydrates Central car TCA Cycle
-0,7914706 N-succinyl-L,Ll Amino Acids and Derivative: Arginine; u Arginine Bit

-0,7914706 Predicted nuc Carbohydrates Monosacct Deoxyribos
0,7914706 YgjD/Kael/Q) Cell Division and Cell Cycle - Macromole
-0,791141 COG2047: Un RNA Metabolism RNA proce: Queuosine-
-0,791141 Malate synth Carbohydrates Central car Glyoxylate
-0,791141 Phosphate st: Clustering-based subsystem - CBSS-5678(
0,7905758 DNA repair pi DNA Metabolism DNA repair DNA repair

-0,7902772 Altronate hyc Carbohydrates Monosacct D-Galacturt
0,7902772 Branched-che Amino Acids and Derivative: Branched-c Branched c
0,7902772 Thioredoxin Miscellaneous Plant-Prok: DOE COG2(
0,7888199 Phosphoman Carbohydrates Monosacct Mannose N
0,8181818 Translation el Protein Metabolism Protein bio Translation

-0,7877259 Delta-1-pyrra Amino Acids and Derivative: Arginine; u Arginine an

-0,7877259 L-arabonate ¢ Carbohydrates Monosacct L-Arabinos

-0,7877259 Uracil-xanthir Nucleosides and Nucleotide Purines Purine Utili
0,7853335 Arginine-tRN; Protein Metabolism Protein deg Protein deg
0,7852071 Glutaminase Amino Acids and Derivative: Glutamine, Glutamine,
0,7852071 Phenylacetat: Metabolism of Aromatic Col - Phenylacet
0,7852071 prolyl oligope Miscellaneous Plant-Prok: Synechocys
0,7850505 Cysteine synt Amino Acids and Derivative: Lysine, thre Cysteine Bi

-0,7846563 NADPH-depe RNA Metabolism RNA proce: Queuosine-

-0,7846563 YcilL protein Miscellaneous - Broadly dis

0,7841982 Protein expot Clustering-based subsystem Protein exg CBSS-3931.
0,783514 Copper resist Virulence, Disease and Defe Resistance Copper hor
0,783514 SSU ribosomze Protein Metabolism Protein bio Ribosome ¢

0,7822749 3-hydroxyacy Amino Acids and Derivative: Branched-c Isoleucine ¢

0,7822749 Phosphoribos Amino Acids and Derivative: Histidine IV Histidine Bi

-0,7822749 Similar to N-t Miscellaneous Plant-Prok: Competenc
0,7816317 Peptidyl-prol Protein Metabolism Protein fol( Peptidyl-pr
-0,7816317 Similarity to I Miscellaneous Plant-Prok: At4g17370
-0,7816317 Similarity to I Miscellaneous Plant-Prok: At4g17370

-0,7815718 Beta-ketoadij Metabolism of Aromatic Col Metabolisn Protocatec!
-0,7812733 L-asparaginas Amino Acids and Derivative: Glutamine, Glutamine,

-0,7808751 Sporulation ir Cell Division and Cell Cycle - Bacterial Cy
-0,779945 Flagellar mot Motility and Chemotaxis - Bacterial Ct
-0,779945 Glutamate-ar Clustering-based subsystem - CBSS-3160!
-0,779945 Para-aminob¢ Amino Acids and Derivatives Aromatic a Chorismate

-0,7791998 DNA mismatc DNA Metabolism DNA repair DNA repair
0,7791998 Pyruvate cark Carbohydrates Central car Pyruvate m

-0,7791998 ubiquinol cyti Respiration Electron ac Ubiquinone

-0,77882 ATP synthase Respiration ATP syntha FOF1-type /
-0,77882 DNA topoisor DNA Metabolism DNA replici DNA topois
0,7786214 Predicted L-rt Carbohydrates Monosacct L-rhamnose
0,7783792 5-nucleotidas Clustering-based subsystem - CBSS-2115¢

0,7783792 delta 1-pyrro Cofactors, Vitamins, Prosthe Folate and Methanopt
-0,7781191 Aerobic coba Cofactors, Vitamins, Prosthe Tetrapyrrol Coenzyme
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VA

POC
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POC
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POC
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0,008033
0,008033
0,008084
0,00814
0,00814
0,008236
0,008236
0,008402
0,008402
0,008577
0,00888
0,00888
0,00888
0,00888
0,008931
0,009122
0,009122
0,009122
0,009122
0,009122
0,009122
0,009274
0,009274
0,009274
0,009274
0,009274
0,009274
0,009274
0,009274
0,009286
0,009286
0,009307
0,009307
0,009307
0,009426
0,009454
0,00947
0,00947
0,00947
0,00947
0,00947
0,00947
0,00947
0,00962
0,00962
0,00962
0,00962

0,7781191 Potassium up Clustering-based subsystem - Cluster co-¢

-0,7781191 Ribonucleotic Clustering-based subsystem - Ribonucleo
0,7777391 Na+/H+ antip Membrane Transport Uni- Sym- ¢ NhaA, Nhal
-0,7773243 Glucosamine- Carbohydrates Aminosuga Chitin and |
-0,7773243 Taurine trans Sulfur Metabolism Organic sul Taurine Uti
0,8060606 Citrate synth: Carbohydrates Central car Glyoxylate
-0,8060606 Transketolase Carbohydrates - Sugar utiliz:

-0,7754177 LSU ribosomz Miscellaneous Plant-Prok: COG0523
-0,7754177 Pyrimidine Al Nucleosides and Nucleotide Pyrimidine: Pyrimidine
-0,7741648 Inner membr Miscellaneous - YbbK
-0,77204 2-keto-3-deo: Amino Acids and Derivatives Aromatic a Chorismate
-0,77204 Cell division g Cell Division and Cell Cycle - Bacterial Cy
-0,77204 lIsocitrate lyas Carbohydrates Central car Glyoxylate
0,77204 SSU ribosomz Protein Metabolism Protein bio Ribosome ¢
-0,7716867 LSU ribosome Protein Metabolism Protein bio Ribosome |
-0,7703748 Acetoacetyl-( Carbohydrates Central car Ethylmalon
-0,7703748 Carotenoid ci Fatty Acids, Lipids, and Isopt Isoprenoid: Carotenoid
-0,7703748 LSU ribosomz Protein Metabolism Protein bio Ribosome L
-0,7703748 MIr7403 prot Clustering-based subsystem - CBSS-2906:
-0,7703748 Putative TEG™ Clustering-based subsystem Translation CBSS-3264«
-0,7703748 Thil/Pfpl fam Clustering-based subsystem - CBSS-1762¢
0,7693447 Biosynthetic, Amino Acids and Derivatives Aromatic a Phenylalan
-0,7693447 Cytochrome | Respiration - Cytochrom
0,7693447 DNA-directed RNA Metabolism Transcriptit RNA polym
0,7693447 DNA-directed RNA Metabolism Transcriptit RNA polym
-0,7693447 Flagellar regu Motility and Chemotaxis  Flagellar m Flagellum
0,7693447 Glutathione r Stress Response Oxidative s Glutathione
0,7693447 Glutathione r Stress Response Oxidative s Glutathione
0,7693447 Ribonucleotic Nucleosides and Nucleotide - Ribonucleo
0,7692635 ATP-depende Protein Metabolism Protein deg Proteasom:
-0,7692635 Methylisocitr Carbohydrates Organic aci Methylcitrz
-0,7691256 Glutamate fo Amino Acids and Derivative: Histidine IV Histidine D
-0,7691256 HtrA proteast Cell Wall and Capsule Gram-Negz Lipopolysac
0,7691256 Predicted nuc Carbohydrates Monosacct Deoxyribos

-0,7683309 ATP phospho Amino Acids and Derivative: Histidine IV Histidine Bi
-0,7681426 Methylthiorit Amino Acids and Derivative: Lysine, thre Methionine
0,7680368 Acetylaminoz Amino Acids and Derivative: Lysine, thre Lysine bios'

0,7680368 Ferritin-like p Miscellaneous Plant-Prok: Iron-sulfur
0,7680368 Glutamate As Amino Acids and Derivative: Glutamine, Glutamate
0,7680368 N-acetylgalac Carbohydrates Aminosuga N-Acetyl-Gi
0,7680368 Nucleoside tr Dormancy and Sporulation - Sporulatior
0,7680368 Oligopeptide Membrane Transport ABC transp ABC transp
0,7680368 Succinyl-CoA Carbohydrates Central car TCA Cycle

-0,7670513 Aspartokinast Amino Acids and Derivative: Lysine, thre Lysine Bios'
-0,7670513 Phosphate st Phosphorus Metabolism - P uptake (c
-0,7670513 Phosphate st: Clustering-based subsystem - CBSS-5678(

-0,7670513 TRAP-type C4 Miscellaneous Plant-Prok: At4g17370
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0,009638
0,009638
0,009638
0,009726
0,009787
0,009844
0,009844
0,009979
0,009979
0,009979
0,009979
0,009979
0,009979
0,009979
0,009979
0,010097
0,010152
0,010152
0,010234
0,010234
0,010234
0,010272
0,010344
0,010381
0,010403
0,010951
0,011089
0,011089
0,011249
0,011249
0,011249
0,011279
0,011279
0,011279
0,011306
0,011306
0,011306
0,011341
0,011341
0,011341
0,011341
0,011341
0,011396
0,011396
0,011513
0,011513
0,011513

0,7669289 ATP-depende Protein Metabolism Protein deg Proteasom:

-0,7669289 Phenylacetat Metabolism of Aromatic Col- Phenylacet
-0,7669289 tolB protein  Membrane Transport - Tonand To
0,7663589 RNA polymer RNA Metabolism Transcriptit Transcriptic
0,765961 NAD-depend¢Carbohydrates Central car Entner-Dot
-0,7939394 Glycyl-tRNA s Protein Metabolism Protein bio tRNA aminc
-0,7939394 Omega-amin( Carbohydrates Central car Pyruvate Al
0,7647234 carbon mono Clustering-based subsystem - CBSS-3142¢
-0,7647234 Cytochrome (Respiration - Biogenesis
-0,7647234 Eukaryotic tr: Protein Metabolism Protein bio Translation
0,7647234 Flagellar bios Motility and Chemotaxis  Flagellar m Flagellum
-0,7647234 Mesaconyl-CcCarbohydrates Central car Ethylmalon
-0,7647234 Nitrate ABC t Nitrogen Metabolism - Nitrate and
0,7647234 Phosphonoac Phosphorus Metabolism - Phosphona
-0,7647234 Ribosomal lat RNA Metabolism RNA proce: RNA pseud
0,7639752 LSU ribosomz Protein Metabolism Protein bio Ribosome L
-0,763627 Alpha-glucosi Membrane Transport ABC transp Periplasmic
-0,763627 UPF0129 pro’ Respiration - Methanoge

-0,7631094 ABC-type pol: Clustering-based subsystem Translation CBSS-3264
-0,7631094 Glutamate--c Cofactors, Vitamins, Prosthe Folate and YgfZ

-0,7631094 Phospholipas Miscellaneous Plant-Prok: At2g23840
0,7628726 Fe-S-cluster-c Respiration Electron ac Anaerobic
0,7624216 Nucleotide st Clustering-based subsystem - CBSS-2965¢

-0,7621951 Succinyl-CoA Carbohydrates Central car TCA Cycle

-0,7620588 Integration hi DNA Metabolism - DNA structi

-0,7587172 6-pyruvoyl te Cofactors, Vitamins, Prosthe Folate and Methanopt
0,7578955 Ferric iron AB Iron acquisition and metabc - Campyloba
0,7578955 Flagellar mot Motility and Chemotaxis - Bacterial Ct

-0,7569553 ABC-type mu Clustering-based subsystem Cytochrom CBSS-1961¢
-0,7569553 GTP pyropho: Clustering-based subsystem Probably G CBSS-1762¢

-0,7569553 Sulfite oxidas Sulfur Metabolism - Sulfur oxid:
-0,7567783 Glycolate del Carbohydrates Central car Glycolate, ¢
-0,7567783 Inositol trans Carbohydrates Sugar alcol Inositol cat
-0,7567783 Probable corr Cell Wall and Capsule Gram-Negz Lipopolysac
0,7566195 3-dehydroqui Amino Acids and Derivative: Aromatic a Chorismate
0,7566195 Na+/H+ antip Membrane Transport Uni- Sym- ¢ NhaA, Nhal
-0,7566195 Phosphoribos Cofactors, Vitamins, Prosthe Folate and YgfZ

-0,7564146 DNA-directed RNA Metabolism Transcriptit RNA polym
-0,7564146 Ferredoxin--N Sulfur Metabolism Inorganic s Inorganic S

-0,7564146 Heme biosyn Cofactors, Vitamins, Prosthe Tetrapyrrol Heme bios)
-0,7564146 Heme biosyn Cofactors, Vitamins, Prosthe Tetrapyrrol Heme bios)

-0,7564146 Translation el Protein Metabolism Protein bio Translation
-0,7560976 DNA-directed RNA Metabolism TranscripticRNA polym
-0,7560976 LSU ribosome Protein Metabolism Protein bio Ribosome |
-0,755416 Alternative cyRespiration Electron ac Terminal cy
-0,755416 Functional ro Nitrogen Metabolism - Nitrosative

-0,755416 Integral mem Clustering-based subsystem - CBSS-630.2
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0,011513
0,011513
0,011513
0,011513
0,011513
0,011645
0,011651
0,011651
0,011795
0,011795
0,011795
0,011874
0,011915
0,011915
0,011915
0,011915
0,011915
0,011915
0,011915
0,011915
0,011915
0,011915
0,011915
0,011915
0,011915
0,01203
0,012074
0,012283
0,012283
0,012283
0,012283
0,012283
0,012283
0,012283
0,012283
0,012283
0,012283
0,012283
0,012332
0,012332
0,012411
0,012478
0,012567
0,012567
0,012567
0,0129
0,0129

-0,755416 Leucine-respcAmino Acids and Derivative: Branched-c Branched-C

-0,755416 RNA polymer RNA Metabolism Transcriptit Transcriptic
-0,755416 TcuA: flavopr Carbohydrates Organic aci Tricarballyl
-0,755416 tRNA pseudo RNA Metabolism RNA proce: rRNA modit
-0,755416 V-type ATP sy Miscellaneous Plant-Prok: lojap
-0,754658 Homoserine ( Amino Acids and Derivative: Lysine, thre Methionine
0,7818182 Membrane al Protein Metabolism Protein deg Aminopept
-0,7818182 Pyruvate,pho Carbohydrates Central car Glycolysis @
-0,7538029 Carbamoyl-pl Cell Division and Cell Cycle - Macromole
-0,7538029 Carbamoyl-pt Cell Division and Cell Cycle - Macromole
0,7538029 Transcription RNA Metabolism Transcriptit Transcriptic
-0,753354 Oxidoreducta Miscellaneous Plant-Prok: At4g17370
-0,7531234 Collagen alph Protein Metabolism Protein bio Nucleolar p
0,7531234 Cytochrome (Respiration Electron ac Terminal cy
-0,7531234 DNA-binding RNA Metabolism RNA proce:tRNA modit
-0,7531234 Inner membr Clustering-based subsystem - Cluster witl
0,7531234 Membrane-b Cell Wall and Capsule - Murein Hyc
0,7531234 Metal-depeniPhosphorus Metabolism - Alkylphospl
-0,7531234 Metallo-beta: Clustering-based subsystem - Bacterial RI
-0,7531234 Nicotinate-nL Cofactors, Vitamins, Prosthe NAD and N NAD and N.
0,7531234 N-methylhyd: Amino Acids and Derivative: - Creatine an
0,7531234 Protein YicC Clustering-based subsystem - CBSS-3230¢
0,7531234 Protein-expol Membrane Transport Protein tra HtrA and Se¢
0,7531234 Pyridine nucli Nucleosides and Nucleotide Pyrimidine: Pyrimidine
-0,7531234 SSU ribosomz: Protein Metabolism Protein bio Ribosome ¢
0,7524758 NADPH-depe Carbohydrates Central car Methylglyo

-0,7522324 Dihydroorota Cofactors, Vitamins, Prosthe Folate and YgfZ
0,7510676 3-oxoadipate Metabolism of Aromatic Col Metabolisn Catechol br

0,7510676 Clavaminate « Miscellaneous Plant-Prok: At4g17370
0,7510676 Cyanophycin Amino Acids and Derivative: Arginine; u Cyanophyci
-0,7510676 General secre Membrane Transport Protein sec General Se«
0,7510676 Hemoprotein Cofactors, Vitamins, Prosthe TetrapyrrolHeme and !
-0,7510676 N-acetylglucc Cell Wall and Capsule - Peptidoglyc
0,7510676 Phosphonate Membrane Transport ABC transp ABC transp

0,7510676 Pup ligase Pa' Clustering-based subsystem proteosom Cluster-bas
-0,7510676 Queuosine bi Cofactors, Vitamins, Prosthe Folate and Methanopt

0,7510676 Rubredoxin-N Stress Response Oxidative s Rubrerythr
-0,7510676 Succinate del Respiration Electron dc Succinate d
-0,7508012 Ribosomal pr Protein Metabolism Protein prc Ribosomal
-0,7508012 tRNA-(ms[2]it RNA Metabolism RNA proce:tRNA modit

0,7503665 tRNA (cytosin RNA Metabolism RNA proce: RNA methy

0,75 Peptide meth Carbohydrates - Unknown ¢
-0,7495147 Chromosome Cell Division and Cell Cycle - Bacterial Cy
-0,7495147 Ribonuclease RNA Metabolism RNA proce:tRNA proce
-0,7495147 Trehalose ph(Carbohydrates Di- and olig Trehalose E

0,7477238 Branched-chz Amino Acids and Derivative: Branched-c Branched c
0,7477238 NADH-ubiquil Respiration Electron dc Respiratory



POC

POC
TotalProtis
TotalProtis
TotalProtis
TotalProtis
TotalProtis
TotalProtis
TotalProtis
TotalProtis
TotalProtis
Salinity
TotalProtis
TotalProtis
TotalProtis
z

VA

POC

POC

z

VA

POC
Salinity
Chla
TotalBacte
Chla

DOC

TN

VA

z

POC

Chla
NO2.NO3
NO2.NO3
DOC

PO4

DOC

DOC

TN

DOC
NO2.NO3
TN

VA

z

POC
TotalBacte
Chla

0,0129
0,0129
0,012975
0,012975
0,012975
0,012975
0,012975
0,012975
0,012975
0,012975
0,012975
0,013042
0,013042
0,013042
0,013128
0,013154
0,013154
0,013274
0,013274
0,013274
0,013274
0,013274
0,013475
0,013565
0,013565
0,013565
0,013589
0,013589
0,01363
0,01363
0,01363
0,013672
0,013672
0,013672
0,013672
0,013672
0,013712
0,013712
0,013712
0,013712
0,013712
0,013712
0,013759
0,013759
0,013791
0,013928
0,013928

0,7477238 Pyruvate deh Carbohydrates Central car Dehydroge

0,7477238 Translation el Protein Metabolism Protein bio Translation
0,7473241 Aconitate hyc Carbohydrates Central car TCA Cycle
-0,7473241 FIGO00875: T Miscellaneous Plant-Prok: COG3760
-0,7473241 intein-contair Protein Metabolism Protein prcInteins
-0,7473241 Legionaminic Cell Wall and Capsule Capsular ar Legionamir
-0,7473241 Mannose-1-p Carbohydrates Monosacct Mannose N
-0,7473241 NG,NG-dimet Stress Response - Dimethylar
-0,7473241 Periplasmic b Carbohydrates Di- and olig Beta-Gluco
-0,7473241 RNA binding 1 RNA Metabolism RNA proce: rRNA modit
-0,7473241 Xylose ABC tr Carbohydrates Monosacct Xylose utili;
0,7469705 Methylmalon Carbohydrates Sugar alcol Inositol cat
-0,7469701 3-hydroxybut Carbohydrates Fermentati Acetyl-CoA
0,7469701 DNA polymer Clustering-based subsystem - DNA replic:
-0,746516 Respiratory n Nitrogen Metabolism - Nitrate and
0,7463786 Lipid A expor Cell Wall and Capsule Gram-Negz KDO2-Lipid
-0,7463786 Uncharacteri: Stress Response Oxidative s Glutaredox

-0,7457477 Acetoacetyl-C Amino Acids and Derivative: Branched-c HMG CoA ¢
-0,7457477 ATP-depende Clustering-based subsystem Ribosomal A Gram-po:
-0,7457477 Plasmid replic DNA Metabolism DNA replici Plasmid reg
-0,7457477 putative metl Phages, Prophages, Transpo Phages, Prcrilt-like stre
-0,7457477 Ribosomal RI Clustering-based subsystem - Conserved
-0,7447035 ABC transpor Miscellaneous Plant-Prok: COG3533
-0,7442397 Eukaryotic tr: Protein Metabolism Protein bio Translation
-0,7442397 Propionate c: Carbohydrates Organic aci Methylcitrz
-0,7442397 Thymidylate | Clustering-based subsystem - CBSS-3931:
0,7441134 L-alanine-DL- Cell Wall and Capsule - Recycling o
-0,7441134 Pseudaminic Cell Wall and Capsule Capsular ar Pseudamin
-0,7439024 Ferric uptake Iron acquisition and metabc - Campyloba
-0,7439024 Ferric uptake Clustering-based subsystem - Bacterial RI
-0,7439024 Imidazole gly Amino Acids and Derivative: Histidine IV Histidine Bi
0,769697 Argininosucci Amino Acids and Derivative: Arginine; u Arginine Bi
-0,769697 Cysteine synt Amino Acids and Derivative: Lysine, thre Cysteine Bi

-0,769697 Enolase (EC 4 Carbohydrates Central car Entner-Dot
-0,769697 MoxR-like AT Clustering-based subsystem - Aerotoleral
0,769697 Translation el Protein Metabolism Protein bio Translation
0,7434844 3-ketoacyl-Cc Amino Acids and Derivative: Branched-c Branched c
0,7434844 Chaperone pi Protein Metabolism Protein fol(Protein cha
0,7434844 Formate dehyRespiration - Formate hy
0,7434844 Glycerol-3-ph Carbohydrates Sugar alcol Glycerol an
-0,7434844 Hydantoinase Nucleosides and Nucleotide - Hydantoin |
0,7434844 Putative formr Respiration - Formate hy
-0,7432426 Coupling prot Membrane Transport Protein ancpVir Plasmi
-0,7432426 Gamma-amin Amino Acids and Derivative: Arginine; u Putrescine
-0,743081 Nitrogenase ( Nitrogen Metabolism - Nitrogen fiy

-0,7423872 Beta-ketoadij Metabolism of Aromatic Col Metabolisn Protocatec!
-0,7423872 Electron tran: Respiration Electron dc Na(+)-trans



Salinity

TN

Salinity
POC

POC

POC

POC

VA
TotalProtis
TotalProtis
Z
TotalProtis
TotalProtis
VA

VA

z
TotalBacte
TotalBacte
TotalBacte
Si
TotalBacte
TotalBacte
TotalBacte
TotalBacte
NO2.NO3
NO2.NO3
TotalBacte
Chla
NO2.NO3
TN

Chla
TotalBacte
TotalBacte
TN

VA

z

DOC

POC

POC

POC

PO4

Chla

TN

DOC

DOC

z
TotalProtis

0,014022
0,014075
0,014245
0,014313
0,014313
0,014313
0,014313
0,014384
0,014486
0,014492
0,014555
0,014583
0,014583
0,014713
0,014713
0,014713
0,014771
0,014771
0,014771
0,014771
0,014771
0,014771
0,014771
0,014771
0,014771
0,014771
0,014771
0,014771
0,014771
0,014771
0,014771
0,014771
0,014771
0,014844
0,014855
0,014855
0,014937
0,015028
0,015323
0,015323
0,015921
0,015921
0,015921
0,015921
0,015921
0,015921
0,016016

0,7419115 Periplasmic tl Miscellaneous Plant-Prok: At2g23840

-0,7416448 Aldehyde del Carbohydrates Central car Methylglyo
-0,7407972 Acetyl-coenz) Fatty Acids, Lipids, and Isopi Fatty acids Fatty Acid E
-0,7404573 DNA polymer DNA Metabolism DNA repair DNA repair
-0,7404573 Glycerol-3-ph Carbohydrates - Sugar utiliz:
-0,7404573 Histidinol-phc Amino Acids and Derivative: Histidine IV Histidine Bi
-0,7404573 Predicted sial Cell Wall and Capsule Capsular ar Sialic Acid !
-0,7401065 Orotate phos Cofactors, Vitamins, Prosthe Folate and Ygfz

0,7396039 Ethanolamine Carbohydrates Sugar alcol Ethanolami

0,7395738 N-acetyl-L,L-c Amino Acids and Derivative:Lysine, thre Lysine Bios'
0,7392629 Dihydrodipicc Amino Acids and Derivative: Lysine, thre Lysine Bios'

0,7391304 5-deoxy-gluct Carbohydrates Sugar alcol Inositol cat
0,7391304 Ribose ABC tr Motility and Chemotaxis - Bacterial Ct
-0,738493 Lactoylglutatl Carbohydrates Central car Methylglyo
-0,738493 tRNA (Guanin Protein Metabolism Protein bio Ribosome t
-0,738493 tRNA-i(6)A37 Clustering-based subsystem - tRNA-meth
0,7382101 2-Oxobutyrat Amino Acids and Derivative: Lysine, thre Methionine
0,7382101 ATP-depende Protein Metabolism Protein deg Proteasom
0,7382101 Carbon monc Clustering-based subsystem - CBSS-3142¢
0,7382101 Deoxyribodip DNA Metabolism DNA repair DNA repair

-0,7382101 Hypothetical Virulence, Disease and Defe Resistance Cobalt-zinc
0,7382101 LL-diaminopit Amino Acids and Derivative:Lysine, thre Lysine Bios'

0,7382101 Pedicted L-rh Carbohydrates Monosacct L-rhamnose
0,7382101 Predicted bet Carbohydrates Di- and olig Beta-Gluco
-0,7382101 Predicted cok Cofactors, Vitamins, Prosthe Tetrapyrrol Coenzyme
-0,7382101 proteasome r Protein Metabolism Protein deg Proteasom:
0,7382101 Pyruvate:ferr Carbohydrates Central car Pyruvate:fe
-0,7382101 STRUCTURAL Clustering-based subsystem Biosynthes CBSS-2585¢
-0,7382101 Sulfite reduct Respiration Electron ac Anaerobic 1
-0,7382101 Thermostable Protein Metabolism Protein deg Metallocarl
-0,7382101 tmRNA-bindii Miscellaneous Plant-Prok: Competenc
0,7382101 Transcription Carbohydrates Monosacct Fructose ut
0,7382101 transcription: Sulfur Metabolism - Sulfur oxid:
-0,7378604 Sensor histidi Regulation and Cell signaling - The Chv reg

-0,7378049 3-oxoacyl-[ac Fatty Acids, Lipids, and Isopi Fatty acids Fatty Acid E
-0,7378049 Acetyl-CoA ac Amino Acids and Derivative: Lysine, thre Lysine ferm

-0,7374118 Protein RtcB RNA Metabolism RNA proce: RNA 3'-terr
-0,7369705 Maleylacetoa Cofactors, Vitamins, Prosthe Folate and Pterin carb
0,7355657 Aspartyl-tRN/ Protein Metabolism Protein bio tRNA aminc
0,7355657 Methylcrotor Amino Acids and Derivative: Branched-c Branched ¢
-0,7575758 Enolase (EC 4 Carbohydrates Central car Entner-Dot
0,7575758 Glutamate sy Amino Acids and Derivative: Glutamine, Glutamine,
-0,7575758 Lipopolysacct Cell Wall and Capsule Gram-Nege KDO2-Lipid
-0,7575758 Scaffold prott Miscellaneous Plant-Prok: Iron-sulfur
0,7575758 tungsten-con Respiration - Formate hy

-0,7327782 Predicted red Nucleosides and Nucleotide Pyrimidine: Pyrimidine
0,7323389 Serine-pyruv: Carbohydrates One-carboi Serine-glyo



Si

Si

Si

Chla

Z

VA
TotalBacte
Chla

PO4

Chla

Chla

Si
TotalBacte
Chla

Chla

DOC
Salinity
TotalProtis
TotalProtis
TotalProtis
TN
NO2.NO3
DOC

DOC

POC

DOC

POC

POC

POC

POC

POC
TotalProtis
TotalProtis
POC
TotalProtis
TotalProtis
POC

POC

POC

POC

POC

Chla
Salinity
DOC
NO2.NO3
NO2.NO3
NO2.NO3

0,016177
0,016177
0,016177
0,016177
0,016377
0,016377
0,016402
0,016402
0,016402
0,016409
0,016409
0,016409
0,016409
0,016409
0,016409
0,016409
0,016476
0,016506
0,016506
0,016506
0,016506
0,016506
0,016506
0,016647
0,016647
0,016647
0,016647
0,016647

0,01667

0,01667

0,01667
0,017277
0,017329
0,017373
0,017492
0,017492
0,017557
0,017557
0,017557
0,017557
0,017557
0,017591
0,017772
0,017965
0,017965
0,017965
0,017965

0,7316073 Adenylylsulfa Respiration Electron ac Anaerobic 1

0,7316073 Phosphoglucc Carbohydrates Central car Entner-Dot
-0,7316073 photosystem Photosynthesis Electron tr: Photosyste
-0,7316073 Sulfur oxidati Sulfur Metabolism - Sulfur oxid:
-0,7306984 Acetyl-CoA C- Metabolism of Aromatic Col Peripheral Benzoate ¢
-0,7306984 D-Lactate del Carbohydrates Organic aci Lactate util

-0,730584 ABC-type tun Membrane Transport ABC transp ABC transp

0,730584 L-seryl-tRNA( Protein Metabolism Selenoprot Selenocystz

0,730584 Spermidine P Amino Acids and Derivative: Arginine; u Polyamine
-0,7305542 Aspartate am Amino Acids and Derivative: Glutamine, Glutamine,
-0,7305542 Chaperone pi Protein Metabolism Protein fol(Protein cha

0,7305542 Enoyl-CoA hy Amino Acids and Derivative: Branched-c Branched ¢
0,7305542 Glutamate 5- Amino Acids and Derivative: Proline anc Proline Syn

-0,7305542 Glycerol-3-ph Carbohydrates Sugar alcol Glycerol an
-0,7305542 Pyruvate cark Carbohydrates Central car Pyruvate m
0,7305542 SOS-response DNA Metabolism DNA repair DNA repair
0,7302507 Cobalt-precoi Cofactors, Vitamins, Prosthe Tetrapyrrol Coenzyme
-0,7301163 Aconitate hyc Carbohydrates Central car Glyoxylate
0,7301163 ATP-depende RNA Metabolism RNA proce: ATP-depen:
-0,7301163 Dihydrolipoai Carbohydrates Central car Dehydroge
-0,7301163 DNA mismatc DNA Metabolism DNA repair DNA repair
-0,7301163 Predicted nuc Carbohydrates Monosacct Deoxyribos
0,7301163 Succinylargini Amino Acids and Derivative: Arginine; u Arginine an
-0,7294867 Aldehyde del Carbohydrates Central car Methylglyo
0,7294867 Aspartyl-tRN/ Miscellaneous Plant-Prok: At5g37530
-0,7294867 Lipoprotein ri Cell Wall and Capsule Gram-Negz Lipopolysac
0,7294867 Thiamin biosy Cofactors, Vitamins, Prosthe - Thiamin bic
0,7294867 Urease alpha Amino Acids and Derivative: Arginine; u Urea decor
-0,7293836 5-keto-2-deo: Carbohydrates Sugar alcol Inositol cat
-0,7293836 Capsular poly Cell Wall and Capsule Capsular ar Capsular Pc
-0,7293836 LSU ribosome Protein Metabolism Protein bio Ribosome |
-0,7267081 Helicase PriA Clustering-based subsystem - Conserved

0,726484 Cell division g Clustering-based subsystem - Bacterial Ce

-0,7262934 MII7752 prot Clustering-based subsystem Probably G CBSS-1762¢
0,7257795 3,7-dideoxy-[ Amino Acids and Derivative: Aromatic a Chorismate

0,7257795 DNA/RNA-bir Miscellaneous Plant-Prok: At1g69340
0,7254986 NG,NG-dimet Stress Response - Dimethylar
-0,7254986 Protein of un Clustering-based subsystem - Conserved
-0,7254986 Protocatechu Metabolism of Aromatic Coi Metabolisn Protocatec!
-0,7254986 Transcription Carbohydrates Monosacct L-rhamnose
-0,7254986 Type cbb3 cytRespiration - Biogenesis
-0,7253543 Cobalt-precoi Cofactors, Vitamins, Prosthe Tetrapyrrol Cobalamin
-0,7245771 ATP-depende DNA Metabolism DNA repair DNA repair
0,7237561 B12 binding c Carbohydrates Organic aci Propionyl-(
-0,7237561 Organic solve Clustering-based subsystem - EC49-61

-0,7237561 Outer membi Cell Wall and Capsule Gram-Negz Lipopolysac

-0,7237561 Two-compon Cell Wall and Capsule Gram-Negz Major Oute
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DOC
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NO2.NO3
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PO4
NO2.NO3
POC
Salinity
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NO2.NO3
NO2.NO3
Chla

Chla
NO2.NO3
TotalProtis
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Salinity
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DOC
TotalBacte
Si
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TotalProtis
POC
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Chla

DOC

PO4

PO4
TotalBacte
Chla

TN
NO2.NO3
POC

POC

TN
NO2.NO3
Si

TN

Si

Si

0,017965
0,018074
0,018074
0,018074
0,018074
0,018074
0,018074
0,018255
0,018317
0,018414
0,018414
0,018414
0,018414
0,018414
0,018414
0,018468
0,018598
0,018598

0,01886

0,01886

0,01886
0,018915
0,018915
0,018987
0,019088
0,019088
0,019088
0,019146
0,019146
0,019322
0,019322
0,019399
0,019399
0,019454
0,019454
0,019454
0,019454
0,019454
0,019454
0,019528
0,019528
0,019528
0,019528
0,019528
0,019629
0,019629
0,019629

0,7237561 Xanthine-gua Nucleosides and Nucleotide Purines Purine cony

0,7232967 Chemotaxis p Motility and Chemotaxis - Bacterial Ct
0,7232967 COG1272: Pr¢Cofactors, Vitamins, Prosthe Folate and YgfZ-Iron
-0,7232967 Proton/glutar Miscellaneous - ZZ gjo need
0,7232967 Resolvase/int Phages, Prophages, Transpo Transposak Tn552
0,7232967 Ribosomal lar Clustering-based subsystem - EC49-61
-0,7232967 Tetraacyldisa Cell Wall and Capsule Gram-Neg: KDO2-Lipid
-0,722535 glutamyl-Q-tF Miscellaneous Plant-Prok: At2g23840

-0,7222773 Octanoate-[a Cofactors, Vitamins, Prosthe Lipoic acid Lipoic acid
0,7454545 Adenosylhonr Amino Acids and Derivative:Lysine, thre Methionine
-0,7454545 Aerobic coba Cofactors, Vitamins, Prosthe Tetrapyrrol Coenzyme
-0,7454545 ATP-depende Clustering-based subsystem - CBSS-1762¢
0,7454545 Digeranylger: Fatty Acids, Lipids, and Isopi Isoprenoid: Archaeal lig
0,7454545 HNH endonu«Miscellaneous Plant-Prok: At2g23840
-0,7454545 NADH-ubiqui Respiration Electron dc Respiratory
0,7216491 Heme O syntl Clustering-based subsystem - CBSS-3160!
0,7211103 LSU ribosomz Miscellaneous Plant-Prok: COG0523
0,7211103 Muconate cyMetabolism of Aromatic Col Metabolisn Catechol br
-0,7200307 Glucose-6-ph Carbohydrates - Sugar utiliz:
0,7200307 Helicase PriA Clustering-based subsystem - Conserved
-0,7200307 Isocitrate del Carbohydrates Central car TCA Cycle
-0,7198086 Cob(l)alamin Cofactors, Vitamins, Prosthe Tetrapyrrol Cobalamin
-0,7198086 Cold shock pr Stress Response Cold shock Cold shock,
0,7195122 2-keto-3-deo: Amino Acids and Derivatives Aromatic a Chorismate
0,7191012 Di-/tripeptide Membrane Transport Uni- Sym- ¢ Proton-dep
-0,7191012 Endonuclease Cell Division and Cell Cycle - Control of ¢
0,7191012 Stage 0 sporu Cell Division and Cell Cycle - Bacterial Cy
-0,7188673 Aspartate 1-c Cofactors, Vitamins, Prosthe Coenzyme Coenzyme .
-0,7188673 Magnesium a Clustering-based subsystem - CBSS-5678(
-0,7181542 Cyclohexadie Amino Acids and Derivative: Aromatic a Phenylalan
-0,7181542 Xylulose kina: Carbohydrates - Sugar utiliz:
0,7178454 DNA mismatc DNA Metabolism DNA repair DNA repair
-0,7178454 ubiquinol cytiRespiration Electron ac Ubiquinone
-0,7176241 Carbonic anh Miscellaneous Plant-Prok: At5g04520
-0,7176241 Cobalt-precoi Cofactors, Vitamins, Prosthe Tetrapyrrol Coenzyme
0,7176241 Peptidyl-prol Protein Metabolism Protein fol« Peptidyl-pr
-0,7176241 Phosphoribos Amino Acids and Derivative: Histidine IV Histidine Bi
0,7176241 RNA polymer Clustering-based subsystem - CBSS-2115¢
0,7176241 RNA polymer Clustering-based subsystem - CBSS-2115¢
0,7173285 Argininosucci Amino Acids and Derivative: Arginine; u Arginine Bit
0,7173285 NAD-dependt Carbohydrates Central car Pyruvate m
-0,7173285 NADH-ubiqui Respiration Electron dc Respiratory
-0,7173285 Succinyl-CoA Carbohydrates Central car TCA Cycle
0,7173285 UDP-N-acetyl Cell Wall and Capsule - Peptidoglyc
0,7169282 Arsenate redi Respiration Electron ac Anaerobic t
-0,7169282 Hydroxymeth Amino Acids and Derivative: Branched-c Ketoisovale
0,7169282 Phosphatidyly Fatty Acids, Lipids, and Isopi Phospholip Glycerolipic
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Salinity
Salinity
POC

POC
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TotalProtis
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Salinity
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POC
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POC

POC

DOC
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POC

Si

Si
NO2.NO3
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TN

DOC

DOC

DOC

DOC

DOC
TotalBacte
DOC

DOC
NO2.NO3
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DOC

DOC

DOC
NO2.NO3
TotalProtis
TotalProtis
TotalProtis
Salinity

VA

0,019629
0,019733
0,019733
0,019942
0,019942
0,019959
0,020036
0,020277
0,020392
0,020405
0,020525
0,020548
0,020548
0,020548
0,020548
0,020548
0,020548
0,020672
0,020905
0,020924
0,020924
0,021091
0,021091
0,021091
0,021166
0,021166
0,021166
0,021166
0,021166
0,021396
0,021396
0,021396
0,021396
0,021396
0,021396
0,021396
0,021396
0,021396
0,021396
0,021396
0,021396
0,021396

0,02161

0,02161
0,021693
0,022021
0,022036

-0,7169282 Phosphoserir Amino Acids and Derivative: Alanine, se Glycine anc
-0,7165144 3-hydroxyisol Amino Acids and Derivative: Branched-c Branched ¢
0,7165144 YciO family Miscellaneous Plant-Prok: YrdC-YciO-¢
-0,7156863 Enoyl-[acyl-ce Fatty Acids, Lipids, and Isopi Fatty acids Polyunsatu
-0,7156863 L-asparaginas Amino Acids and Derivative: Glutamine, Glutamine,
0,7156201 Monofunctio Cell Wall and Capsule - Peptidoglyc
0,7153188 Phenylacetat: Metabolism of Aromatic Col - Phenylacet
0,7143757 Probable acyl Amino Acids and Derivative: Branched-c Isoleucine ¢
0,7139306 LSU ribosomz Protein Metabolism Protein bio Ribosome |
-0,7138766 Ribosome rec Clustering-based subsystem - CBSS-1762¢
-0,7134146 Translation el Protein Metabolism Protein bio Translation
-0,7133239 Arginine/orni Amino Acids and Derivatives Arginine; u Arginine an
-0,7133239 Biosynthetic, Amino Acids and Derivative: Aromatic a Phenylalan

-0,7133239 DNA-directed RNA Metabolism Transcriptit RNA polym
-0,7133239 NAD synthetz Cofactors, Vitamins, Prosthe NAD and N NAD and N.
-0,7133239 PFO0070 fam Miscellaneous Plant-Prok: COG0398

-0,7133239 Pseudouridin Nucleosides and Nucleotide - Pseudourid
-0,7128482 DNA replicati DNA Metabolism DNA replici DNA replice
0,7119551 Rhodanese di Miscellaneous Plant-Prok: Single-Rhoc
-0,7118821 Carboxyl-tern Clustering-based subsystem - CBSS-2249:
-0,7118821 Iron-sulfur clt Miscellaneous Plant-Prok: Scaffold pr¢

0,7112495 Adenylosucci Clustering-based subsystem Clustering- CBSS-2627:
-0,7112495 GMP synthas Nucleosides and Nucleotide Purines Purine cony

-0,7112495 Lipid A expor Miscellaneous - ZZ gjo need
-0,7333333 Glycyl-tRNA s Protein Metabolism Protein bio tRNA amin¢
-0,7333333 Isocitrate del Carbohydrates Central car TCA Cycle

-0,7333333 Omega-amin( Carbohydrates Central car Pyruvate Al
-0,7333333 Sulfate adeny Amino Acids and Derivative: Lysine, thre Cysteine Bi
-0,7333333 V-type ATP sy Respiration ATP syntha V-Type ATP
0,7101003 Alcohol dehy(Carbohydrates - Sugar utiliz:
0,7101003 Aldehyde del Clustering-based subsystem Methylami CBSS-2650:
0,7101003 Allantoicase ( Nitrogen Metabolism - Allantoin U
0,7101003 Anaerobic de Respiration Electron ac Anaerobic 1
0,7101003 Dna binding r Regulation and Cell signaling - Global Two
0,7101003 Glucose-6-ph Carbohydrates Central car Glycolysis &
0,7101003 ISPsy4, transt Phages, Prophages, Transpo Transposat CBSS-2031.
-0,7101003 Membrane-b Cell Wall and Capsule - Murein Hyc
-0,7101003 Membrane-b Cell Wall and Capsule - Murein Hyc
0,7101003 Respiratory n Nitrogen Metabolism - Nitrate and
0,7101003 S-adenosyl-L- Clustering-based subsystem - CBSS-2913:
0,7101003 Transcription Regulation and Cell signaling - Orphan reg
-0,7101003 tRNA-specific RNA Metabolism RNA proce:tRNA modit
0,7092994 Endonuclease Clustering-based subsystem - EC699-706
0,7092994 Phosphate:ac Clustering-based subsystem Fatty acid r COG1399

0,7089886 DNA-directed RNA Metabolism TranscripticRNA polym
0,7077761 SSU ribosome Protein Metabolism Protein bio Ribosome ¢

-0,7077225 Ferredoxin--s Sulfur Metabolism Inorganic s Inorganic S
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0,022146
0,022277
0,022277
0,022277
0,022277
0,022344
0,022344
0,022344
0,022344
0,022616
0,022626
0,022626
0,022626
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0,02287
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0,02305
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0,023408
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-0,7073171 Homoserine ( Amino Acids and Derivative: Lysine, thre Methionine

-0,7068391 Galactonate ¢ Carbohydrates Monosacct D-galacton:
-0,7068391 Methylated-L Clustering-based subsystem - CBSS-3931.
-0,7068391 Nitrate ABC t Nitrogen Metabolism - Nitrate and

-0,7068391 RND efflux sy Virulence, Disease and Defe Resistance Multidrug e
-0,7065951 Adenylate kir Nucleosides and Nucleotide Purines Purine com

-0,7065951 DNA replicati DNA Metabolism DNA replici DNA replice
-0,7065951 GDP-L-fucose Cell Wall and Capsule Capsular ar Capsular he
-0,7065951 N-acetyl-gam Amino Acids and Derivative: Lysine, thre Lysine bios'
-0,70561 L-fuconate de Carbohydrates Monosacct L-fucose ut
0,7055746 Guanine dear Nucleosides and Nucleotide Purines Purine cony
0,7055746 NAD(FAD)-uti Miscellaneous Plant-Prok: COG2509

-0,7055746 Phosphoglucc Clustering-based subsystem Chromosor SeqA and C
-0,7055746 Succinylargini Amino Acids and Derivative: Arginine; u Arginine an

0,7055746 V-type ATP sy Respiration ATP syntha V-Type ATP
-0,7054133 archaeosine t RNA Metabolism RNA proce:tRNA modit
0,7051704 Acetyl-coenzy Amino Acids and Derivative: Branched-c Ketoisovale
0,7051704 Betaine aldel Miscellaneous Plant-Prok: Niacin-Chol
-0,7051704 Branched-che Amino Acids and Derivative: Branched-c Branched ¢
0,7051704 Serine--pyruv Carbohydrates One-carboi Serine-glyo
0,7051704 TRAP-type C4 Clustering-based subsystem Tricarboxyl CBSS-4933¢
0,7046939 Galactonate ( Carbohydrates Monosacct D-galacton:
-0,7046939 Glucose-metl Respiration Electron dc Respiratory

-0,7046939 Putative storr Clustering-based subsystem Probably Y| CBSS-3160!
0,7046939 S-formylgluta Cofactors, Vitamins, Prosthe Folate and YgfZz
-0,7046939 Shwachman-I Clustering-based subsystem Proteasom Proteasom

-0,7046939 Tol biopolym: Membrane Transport - Tonand To
0,7040533 HflK protein Miscellaneous Plant-Prok: Scaffold pre
-0,7037573 tRNA (5-mett Miscellaneous Plant-Prok: At5g37530
0,7032724 2-C-methyl-D Clustering-based subsystem - CBSS-2115¢

-0,7032724 Aspartate 1-c Cofactors, Vitamins, Prosthe Coenzyme Coenzyme .
0,7032724 Cobalamin sy Cofactors, Vitamins, Prosthe Tetrapyrrol Cobalamin

-0,7032724 L-seryl-tRNA( Protein Metabolism Selenoprot Selenocystz
-0,7032724 Magnesium a Clustering-based subsystem - CBSS-5678(
0,7032724 Phosphate tri Phosphorus Metabolism - High affinit
0,7032724 Putative glute Sulfur Metabolism Organic sul Utilization «
0,7032724 Queuosine Bi Miscellaneous Plant-Prok: Experiment
-0,7032724 Succinate del Respiration Electron dc Succinate d
-0,7027819 2-dehydro-3- Carbohydrates Monosacct D-galactara
0,7027819 acyl-acyl carriVirulence, Disease and Defe - Cjejuni coli
0,7027819 ATP synthase Respiration ATP syntha FOF1-type /
-0,7027819 ATP-depende RNA Metabolism RNA proce: ATP-depen
-0,7027819 Benzoate trat Metabolism of Aromatic Coi - Benzoate tt
-0,7027819 carbon mono Clustering-based subsystem - CBSS-3142¢
-0,7027819 Cytochrome (Protein Metabolism Protein fol( Periplasmic
-0,7027819 Homolog of f Carbohydrates Monosacct Hexose Phc

-0,7027819 Intramembra Clustering-based subsystem Isoprenoid, CBSS-8333:
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0,023408
0,023408
0,023408
0,023408
0,023408
0,023408
0,023408
0,023408
0,023491
0,023491
0,023496
0,023496
0,023496
0,023622
0,023622
0,023622
0,023622
0,023622

0,02367

0,02367
0,023739
0,023754
0,023754
0,023854
0,024012
0,024019
0,024019
0,024019
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0,024019
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0,024019
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0,024019
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-0,7027819 isobutyryl-Co Carbohydrates One-carboi Serine-glyo

0,7027819 Phenylacetat Metabolism of Aromatic Coi - Phenylacet

-0,7027819 PTS system, f Carbohydrates - Sugar utiliz:
-0,7027819 Thiol peroxid: Clustering-based subsystem - CBSS-2573:
-0,7027819 TIdD family p Protein Metabolism Protein deg Putative Tl¢
-0,7027819 UDP-glucose: Cell Wall and Capsule Gram-Negz LOS core ol
-0,7027819 Uracil permei Nucleosides and Nucleotide Pyrimidine: De Novo Py
-0,7027819 Valine--pyruv Amino Acids and Derivative: Alanine, se Alanine bio

0,7024894 Carnitine race Fatty Acids, Lipids, and Isopi Fatty acids Carnitine v
0,7024894 Carnitinyl-Co, Fatty Acids, Lipids, and Isopi Fatty acids Carnitine v

-0,702474 Alpha-1,2-ma Carbohydrates Monosaccl Mannose N

-0,702474 Aspartyl-tRN/ Miscellaneous Plant-Prok: At3g21300

-0,702474 Glutamyl-tRN Miscellaneous Plant-Prok: At3g21300
0,7020318 acyl-CoA synt Cell Wall and Capsule Cell wall of mycolic aci
0,7020318 Biosynthetic ; Amino Acids and Derivative: Aromatic a Phenylalan
0,7020318 Coenzyme F(«Respiration Electron dc Coenzyme
0,7020318 Cyclomaltode Carbohydrates Polysaccha Alpha-Amy
0,7020318 SSU ribosomz Protein Metabolism Protein bio Ribosome ¢
0,7018634 Epi-inositol h' Carbohydrates Sugar alcol Inositol cat
0,7018634 Naphthoate s Cofactors, Vitamins, Prosthe Quinone cc Menaquinc
0,7016215 2-methylcitra Carbohydrates Organic aci Methylcitrz
-0,7015684 3-polyprenyl- Cofactors, Vitamins, Prosthe Quinone cc Menaquinc
-0,7015684 ATP-depende Protein Metabolism Protein deg Proteasom:i
-0,7012195 Septum site-c Cell Division and Cell Cycle - Bacterial Cy

0,7006707 Phosphoribos Nucleosides and Nucleotide Purines De Novo Pt
0,700649 2-keto-3-deo: Amino Acids and Derivatives Aromatic a Chorismate
0,700649 ABC transpor Amino Acids and Derivative: Arginine; u Polyamine

-0,700649 ABC-type tun Membrane Transport ABC transp ABC transp
-0,700649 Alkylated DN, DNA Metabolism DNA repair DNA repair
-0,700649 Allophanate I Amino Acids and Derivative: Arginine; u Urea carbo
-0,700649 BarA sensory Membrane Transport Protein sec Type lll sec
-0,700649 BatE Clustering-based subsystem - Aerotoleral
-0,700649 Benzoate trar Metabolism of Aromatic Col Peripheral Benzoate d
0,700649 Capsular poly Cell Wall and Capsule Capsular ar Capsular Pc
-0,700649 Capsular poly Cell Wall and Capsule Capsular ar Exopolysac
-0,700649 Cell division g Cell Division and Cell Cycle - Bacterial Cy
-0,700649 Cell division g Cell Division and Cell Cycle - Bacterial Cy
0,700649 conserved pri Miscellaneous Plant-Prok: DOE COG2(
-0,700649 DamX, an inn Clustering-based subsystem - Shikimate k
0,700649 D-galactonat¢ Carbohydrates Monosacct D-galactoni
-0,700649 diguanylate c Stress Response - Bacterial he
0,700649 Dihydroneop Clustering-based subsystem - CBSS-235.1
0,700649 Dihydroneop Clustering-based subsystem - CBSS-235.1
0,700649 DNA helicase Phages, Prophages, Transpo Phages, PrcPhage repli
0,700649 DNA recombi Clustering-based subsystem - DNA replic:
0,700649 DNA recombi Clustering-based subsystem - DNA replic:

0,700649 DNA topoisor Phages, Prophages, Transpo Phages, PrcPhage repli
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0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
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0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024019
0,024104
0,024104
0,024104
0,024107

-0,700649 Dnal-class m(Protein Metabolism Protein fol(Protein cha

0,700649 Endonuclease Clustering-based subsystem - EC699-706
0,700649 Error-prone r DNA Metabolism DNA repair DNA repair
0,700649 Erythritol phc Carbohydrates Sugar alcol Erythritol u
0,700649 FIG001590: P Clustering-based subsystem - CBSS-8762t¢
0,700649 FIG022199: F Fatty Acids, Lipids, and Isopi Fatty acids Phospholip
0,700649 FKBP-type pe Potassium metabolism - Potassium |
-0,700649 Flagellar mot: Motility and Chemotaxis Flagellar m Flagellar mu
0,700649 Flagellar mot Motility and Chemotaxis - Bacterial Ct
0,700649 High-affinity | Membrane Transport ABC transp ABC transp
0,700649 Hydrogenase Respiration - Formate hy
0,700649 Lipid A biosyr Cell Wall and Capsule Gram-Negz KDO2-Lipid
0,700649 LSU ribosomz Protein Metabolism Protein bio Ribosome |
0,700649 Membrane pi Clustering-based subsystem - CBSS-5678(
0,700649 Methyl-direci Clustering-based subsystem - Shikimate k
0,700649 Negative tran Regulation and Cell signaling Regulation Streptococ:
0,700649 N-methylhyd: Amino Acids and Derivative: - Creatine an
0,700649 Phenazine bicSecondary Metabolism Bacterial cy Phenazine |
0,700649 Phenylacetalc Metabolism of Aromatic Col - Aromatic A
-0,700649 Phosphatase, Phosphorus Metabolism - Phosphate
0,700649 Phosphate:ac Clustering-based subsystem Fatty acid r COG1399

0,700649 Phytoene/sqt Miscellaneous Plant-Prok: At2g23840
0,700649 Probable VAN Metabolism of Aromatic Coi Peripheral Phenylprog
-0,700649 Protein of avi Clustering-based subsystem - USS-DB-7

0,700649 Putative glutz Sulfur Metabolism Organic sul Utilization «
0,700649 Putative NAD Respiration - Quinone ox
0,700649 Putative oxid Amino Acids and Derivative: Arginine; u Putrescine
0,700649 Putative phos DNA Metabolism DNA repair 2-phosphog
0,700649 Putative sodii Miscellaneous Plant-Prok: At5g38900
0,700649 RecD-like DN, DNA Metabolism DNA repair DNA repair
0,700649 RecD-like DN. DNA Metabolism DNA repair DNA repair
0,700649 Ribulokinase Carbohydrates Monosacct L-Arabinose

0,700649 RNA polymer Clustering-based subsystem Putative as CBSS-3160!
-0,700649 Sarcosine oxi Clustering-based subsystem Methylami Glutamate-

0,700649 Similar to ribc Protein Metabolism Protein bio Ribosome t
-0,700649 Structure-spe Protein Metabolism Protein bio tRNA amin¢
-0,700649 Structure-spe Protein Metabolism Protein bio tRNA aminc

0,700649 TonB-depend Iron acquisition and metabc - Iron acquisl

0,700649 TPR repeat cc Membrane Transport - Tonand To

0,700649 Transport ATIRespiration Electron ac Terminal cy
-0,700649 Uncharacteri: Cell Wall and Capsule Gram-Negz Lipopolysac

0,700649 Uronate isom Carbohydrates Monosaccl D-Galacturt

0,700649 Xanthosine/ir Stress Response Heat shock Heat shock

-0,7003543 Glutathione-r Potassium metabolism - Glutathione
-0,7003543 Phenylacetic Metabolism of Aromatic Col - Phenylacet
-0,7003543 RNA polymer Cell Wall and Capsule Capsular ar Alginate m¢

0,700342 Cell division g Cell Division and Cell Cycle - Bacterial Cy
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0,024107
0,024195
0,024195
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0,024195
0,024195
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0,024471
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0,024471
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0,024625
0,024844
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0,025288
0,025512
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0,025964
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0,026153
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-0,700342 Pseudaminic Cell Wall and Capsule Capsular ar Pseudamin
-0,7212121 Adenine dear Nucleosides and Nucleotide Purines Purine cony
-0,7212121 Cysteine synt Amino Acids and Derivative: Lysine, thre Cysteine Bi

0,7212121 Excinuclease DNA Metabolism DNA repair DNA repair
-0,7212121 NADH-ubiqui Respiration Electron dc Respiratory
-0,7212121 Pyruvate deh Carbohydrates Central car Dehydroge

0,7212121 Ubiquinol--cy Respiration Electron ac Ubiquinone

0,6990914 2-oxoglutarat Carbohydrates Central car Dehydroge
-0,6990914 3'-to-5' exorit RNA Metabolism RNA proce: RNA proces
-0,6990914 Alkyl hydrope Stress Response Oxidative s Oxidative s

0,6990914 Glucosamine- Cell Wall and Capsule - UDP-N-ace!
-0,6985646 Predicted traiAmino Acids and Derivative: Branched-c¢ Branched ¢
-0,6978227 Beta-galactos Carbohydrates - Sugar utiliz:

0,6978227 Trk system pc Clustering-based subsystem - Bacterial RI
-0,6964445 Cell division g Cell Division and Cell Cycle - Bacterial Cy

0,6964445 Iron-sulfur clt Amino Acids and Derivative: Alanine, se Alanine bio

0,6964445 NusA protein RNA Metabolism Transcriptit Transcriptic

0,6964445 Spermidine P Amino Acids and Derivative: Arginine; u Polyamine
0,6964445 Transcription Clustering-based subsystem Methylami CBSS-2650:
0,6963281 Photosystem Photosynthesis Electron tri Photosyste
-0,6955811 LSU ribosome Protein Metabolism Protein bio Ribosome |
-0,6955811 Menaquinon¢ Cofactors, Vitamins, Prosthe Quinone cc Menaquinc
-0,6955811 Pantoate kinz Cofactors, Vitamins, Prosthe Coenzyme Coenzyme .
-0,6955811 Phage prohez Phages, Prophages, Transpo Phages, PrcPhage caps
-0,6955811 Queuosine Bi Cofactors, Vitamins, Prosthe Folate and YgfZ
-0,6954142 DNA polymer DNA Metabolism DNA replici DNA-replici
0,6954142 Fumarylacetc Cofactors, Vitamins, Prosthe Folate and Pterin carb!
0,6954142 Segregation ¢ Cell Division and Cell Cycle - Two cell diy
-0,6954142 Sulfite reduct Sulfur Metabolism - Sulfate redi
-0,6953257 Penicillin-binc Cell Wall and Capsule - Peptidoglyc
-0,695122 Glutamine sy Amino Acids and Derivative: Glutamine, Glutamine .
-0,695122 Isoleucyl-tRN Clustering-based subsystem Cell Divisio Cell Divisiol
-0,694089 Alpha-galactc Carbohydrates - Sugar utiliz:
-0,694089 Dihydroorota Clustering-based subsystem Hypothetic Hypothetic
-0,6939443 lojap protein Clustering-based subsystem - CBSS-3162:
-0,6939443 Protein gp47, Phages, Prophages, Transpo Phages, Prc Listeria phi:
-0,6939443 Type Il restri DNA Metabolism - Restriction-
-0,6938696 6-phosphoglL Carbohydrates - Sugar utiliz:
-0,6938696 carbon mono Clustering-based subsystem - CBSS-3142¢
-0,6938696 Chromate tra Virulence, Disease and Defe Resistance Resistance
0,6938696 Inner membr Cell Wall and Capsule Gram-Negz Lipopolysac
-0,6938696 V-type ATP sy Respiration ATP syntha V-Type ATP
-0,6938696 Xanthine deh Clustering-based subsystem Clustering- Putative di:
-0,6934701 Alanine racer Amino Acids and Derivativet Alanine, se Alanine bio
0,6934701 Capsular poly Cell Wall and Capsule Capsular ar Exopolysac
-0,6934701 COG2106 Me RNA Metabolism RNA proce: rRNA modit
-0,6934701 Exodeoxyribc DNA Metabolism DNA repair DNA repair
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0,026153
0,026153
0,026153
0,026153
0,026153
0,026153
0,026153
0,026153
0,026153
0,026153
0,026153
0,026153
0,026153
0,026153
0,026153
0,026153
0,026153
0,026153
0,026153
0,026153
0,026153
0,026153
0,026153
0,026203
0,026203
0,026203
0,026203
0,026203
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0,026276
0,026276
0,026293
0,026293
0,026293
0,026293
0,026671
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0,026671
0,026671
0,026671
0,026671
0,026671
0,026671
0,026671
0,026671
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0,6934701
0,6934701
0,6934701
0,6934701

-0,6934701 Glutaredoxin- Stress Response

Ferritin-like p Miscellaneous Plant-Prok: Iron-sulfur
Formaldehyd Cofactors, Vitamins, Prosthe Folate and YgfZ

Formate hydr Respiration - Formate hy
Fructose ABC Carbohydrates Monosacct Fructose ut
Oxidative s Glutaredox

0,6934701 Hexuronate t Carbohydrates Monosacct D-Galactur«
-0,6934701 IncF plasmid ( Clustering-based subsystem - Conjugative
0,6934701 L-2-keto-3-de Carbohydrates Monosacct L-Arabinose
-0,6934701 Lipid carrier : Clustering-based subsystem - CBSS-2965¢
0,6934701 LSU ribosomz Protein Metabolism Protein bio Ribosome L
-0,6934701 Membrane-b Cell Wall and Capsule - Murein Hyc

0,6934701
0,6934701
0,6934701
0,6934701
0,6934701
0,6934701
-0,6934701
0,6934701
-0,6934701
-0,6934701

0,6934701 Sulfite reduct Respiration
0,6934701 Sulfur oxidati Sulfur Metabolism -

Methionine A Amino Acids and Derivative: Lysine, thre Methionine
Periplasmic a Cofactors, Vitamins, Prosthe - Molybdopt
Phosphoribos Cofactors, Vitamins, Prosthe Folate and 5-FCL-like
Predicted cok Cofactors, Vitamins, Prosthe Tetrapyrrol Coenzyme
Predicted ma Carbohydrates Monosacct Mannose N\
proteasome r Protein Metabolism Protein deg Proteasom:
Protein ImpG Clustering-based subsystem - USS-DB-7

Protein YidD Clustering-based subsystem - RNA modifi
Pyrimidine-nt Carbohydrates Monosacct Deoxyribos
Ribonucleotic Nucleosides and Nucleotide - Ribonucleo
Electron ac Anaerobic 1
Sulfur oxid:

-0,6933037 AmpG perme Cell Wall and Capsule - Recycling o
-0,6933037 Crotonyl-CoA Carbohydrates Central car Ethylmalon
-0,6933037 Cysteine dest Amino Acids and Derivative: Alanine, se Alanine bio
-0,6933037 Cysteine dest Amino Acids and Derivative: Alanine, se Alanine bio
-0,6933037 Cytochrome (Respiration Electron ac Terminal cy
0,6933037 Electron tran: Respiration Electron dc Na(+)-trans
0,6933037 Tryptophan s Amino Acids and Derivative: Aromatic a Chorismate
-0,6930659 4-hydroxythr: Clustering-based subsystem - EC49-61
-0,6930659 Succinate del Respiration Electron dc Succinate d
0,6930123 Excinuclease DNA Metabolism DNA repair DNA repair
-0,6930123 Imidazole gly Amino Acids and Derivative: Histidine IV Histidine Bi
0,6930123 Peptide chair Clustering-based subsystem - LMPTP Ywl
-0,6930123 Succinyl-CoA Carbohydrates Central car TCA Cycle
0,6917858 ABC transpor Virulence, Disease and Defe Bacteriocin Bacitracin ¢
0,6917858 Gluconate pe Carbohydrates Monosacct D-gluconat
0,6917858 Glutathione < Stress Response Oxidative s Glutathione
0,6917858 Inositol oxyge Carbohydrates Sugar alcolt Inositol cat
0,6917858 Maltose O-ac Carbohydrates Di- and olig Maltose an

0,6917858 Outer membi Membrane Transport - Tonand To
0,6917858 Probable poly Cell Wall and Capsule Capsular ar Alginate me
0,6917858 Protein Yail Clustering-based subsystem - CBSS-562.2
0,6917858 Similar to cog Clustering-based subsystem - CBSS-630.2

Plant-Prok: COG0451
Protein bio Ribosome ¢

0,6917858 Soluble lytic r Miscellaneous
0,6917858 SSU ribosomz Protein Metabolism
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0,026678
0,026678
0,026678
0,026678
0,026678
0,026678
0,026678
0,026678
0,026678
0,026693
0,02723
0,02735
0,02735
0,02735
0,02735
0,02735
0,02735
0,02735
0,02735
0,02735
0,027405
0,027431
0,027446
0,027446
0,027446
0,027463
0,027463
0,027514
0,027514
0,027514
0,027514
0,027514
0,027514
0,027514
0,02752
0,027537
0,027553
0,027916
0,027916
0,02806
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0,02806
0,02806
0,028115
0,028115
0,028115
0,028205

-0,6917638 Aminotransfe Sulfur Metabolism Organic sul DMSP brea
-0,6917638 Benzoate 1,2 Metabolism of Aromatic Col Peripheral Benzoate d

0,6917638 Crossover jur DNA Metabolism DNA recorr RuvABC plu
0,6917638 Crossover jur DNA Metabolism DNA recorr RuvABC plu
0,6917638 DNA primase DNA Metabolism DNA replici DNA replice
0,6917638 DNA-directed RNA Metabolism Transcriptit RNA polym
-0,6917638 Glucose ABC' Carbohydrates Central car Peripheral |
0,6917638 Glucose-metl Respiration Electron dc Respiratory
-0,6917638 Putrescine tri Amino Acids and Derivative: Arginine; u Polyamine
-0,6917159 Malonate tra Carbohydrates Organic aci Malonate ¢
-0,6899978 tRNA (guanin Miscellaneous Plant-Prok: YggW

-0,6896166 Acetoacetyl-( Carbohydrates Fermentati Acetyl-CoA
-0,6896166 Acetoin dehy Carbohydrates Central car Dehydroge

-0,6896166 Cobalt-precoi Cofactors, Vitamins, Prosthe Tetrapyrrol Cobalamin
0,6896166 Glutamate N- Amino Acids and Derivative: Arginine; u Arginine Bi
-0,6896166 Protein RtcB RNA Metabolism RNA proce:RNA 3'-terr
0,6896166 Response reg Virulence, Disease and Defe Resistance Zinc resista
0,6896166 Spermidine P Amino Acids and Derivative: Arginine; u Polyamine

0,6896166 Two-compon Regulation and Cell signaling - Orphan reg
-0,6896166 Vanillate O-di Metabolism of Aromatic Coi Peripheral Phenylprog

0,689441 Inositol trans Carbohydrates Sugar alcol Inositol cat
0,6893588 Replication f DNA Metabolism DNA replici DNA replic:
0,6893123 Homogentisa Cofactors, Vitamins, Prosthe Folate and Pterin carb!
-0,6893123 Pyruvate deh Carbohydrates Central car Dehydroge
0,6893123 SSU ribosome Protein Metabolism Protein bio Ribosome ¢
-0,6892601 Glycerol-3-ph Carbohydrates - Sugar utiliz:
-0,6892601 Guanosine-3' Clustering-based subsystem Probably G CBSS-1762¢
-0,7090909 Acetate permr Carbohydrates Central car Pyruvate m
0,7090909 ATP-depende Protein Metabolism Protein deg Proteolysis
-0,7090909 Glycine dehyt Amino Acids and Derivative: Alanine, se Glycine anc
0,7090909 LSU ribosomz Clustering-based subsystem - LSU ribosor
-0,7090909 MoxR-like AT Clustering-based subsystem - Aerotoleral
-0,7090909 Transketolase Carbohydrates - Sugar utiliz:
-0,7090909 Xylonate deh Carbohydrates Monosacct Xylose utili;
-0,6890776 DNA-directed RNA Metabolism Transcriptit RNA polym
-0,6890244 GTP-binding | Protein Metabolism Protein bio Universal G
-0,6889757 Xaa-Pro amin Clustering-based subsystem - CBSS-8762t¢

-0,6878359 GMP reducta Nucleosides and Nucleotide Purines Purine cony
-0,6878359 Vanillate O-di Metabolism of Aromatic Col Peripheral Phenylprog

-0,6873848 2-methylacor Carbohydrates Organic aci 2-methylcit
-0,6873848 DNA polymer DNA Metabolism DNA repair DNA repair
-0,6873848 TRAP-type C4 Miscellaneous Plant-Prok: At4g17370
-0,6873848 Uronate isom Carbohydrates - Sugar utiliz:
0,6872146 4-hydroxyber Membrane Transport - Ton and To
-0,6872146 Possible hypc Clustering-based subsystem Clustering- Putative di:
-0,6872146 Replication fe DNA Metabolism DNA replici DNA replice

0,6869343 Alpha-amylas Carbohydrates Di- and olig Maltose an
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TotalProtis
TotalProtis
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0,028206
0,028206
0,028251
0,028251
0,028364
0,028364
0,028515
0,028693
0,028693
0,028693
0,028693
0,028693
0,028693
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0,028693
0,028693
0,028693
0,028693
0,028693
0,028693
0,028693
0,028693
0,029061
0,029061
0,029377

0,6869333 Excinuclease DNA Metabolism
-0,6869333 Sulfate adeny Sulfur Metabolism
-0,6867938 Maltose/mall Carbohydrates

DNA repair DNA repair
Inorganic s Inorganic S
Di- and olig Maltose an

-0,6867938 Sporulation ir Cell Division and Cell Cycle - Bacterial Cy
-0,6864415 Adenine-spec Clustering-based subsystem - CBSS-2573:
-0,6864415 Ribonuclease Clustering-based subsystem - CBSS-2284:

-0,6859756 NADH-ubiqui Respiration Electron dc Respiratory
-0,6854293 (S)-2-hydroxy Carbohydrates Central car Glycolate, ¢
-0,6854293 1-deoxy-D-xy Clustering-based subsystem Isoprenoid, CBSS-8333:
-0,6854293 Arsenical pun Virulence, Disease and Defe Resistance Arsenic res!

-0,6854293 BatB Clustering-based subsystem - Aerotoleral
-0,6854293 CDP-glycerol: Cell Wall and Capsule Gram-Posit Teichoic an
-0,6854293 Cell division g Cell Division and Cell Cycle - Bacterial Cy

-0,6854293 DNA methyl t Phages, Prophages, Transpo Phages, Prc Phage DNA
-0,6854293 DNA-directed RNA Metabolism Transcriptit RNA polym
-0,6854293 D-xylose prot Carbohydrates Monosacct Xylose utili:
-0,6854293 Electron tran: Respiration Electron dc Na(+)-trans
-0,6854293 FIG003620: P Clustering-based subsystem alpha-prote CBSS-5259¢
-0,6854293 Glutamine sy Amino Acids and Derivative: Glutamine, Glutamine,
-0,6854293 Glutamine-de Amino Acids and Derivative: Lysine, thre Methionine
-0,6854293 Glycyl-tRNA s Protein Metabolism Protein bio tRNA amin¢
-0,6854293 Hydroxypyru\ Carbohydrates Organic aci Glycerate n
-0,6854293 LSU ribosome Protein Metabolism Protein bio Ribosome |
-0,6854293 Metal-depeni Clustering-based subsystem - CBSS-5678(
-0,6854293 N-acetylmurz Cell Wall and Capsule - Recycling o
-0,6854293 NAD-dependt Carbohydrates Central car Pyruvate m
-0,6854293 Phage lysin  Phages, Prophages, Transpo Phages, PrcPhage entnr
-0,6854293 PIcB, ORFX, C Clustering-based subsystem Methylami CBSS-2650°
-0,6854293 Polysaccharic Cell Wall and Capsule Capsular ar Capsular Pc
-0,6854293 S-nitrosomyc Stress Response Oxidative s Glutathione
-0,6854293 Sodium/glycit Amino Acids and Derivative: Alanine, se Glycine cle:
-0,6854293 SSU ribosomz Protein Metabolism Protein bio Ribosome ¢
-0,6854293 Sulfite reduct Respiration Electron ac Anaerobic 1
-0,6854293 thioredoxin S Sulfur Metabolism - Sulfur oxid:
-0,6854293 Thiosulfate re Respiration Electron ac Anaerobic 1
-0,6854293 Transcription RNA Metabolism Transcriptit RNA polym
-0,6854293 Transcription Cell Wall and Capsule Gram-Negz Lipid A moc
-0,6854293 Translation el Protein Metabolism Protein bio Translation

-0,6854293 Tricarboxylat: Membrane Transport - Tricarboxyl
0,6854293 UDP-N-acetyl Cell Wall and Capsule - Peptidoglyc
-0,6854293 Uncharacteri: Iron acquisition and metabc - Encapsulati
-0,6854293 Universal stre Stress Response - Universal st
-0,6854293 VgrG protein Clustering-based subsystem - USS-DB-7

-0,6854293 Xylan oligosai Carbohydrates - Sugar utiliz:

0,6843064 NADH:ubiquii Respiration Electron dc Respiratory
0,6843064 Phosphoribul Carbohydrates CO2 fixatio Calvin-Bens
0,6833491 2,3-dihydroxy Metabolism of Aromatic Coi Peripheral Biphenyl D¢
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NO2.NO3
DOC

TN
TotalBacte
TotalBacte
TN

DOC

PO4

DOC
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0,029377
0,029377
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0,029377
0,029377
0,029377
0,029377
0,029377
0,029377
0,029377
0,029377
0,029377
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0,029377
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0,029377
0,029377
0,029377
0,029377
0,029377
0,029377
0,029377
0,029377
0,029377
0,029377
0,029377

-0,6833491 2-hydroxy-6-« Metabolism of Aromatic Col - carbazol de
-0,6833491 2-keto-3-deo: Amino Acids and Derivative: Aromatic a Chorismate
-0,6833491 2-keto-3-deo; Amino Acids and Derivative: Aromatic a Chorismate
-0,6833491 2-Oxobutyrat Amino Acids and Derivative: Lysine, thre Methionine
-0,6833491 4-keto-6-deo: Protein Metabolism Protein prc N-linked Gl
-0,6833491 5-methylthioi Amino Acids and Derivative: Lysine, thre Methionine
0,6833491 ABC transpor Virulence, Disease and Defe Bacteriocin Bacitracin ¢

0,6833491 ADP-L-glycercCell Wall and Capsule
0,6833491 ADP-L-glycercCell Wall and Capsule
0,6833491 Asp-X dipepti Protein Metabolism
-0,6833491 ATP-depende DNA Metabolism
0,6833491 capsular poly Cell Wall and Capsule
0,6833491 capsular poly Cell Wall and Capsule
0,6833491 Capsular poly Cell Wall and Capsule
0,6833491 Capsular poly Cell Wall and Capsule

Gram-Negz LOS core ol
Gram-Negz LOS core ol
Protein deg Protein deg
DNA repair DNA Repair
Capsular ar Rhamnose
Capsular ar Rhamnose
Capsular ar Serotype d
Capsular ar Serotype di

0,6833491 Carbamoyl-pt Nucleosides and Nucleotide Pyrimidine: De Novo Py

0,6833491 CDP-6-deoxy- Miscellaneous

0,6833491 CDP-6-deoxy- Miscellaneous

0,6833491 Cell division ¢ Cell Division and Cell Cycle
0,6833491 COG2110, M: Miscellaneous
-0,6833491 Cold shock pr Stress Response

0,6833491
-0,6833491
-0,6833491

0,6833491

0,6833491
-0,6833491
-0,6833491
-0,6833491
-0,6833491
-0,6833491

0,6833491

0,6833491
-0,6833491
-0,6833491

0,6833491

0,6833491 Glucarate del Carbohydrates
0,6833491 Gluconate pe Carbohydrates
0,6833491 Glutathione < Stress Response
0,6833491 Glycine oxida Cofactors, Vitamins, Prosthe -

Plant-Prok: COG0451

Plant-Prok: COG0451

Bacterial Cy
Plant-Prok: At1g69340
Cold shock Cold shock,
Dethiobiotin . Cofactors, Vitamins, Prosthe Biotin Biotin biosy
D-galactonate¢ Carbohydrates Monosacct D-galacton:
D-galactonate¢ Carbohydrates Monosacct D-galacton:
Dihydrofolate Cofactors, Vitamins, Prosthe Folate and Folate Bios'
DNA polymer Clustering-based subsystem - CBSS-2284:
DNA topoisor Phages, Prophages, Transpo Phages, PrcPhage repli
DNA topoisor Phages, Prophages, Transpo Phages, Prc Phage repli
Endonuclease DNA Metabolism DNA repair DNA repair
Feruloyl-CoA Metabolism of Aromatic ColPeripheral Phenylprog
FIG004453: p Clustering-based subsystem - CBSS-2810¢
FIG004454: R Miscellaneous Plant-Prok: At4g10620
FIG004454: R Miscellaneous Plant-Prok: At4g10620
FIG022199: F Fatty Acids, Lipids, and Isopi Fatty acids Phospholip
FIG022199: F Fatty Acids, Lipids, and Isopi Fatty acids Phospholip
Folylpolyglut: Cofactors, Vitamins, Prosthe Folate and Folate Bios'
Monosacct D-galactara
Monosacct D-gluconat
Oxidative s Glutathione

Thiamin bic

0,6833491 HTH-type traiAmino Acids and Derivative: Alanine, se Alanine bio
-0,6833491 Hydantoin raiNucleosides and Nucleotide - Hydantoin |
-0,6833491 Hydrogenase Respiration - Formate hy
-0,6833491 Hydrogenase Respiration - Formate hy

-0,6833491 Inner membr Membrane Transport Protein anc pVir Plasmi
0,6833491 Inositol oxyge Carbohydrates Sugar alcot Inositol cat
-0,6833491 lojap protein Clustering-based subsystem - CBSS-3162°
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0,029377
0,029377
0,029377
0,029377
0,029377
0,029377
0,029377
0,029377
0,029377
0,029377
0,029377
0,029377
0,029377

0,6833491
-0,6833491
-0,6833491

0,6833491

0,6833491
-0,6833491
-0,6833491
-0,6833491

0,6833491
-0,6833491
-0,6833491

0,6833491

0,6833491

0,6833491

0,6833491
-0,6833491

0,6833491

0,6833491

0,6833491

0,6833491
-0,6833491
-0,6833491

0,6833491

0,6833491

0,6833491
-0,6833491

0,6833491
-0,6833491
-0,6833491

0,6833491

0,6833491

0,6833491
-0,6833491
-0,6833491
-0,6833491
-0,6833491

0,6833491
-0,6833491
-0,6833491

0,6833491

0,6833491

0,6833491

0,6833491

0,6833491
-0,6833491
-0,6833491
-0,6833491

Isoaspartyl ar Protein Metabolism Protein deg Omega pef
Isohexenylglu Fatty Acids, Lipids, and Isopt Isoprenoid: Acyclic terg
Isopentenyl g Fatty Acids, Lipids, and Isopi Isoprenoid: Archaeal lig
Light-indeper Cofactors, Vitamins, Prosthe Tetrapyrrol Chlorophyll
Light-indeper Cofactors, Vitamins, Prosthe Tetrapyrrol Chlorophyll
Lipid A biosyr Cell Wall and Capsule Gram-Negz KDO2-Lipid
Lipid A biosyr Cell Wall and Capsule Gram-Neg: KDO2-Lipid
LSU m3Psi19: Miscellaneous Plant-Prok: lojap

LSU ribosomz Protein Metabolism Protein bio Ribosome |
LSU ribosomz Protein Metabolism Protein bio Ribosome L
LSU ribosomz Protein Metabolism Protein bio Ribosome |
LSU ribosomz Clustering-based subsystem Fatty acid r COG1399
LSU ribosome Clustering-based subsystem Fatty acid r COG1399

Maltose O-ac Carbohydrates Di- and olig Maltose an
Mannonate d Carbohydrates - Sugar utiliz:
Methionyl-tR Clustering-based subsystem - Conserved

Electron dc Respiratory
Electron dc Respiratory

NADH-ubiqui Respiration
NADH-ubiqui Respiration
NAD-reducing Respiration Electron dc Hydrogena:
NAD-reducing Respiration Electron dc Hydrogena:
Niacin transp Cofactors, Vitamins, Prosthe NAD and N NAD and N.
Nitrite transp Nitrogen Metabolism - Nitrate and
N-Ribosylnicc Cofactors, Vitamins, Prosthe NAD and N NAD and N.
N-Ribosylnicc Cofactors, Vitamins, Prosthe NAD and N NAD and N,
Outer membi Membrane Transport - Tonand To
Periplasmic ¢ Amino Acids and Derivative: Aromatic a Chorismate
Perosamine s Cell Wall and Capsule Gram-Negz Perosaming
Phenazine bic Secondary Metabolism Bacterial cyPhenazine |
Phenazine bic Secondary Metabolism Bacterial cy Phenazine |
Phenylacetic Metabolism of Aromatic Col- Phenylacet
Phenylacetic Metabolism of Aromatic Col- Phenylacet
Poly(A) polynm RNA Metabolism RNA proce: Polyadenyl:
Predicted ma Carbohydrates Di- and olig Maltose an
Predicted sigi Clustering-based subsystem DNA polynm CBSS-3426:
Probable cart Clustering-based subsystem - CBSS-3931.
probable cytc Respiration Electron ac Terminal cy
Probable poly Cell Wall and Capsule Capsular ar Alginate m¢
Protein expot Clustering-based subsystem - Glutaredox
Protein gp47, Phages, Prophages, Transpo Phages, Prc Listeria phi-

Protein Yail Clustering-based subsystem - CBSS-562.2
Putative Dim( Miscellaneous Plant-Prok: Niacin-Chol
Putative Dim«Miscellaneous Plant-Prok: Niacin-Chol
Putative pern Miscellaneous - ZZ gjo need
Putative pern Miscellaneous - ZZ gjo need
Putative pred DNA Metabolism - Restriction-
rRNA biogene RNA Metabolism RNA proce: Ribosome
rRNA small st Clustering-based subsystem - CBSS-1604¢
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0,029377
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0,029377
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0,029377
0,029457
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0,029563
0,029617
0,029966
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0,030013
0,030151
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0,030151
0,030151
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-0,6833491 Serine/threor Clustering-based subsystem - Conserved
-0,6833491 Signal peptidi Stress Response Heat shock Heat shock
0,6833491 Similar to cog Clustering-based subsystem - CBSS-630.2

-0,6833491 Sodium-depe Membrane Transport
0,6833491 Soluble lytic r Miscellaneous
0,6833491 SSU ribosom: Protein Metabolism Protein bio Ribosome ¢

-0,6833491 Succinate del Respiration Electron dc Succinate d

-0,6833491 T7-like phage Phages, Prophages, Transpo Phages, PrcT7-like pha;

Uni- Sym- ¢ NhaA, Nhal
Plant-Prok: COG0451

-0,6833491 Thiol:disulfid¢ Respiration - Biogenesis
-0,6833491 TIdD family p Clustering-based subsystem - CBSS-3162°
-0,6833491 TPR repeat cc Membrane Transport - Tonand To
-0,6833491 TPR repeat cc Membrane Transport - Tonand To

-0,6833491 Transcription Carbohydrates
-0,6833491 Transport ATIRespiration

-0,6833491 Transport ATl Respiration Electron ac Terminal cy
-0,6833491 tRNA pseudo RNA Metabolism RNA proce: RNA pseud:
-0,6833491 Type Il restri DNA Metabolism - Restriction-
0,6833491 Tyrosine reca Clustering-based subsystem Hypothetic CBSS-3238!
0,6833491 UDP-GIcNAc-: Cell Wall and Capsule Capsular ar Pseudamin
0,6833491 UDP-GIcNAc-: Cell Wall and Capsule Capsular ar Pseudamin
-0,6833491 Uncharacteri; Cell Wall and Capsule Gram-Negz Lipopolysac

Fermentati Acetoin, bu
Electron ac Terminal cy

0,6833491 Uncharacteri; Clustering-based subsystem - CBSS-3142¢
0,6833491 Uncharacteri: Clustering-based subsystem - CBSS-3142¢
-0,6833491 Uncharacteri: Clustering-based subsystem - USS-DB-7

0,6833491
0,6833491
0,6833491
0,6833491
0,6833491
-0,6833491
-0,6833491

Unspecified n Clustering-based subsystem Monosacct Unspecifiec
Unspecified n Clustering-based subsystem Monosacct Unspecifiec
Unspecified n Clustering-based subsystem Monosaccl Unspecifiec
Unspecified n Clustering-based subsystem Monosacct Unspecifiec
Urea carboxy Amino Acids and Derivative: Arginine; u Urea decor
Uronate isom Carbohydrates Monosacct D-Galacturt
Uronate isom Carbohydrates Monosacct D-Galacturt

0,6833491 YgfY COG293 Cofactors, Vitamins, Prosthe Folate and Ygfz
0,6833491 YgfY COG293 Cofactors, Vitamins, Prosthe Folate and YgfZz
0,683106 Arabinose 5-f Cell Wall and Capsule Gram-Negz: KDO2-Lipid
0,683106 Taurine trans Sulfur Metabolism Organic sul Taurine Uti
-0,6829268 Glutamine an Amino Acids and Derivative: Glutamine, Glutamine,
-0,6827887 Phenylpropio Metabolism of Aromatic Col Peripheral Phenylprog
0,6826257 Protein simile RNA Metabolism RNA proce: Polyadenyl;
-0,6815829 Chaperone pt Protein Metabolism Protein fol( Protein cha
-0,6815829 Formiminoglt Amino Acids and Derivative: Histidine IV Histidine D
0,6815829 Ribonuclease Clustering-based subsystem Fatty acid r COG1399
-0,6814429 N-Acetyl-D-gl Carbohydrates Aminosuga Chitin and |
0,6810329 Dihydrolipoat Amino Acids and Derivative: Branched-c Isoleucine ¢
-0,6810329 HAMPt-deper Cofactors, Vitamins, Prosthe Folate and 5-FCL-like
-0,6810329 HAMPt-depet Cofactors, Vitamins, Prosthe Folate and 5-FCL-like
-0,6810329 Homoserine ( Amino Acids and Derivative: Lysine, thre Methionine
-0,6810329 Oxaloacetate Carbohydrates Central car Pyruvate m
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-0,6810329 Pyrimidine Al Nucleosides and Nucleotide Pyrimidine: Pyrimidine
0,6810329 Pyrimidine Al Nucleosides and Nucleotide Pyrimidine: Pyrimidine
-0,6809001 Acetoacetate Carbohydrates Fermentati Acetone Bu
-0,6809001 Glycine betail Miscellaneous Plant-Prok: Niacin-Chol
-0,6809001 Leucine dehy Amino Acids and Derivative: Branched-c¢ Branched c
0,6808542 Acetate pernr Carbohydrates Central car Pyruvate m
-0,6808542 Cold-shock DIRNA Metabolism RNA proce: ATP-depen:
0,6808542 Nucleoside di Nucleosides and Nucleotide Purines Purine com
-0,6806224 BatA (Bacterc Clustering-based subsystem - Aerotoleral
-0,6806224 Cytochrome ( Clustering-based subsystem Cytochrom CBSS-1961¢
-0,6806224 D-glycerate 3 Carbohydrates CO2 fixatio Photorespil
-0,6806224 FIG006126: C Clustering-based subsystem - CBSS-3162°
-0,6806224 histone acety RNA Metabolism RNA proce:mcmb5s2U t
-0,6806224 Hydroxymeth Amino Acids and Derivative: Branched-c Branched ¢
-0,6806224 Nucleoside pt Carbohydrates Monosacct Deoxyribos
-0,6806224 Predicted iroi Clustering-based subsystem - Conserved
-0,6806224 Predicted L-rt Carbohydrates Monosacct L-rhamnose
-0,6806224 Replication f DNA Metabolism DNA replici DNA replice
-0,6806224 SAM-depend: Clustering-based subsystem - Glutaredox
-0,6806224 Thiamin ABC Cofactors, Vitamins, Prosthe - Thiamin bic
-0,6806224 Urease acces: Amino Acids and Derivative: Arginine; u Urea decor
0,6805217 Iron binding [ Amino Acids and Derivative: Alanine, se Alanine bio
-0,6788336 L-allo-threoni Amino Acids and Derivative: Lysine, thre Threonine «
-0,6788336 L-allo-threoni Amino Acids and Derivative: Lysine, thre Threonine «
-0,6788336 Lycopene bet Fatty Acids, Lipids, and Isopt Isoprenoid: Carotenoid
-0,6788336 Methylthiorit Amino Acids and Derivative: Lysine, thre Methionine
-0,6788336 N-acetyl-lysin Amino Acids and Derivative: Lysine, thre Lysine bios'

-0,6788336 N-methylhyd: Amino Acids and Derivative: - Creatine an
0,6788336 Phosphoribos Amino Acids and Derivatives Histidine IV Histidine Bi
-0,6788336 Phosphoribul Carbohydrates CO2 fixatio Calvin-Bens
-0,6788336 Recombinatic DNA Metabolism DNA repair DNA repair
0,6788336 Site-specific r Phages, Prophages, Transpo Phages, PrcPhage integ
-0,6788336 SSU ribosomz: Protein Metabolism Protein bio Ribosome ¢
-0,6785567 2-dehydro-3- Carbohydrates Monosacct D-galactoni
-0,6785567 Alginate lyase Cell Wall and Capsule Capsular ar Alginate m¢
0,6785567 Arylsulfatase Clustering-based subsystem Sulfatases i Sulfatases ¢
-0,6785567 ATPase with (Membrane Transport Protein sec Widesprear
0,6785567 Bacillosamine Cell Wall and Capsule Capsular ar Legionamir
0,6785567 Deoxyribodip DNA Metabolism DNA repair DNA repair
0,6785567 DNA topoisor Clustering-based subsystem - Conjugative
-0,6785567 Ferritin-like p Miscellaneous Plant-Prok: Iron-sulfur
0,6785567 Flagellar basa Motility and Chemotaxis  Flagellar m Flagellum

0,6785567 Gluconolacto Carbohydrates Central car Entner-DotL
-0,6785567 Glucose ABC' Carbohydrates Central car Peripheral |
0,6785567 Glutamate As Amino Acids and Derivative: Glutamine, Glutamate
0,6785567 Guanylate kir Clustering-based subsystem - CBSS-3230¢

0,6785567 L-fuco-beta-p Carbohydrates Monosacct L-fucose ut
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Salinity
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TotalBacte
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Si
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POC

0,030994
0,030994
0,030994
0,030994
0,030994
0,030994
0,030994
0,030994
0,030994
0,030994
0,030994
0,030994
0,030994
0,030994
0,030994
0,030994
0,030994
0,031141
0,031141
0,031141
0,031141
0,031141
0,031141
0,031395
0,031398
0,031415
0,031415
0,031525
0,031549
0,031549
0,031591
0,031801
0,031895
0,031895
0,031895
0,031895
0,031895
0,031895
0,031895
0,031895
0,031895
0,032116
0,032116
0,032312
0,032312
0,032312
0,032439

0,6785567 LSU ribosomz Protein Metabolism Protein bio Ribosome |
0,6785567 Menaquinone¢ Cofactors, Vitamins, Prosthe Quinone cc Menaquinc
0,6785567 Metallo-beta- Clustering-based subsystem - Bacterial RI
-0,6785567 Molybdenum Cofactors, Vitamins, Prosthe Folate and Molybdenu
-0,6785567 Molybdenum Cofactors, Vitamins, Prosthe Folate and Molybdenu
-0,6785567 N-acetylglucc Carbohydrates Aminosuga Chitin and [
0,6785567 Nucleoside tr Dormancy and Sporulation - Sporulatior
0,6785567 Pantoate kinz Cofactors, Vitamins, Prosthe Coenzyme Coenzyme.
0,6785567 Phage prohe: Phages, Prophages, Transpo Phages, PrcPhage caps

-0,6785567 Phenylacetic Metabolism of Aromatic Col- Phenylacet
-0,6785567 Possible pyrir Nucleosides and Nucleotide Pyrimidine: Novel non-
-0,6785567 Predicted ATI Membrane Transport Protein sec Widesprear
-0,6785567 Putative iron- Miscellaneous Plant-Prok: Iron-sulfur
0,6785567 Quinone oxid Miscellaneous - ZZ gjo need
0,6785567 Succinyl-CoA Carbohydrates Central car TCA Cycle

0,6785567 transcription: Stress Response Oxidative s Oxidative s

-0,6785567 Uroporphyrin Cofactors, Vitamins, Prosthe Tetrapyrrol Coenzyme
-0,6969697 Glutamate-1- Clustering-based subsystem Cytochrom CBSS-1961¢

-0,6969697 Peptide chain Protein Metabolism Protein bio Translation
-0,6969697 Pyruvate,pho Carbohydrates Central car Glycolysis &
-0,6969697 RecA protein Clustering-based subsystem Two relate: CBSS-2573:
-0,6969697 Scaffold prot¢ Miscellaneous Plant-Prok: Iron-sulfur
-0,6969697 Valyl-tRNA sy Protein Metabolism Protein bio tRNA amin¢
-0,6773942 Zinc ABC tran Membrane Transport - Transport ¢
-0,6773856 Chaperone pi Protein Metabolism Protein fol(Protein cha
0,6773373 TIdE/PmbA pi Cell Wall and Capsule Gram-Negz Lipopolysac
0,6773373 UTP--glucose Cell Wall and Capsule Capsular ar Streptococ
0,6770186 Branched-ch: Membrane Transport ABC transp ABC transp
-0,6769519 Branched-che Amino Acids and Derivative: Branched-c Branched ¢
-0,6769519 Ribose 5-pho. Carbohydrates Central car Pentose ph
-0,6768293 GTP-binding | Clustering-based subsystem - CBSS-235.1
0,6762281 Carbon monc Clustering-based subsystem - CBSS-3142¢
0,6759609 2-keto-4-pen Metabolism of Aromatic Col - Benzoate tI
-0,6759609 Flagellar bios' Motility and Chemotaxis  Flagellar m Flagellum

0,6759609 General secre Membrane Transport Protein sec General Se«

0,6759609 Glutaminase Amino Acids and Derivative: Glutamine, Glutamine,
-0,6759609 Long-chain-fa Cofactors, Vitamins, Prosthe Biotin Biotin biosy

0,6759609 prolyl oligope Miscellaneous Plant-Prok: Synechocys
-0,6759609 Proteasome ¢ Clustering-based subsystem proteosom Cluster-bas
-0,6759609 Selenocysteir Protein Metabolism Selenoprot Selenocystz

0,6759609 Two-compon Regulation and Cell signaling - Orphan reg

0,6753298 Fe-S-cluster-c Respiration Electron ac Anaerobic i

0,6753298 Sulfur oxidati Sulfur Metabolism - Sulfur oxid:

0,6747752 Amidophospt Cofactors, Vitamins, Prosthe Folate and YgfZz
-0,6747752 RNA polymer Phages, Prophages, Transpc Phages, PrcPhage regu
-0,6747752 Transcription RNA Metabolism Transcriptit RNA polym
-0,6744153 L-allo-threoni Amino Acids and Derivative: Lysine, thre Threonine «
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NO2.NO3
Chla
NO2.NO3
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0,032439
0,032498
0,032542

0,03261

0,03261
0,032892
0,032983
0,033362
0,033362
0,033739
0,033854
0,034102
0,034348
0,034348
0,034348
0,034348
0,034348
0,034348
0,034348
0,034348
0,034348
0,034348
0,034348
0,034348
0,034348
0,034348
0,034348
0,034369
0,034369
0,034369
0,034369
0,034485
0,034485
0,034485
0,034485
0,034485
0,034485

0,03451

0,03451

0,03451

0,03451

0,03451

0,03451
0,034793
0,034793
0,034793
0,034793

-0,6744153 L-allo-threoni Amino Acids and Derivative: Lysine, thre Threonine «

0,6742496 probable iron Clustering-based subsystem - CBSS-3162°
0,6741248 Dipeptide tra Membrane Transport ABC transp ABC transp
0,6739331 membrane c- Respiration Electron ac Terminal cy
0,6739331 Pyruvate:ferr Carbohydrates Central car Pyruvate:fe
0,673143 Nucleotide st Clustering-based subsystem - CBSS-2965¢
0,6728908 Ribosome rec Clustering-based subsystem - CBSS-1762¢
0,6718368 Acyl-CoA syni Miscellaneous Plant-Prok: At1g52510
0,6718368 D-arabino-3-t Carbohydrates One-carboi Formaldeht
-0,6707978 4-hydroxyprc Amino Acids and Derivative: Proline anc Proline, 4-F
0,670482 Pre-mRNA sp RNA Metabolism RNA proce: Spliceosom
0,6698041 Succinyl-CoA Carbohydrates Central car TCA Cycle

0,669133 5-Enolpyruvy Amino Acids and Derivative: Aromatic a Chorismate
0,669133 ABC-type Fe3 Clustering-based subsystem Molybdopt CBSS-2697¢
0,669133 ATP-depende Clustering-based subsystem - CBSS-3931.
0,669133 Biotin carbox Respiration Sodium lor Na+ translc
-0,669133 Biotin carbox Amino Acids and Derivatives Branched-c HMG CoA ¢
-0,669133 CTP-depende Cofactors, Vitamins, Prosthe Riboflavin, riboflavin t
-0,669133 DMSP demth Sulfur Metabolism Organic sul DMSP brea
-0,669133 DNA-binding Cofactors, Vitamins, Prosthe Riboflavin, Riboflavin,
-0,669133 Flagellar basa Motility and Chemotaxis  Flagellar m Flagellum
-0,669133 Glutaminase Amino Acids and Derivative: Glutamine, Glutamine,
-0,669133 Lipoprotein N Clustering-based subsystem - CBSS-2115¢
0,669133 Molybdenum Clustering-based subsystem Molybdopt CBSS-2697¢
-0,669133 prolyl oligope Miscellaneous Plant-Prok: Synechocys
0,669133 Putative sucri Carbohydrates Di- and olig Maltose an
-0,669133 Urea carboxy Amino Acids and Derivative: Arginine; u Urea carbo
-0,6690768 Isocitrate del Carbohydrates Central car Glyoxylate
0,6690768 Peptidyl-prol Protein Metabolism Protein fol( Peptidyl-pr
-0,6690768 Ribose 1,5-bi: Carbohydrates CO2 fixatio Calvin-Bens
-0,6690768 Thiazole bios' Cofactors, Vitamins, Prosthe - Thiamin bic
0,668762 Cysteine dest Amino Acids and Derivative: Alanine, se Alanine bio
-0,668762 Glutaminyl-tF Protein Metabolism Protein bio tRNA aminc
0,668762 Methylcrotor Amino Acids and Derivative: Branched-c Branched ¢
-0,668762 Phosphoglucc Clustering-based subsystem Chromosor SeqA and C
0,668762 Predicted nuc Carbohydrates Monosacct Deoxyribos
0,668762 tRNA-i(6)A37 Clustering-based subsystem - tRNA-meth
0,6686961 Argininosucci Amino Acids and Derivative: Arginine; u Arginine Bi
0,6686961 F420-depend Carbohydrates One-carbol Methanoge
0,6686961 NADH-ubiqui Respiration Electron dc Respiratory
-0,6686961 Phosphate AE Clustering-based subsystem Phosphate PhoR-PhoB
-0,6686961 Phosphoribos Nucleosides and Nucleotide Purines De Novo Pt

0,6686961 V-type ATP sy Respiration ATP syntha V-Type ATP
-0,6679305 Cytochrome | Respiration - Cytochrom
-0,6679305 D-Lactate del Carbohydrates Central car Glycolate, ¢
-0,6679305 Glutathione-r Potassium metabolism - Glutathione

-0,6679305 NADPH-depe RNA Metabolism RNA proce: Queuosine-
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0,035092
0,035092
0,035092
0,035092
0,035552
0,035552
0,035552
0,035552
0,035552
0,035552
0,035552
0,035552
0,035552
0,035552
0,035552
0,035552
0,035643
0,035643
0,035643
0,035643
0,035643
0,035643
0,035643
0,035643
0,035643
0,035643
0,035643
0,035643
0,035643
0,035643
0,036017

0,03603

0,03603

0,03603

0,03603

0,03603
0,036033
0,036033
0,036033
0,036048
0,036152
0,036152
0,036152
0,036152
0,036412
0,036412
0,036412

-0,6848485 Dihydropyrin Nucleosides and Nucleotide Pyrimidine: Novel non-

0,6848485 GDP-mannos Cell Wall and Capsule Capsular ar Capsular he
-0,6848485 L-proline glyc Stress Response Osmotic stiCholine anc
-0,6848485 Pyrophospha Phosphorus Metabolism - Phosphate
-0,6659034 3-hydroxyacy Amino Acids and Derivative: Branched-c Isoleucine ¢

0,6659034 Alpha-glucosi Membrane Transport ABC transp Periplasmic

0,6659034 Cold shock pr Stress Response Cold shock Cold shock,

0,6659034 D-2-hydroxyg Miscellaneous Plant-Prok: COG0277

0,6659034 GTP-binding | Miscellaneous - ZZ gjo need

-0,6659034 Histidinol-phc Amino Acids and Derivative: Histidine IV Histidine Bi
0,6659034 Molybdopter Clustering-based subsystem Molybdopt CBSS-2697¢
0,6659034 Na(+)-translo Respiration Electron dc Na(+)-trans

-0,6659034 NAD kinase (I Clustering-based subsystem Nucleotidy CBSS-2225:

-0,6659034 Phage prohe:z Phages, Prophages, Transpc Phages, PrcPhage caps

-0,6659034 Phosphate tri Phosphorus Metabolism - Phosphate
-0,6659034 UDP-N-acetyl Cell Wall and Capsule Capsular ar Legionamir
0,6656636 4-hydroxyber Cofactors, Vitamins, Prosthe Quinone cc Menaquinc
-0,6656636 Capsular poly Cell Wall and Capsule Capsular ar Exopolysac
-0,6656636 Formaldehyd Cofactors, Vitamins, Prosthe Folate and YgfZ

-0,6656636 Formate hydr Respiration - Formate hy
-0,6656636 Fructose ABC Carbohydrates Monosacct Fructose ut

-0,6656636 Fumarylacetc Cofactors, Vitamins, Prosthe Folate and Pterin carbi
-0,6656636 Homocystein Amino Acids and Derivative: Lysine, thre Methionine
-0,6656636 Methionine A Amino Acids and Derivative: Lysine, thre Methionine
-0,6656636 Phosphoribos Cofactors, Vitamins, Prosthe Folate and 5-FCL-like

-0,6656636 Predicted ma Carbohydrates Monosaccl Mannose N
-0,6656636 Protein-N(5)- Miscellaneous Plant-Prok: YrdC-YciO-¢
-0,6656636 Ribosylnicotir Cofactors, Vitamins, Prosthe NAD and N NAD and N.
-0,6656636 SSU ribosom: Clustering-based subsystem - KH domain
-0,6656636 Sulfur oxidati Sulfur Metabolism - Sulfur oxid:
-0,6646768 Gluconate de Carbohydrates Central car Entner-DoL

-0,6646437 Branched-che Amino Acids and Derivative: Branched-c¢ Branched ¢
-0,6646437 Glycine cleavi Amino Acids and Derivative: Alanine, se Glycine anc
-0,6646437 Phytoene del Fatty Acids, Lipids, and Isopt Isoprenoid: Carotenoid
-0,6646437 Rhodanese di Miscellaneous Plant-Prok: Single-Rhoc
0,6646437 Succinyl-CoA: Amino Acids and Derivative: Branched-c Branched ¢
-0,6646341 Alanyl-tRNA s Clustering-based subsystem - CBSS-2810¢
-0,6646341 Iron-sulfur clu Clustering-based subsystem Cytochrom CBSS-1961¢
-0,6646341 Phage major Phages, Prophages, Transpc Phages, PrcPhage caps
0,6645963 TRAP-type un Clustering-based subsystem Tricarboxyl CBSS-4933¢

-0,6643212 5-keto-2-deo: Carbohydrates Sugar alcol Inositol cat
-0,6643212 Alpha-glucosi Membrane Transport ABC transp Periplasmic
-0,6643212 Capsular poly Cell Wall and Capsule Capsular ar Capsular Pc
-0,6643212 UPF0129 pro' Respiration - Methanoge
0,6636434 Allophanate I Amino Acids and DerivativetArginine; u Urea carbo
0,6636434 BarA-associat Membrane Transport Protein sec Type Ill sec

-0,6636434 Beta-mannos Carbohydrates Monosacclt Mannose N
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0,036412
0,036412
0,036412
0,036412
0,036412
0,036412
0,036412
0,036412
0,036412
0,036412
0,036412
0,036438

0,03644

0,03644
0,036621
0,036621
0,036727
0,036727
0,036727
0,036727
0,036727
0,036727
0,036806
0,036806
0,036806
0,036806
0,036927
0,036927
0,036927
0,036927
0,036927

0,03716

0,03716
0,037261
0,037261
0,037421
0,037421
0,037475
0,037475
0,037475
0,037475
0,037654
0,038337
0,038392
0,038405
0,038405

-0,6636434 COGO009 Suc Clustering-based subsystem - LMPTP Ywl
-0,6636434 Glutaredoxin Phages, Prophages, Transpo Phages, PrcPhage DNA
0,6636434 low-specificit Amino Acids and Derivative: Lysine, thre Threonine «
-0,6636434 Low-specificil Amino Acids and Derivative: Alanine, se Glycine Bio

0,6636434 Membrane-b Cell Wall and Capsule - Murein Hyc
0,6636434 putative Cyto Respiration Electron ac Terminal cy
0,6636434 Putative oxid Respiration - Quinone ox
-0,6636434 RNA 3'-termii RNA Metabolism RNA proce: RNA 3'-terr
-0,6636434 Sulfopyruvate Cofactors, Vitamins, Prosthe Coenzyme coenzyme |
-0,6636434 Superoxide d Stress Response Oxidative s Regulation
0,6636434 Transcription Clustering-based subsystem - CBSS-2913:

0,6636434 Tryptophan 2 Amino Acids and Derivatives Aromatic a Aromatic ai
0,6635757 3-oxoadipate Metabolism of Aromatic Col Metabolisn Catechol br
0,6635698 Heme A syntl Respiration - Biogenesis
-0,6635698 Phage integr: Phages, Prophages, Transpo Phages, PrcPhage integ
-0,6630975 Biotin carbox Clustering-based subsystem - Allophanat:
-0,6630975 Enoyl-CoA hy Carbohydrates Central car Dehydroge
0,6628237 3-dehydroqui Amino Acids and Derivatives Aromatic a Chorismate
-0,6628237 Biosynthetic i Amino Acids and Derivative: Arginine; u Arginine an

0,6628237 Pseudaminic Cell Wall and Capsule Capsular ar Pseudamin
-0,6628237 Similarity to I Miscellaneous Plant-Prok: At4g17370
-0,6628237 Transcription RNA Metabolism Transcriptit Transcriptic
-0,6628237 Xylulose kina: Carbohydrates - Sugar utiliz:

0,662617 Dihydropyrim Nucleosides and Nucleotide - Hydantoin |
0,662617 DNA-directed Miscellaneous Plant-Prok: At2g23840
-0,662617 photosystem Photosynthesis Electron tri Photosyste
0,662617 Succinate del Carbohydrates Central car TCA Cycle
-0,6623051 DNA-directed Clustering-based subsystem Probably G CBSS-1762¢

0,6623051 Ethanolamine Carbohydrates Sugar alcol Ethanolami
-0,6623051 Fructose-1,6- Carbohydrates Central car Glycolysis &

0,6623051 Oxidoreducta Miscellaneous Plant-Prok: At4g17370

0,6623051 Predicted ma Membrane Transport - Transport ¢
-0,6617054 Cys regulon tt Amino Acids and Derivative: Lysine, thre Cysteine Bi
-0,6617054 Membrane pI Miscellaneous - YbbK
-0,6614458 1-pyrroline-4 Amino Acids and Derivative: Proline anc Proline, 4-F
-0,6614458 Phosphonate Membrane Transport ABC transp ABC transp

-0,661035 Putrescine tri Amino Acids and Derivative: Arginine; u Polyamine

-0,661035 Translation el Protein Metabolism Protein bio Translation
-0,6608969 4-hydroxyber Metabolism of Aromatic Col - Benzoate ti

-0,6608969 Signal peptidi Virulence, Disease and Defe Adhesion Streptococi
-0,6608969 Signal peptid: Clustering-based subsystem Probably G CBSS-1762¢

-0,6608969 Various polyc Stress Response Detoxificat Uptake of s
0,6604393 FIGO00859: h DNA Metabolism DNA recorr RuvABC plu
-0,6587065 Arginine N-su Amino Acids and Derivative: Arginine; u Arginine an
-0,6585694 Branched-ch: Membrane Transport ABC transp ABC transp

-0,6585366 2-amino-3-ke Amino Acids and Derivative: Alanine, se Glycine anc
-0,6585366 Gamma-glutza Amino Acids and Derivative: Proline anc Proline Syn
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0,038423
0,038423
0,038829
0,038928
0,039156
0,039156
0,039191
0,039191
0,039191
0,039191
0,039204
0,039204
0,039204
0,039204
0,039204
0,039223
0,039223
0,039223
0,039223
0,039223
0,039223
0,039223
0,039223
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0,039381
0,039381
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0,039381
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0,039633
0,039633
0,039633
0,039633
0,039633
0,039633
0,039633
0,039633
0,039651
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0,03973

-0,6584896 Exodeoxyribc DNA Metabolism DNA repair DNA Repait

0,6584896 Nucleoside-d Clustering-based subsystem - CBSS-2965¢
-0,6574726 COG2833: un Miscellaneous Plant-Prok: At5g04520
-0,6572257 Protein secre Miscellaneous - ZZ gjo need

0,6566576 DNA topoisor DNA Metabolism DNA replici DNA topois

0,6566576 Rubredoxin Stress Response Oxidative s Rubrerythr

0,6565707 Methenyltetr Carbohydrates One-carboi One-carbor

0,6565707 Methylenetet Carbohydrates One-carboi One-carbor

0,6565707 Methylenetel Cofactors, Vitamins, Prosthe Folate and 5-FCL-like

0,6565707 Outer membi Membrane Transport - Ton and To

0,656538 Anthranilate : Amino Acids and Derivative: Aromatic a Chorismate
0,656538 ATP-depende Protein Metabolism Protein deg Proteolysis
0,656538 Glutathione s Clustering-based subsystem - CBSS-3203°
0,656538 Methylsuccin Carbohydrates Central car Ethylmalon
0,656538 RNA polymer RNA Metabolism Transcriptii Transcriptic

0,6564911 Cytochrome | Respiration - Cytochrom

0,6564911 DNA polymer Clustering-based subsystem - CBSS-3506¢
-0,6564911 L-pipecolate t Amino Acids and Derivative: Lysine, thre Lysine degr
-0,6564911 Na+/H+ antip Miscellaneous - ZZ gjo need

-0,6564911 Naphthoate s Cofactors, Vitamins, Prosthe Quinone cc Menaquinc
-0,6564911 Probable exo Clustering-based subsystem Proteasom Proteasomu
-0,6564911 tRNA-(ms[2]it RNA Metabolism RNA proce:tRNA modil
-0,6564911 Tryptophan s Amino Acids and Derivative: Aromatic a Chorismate
0,6564911 Urea ABC trait Amino Acids and Derivative: Arginine; u Urea decor
-0,6727273 1-hydroxy-2-t Clustering-based subsystem Isoprenoid, CBSS-8333:

0,6727273 Aconitate hyc Carbohydrates Central car Glyoxylate
-0,6727273 Chaperone pi Protein Metabolism Protein fol(Protein cha
0,6727273 DNA gyrase s Clustering-based subsystem - DNA gyrase
-0,6727273 DNA-directed RNA Metabolism Transcriptit RNA polym
0,6727273 L-alanine:glyc Carbohydrates Central car Pyruvate Al
0,6727273 LSU ribosomz Protein Metabolism Protein bio Ribosome |
0,6727273 Phenylacetat: Metabolism of Aromatic Col - Phenylacet
-0,6727273 Pyruvate deh Amino Acids and Derivative: Lysine, thre Methionine
-0,6554772 2-C-methyl-D Clustering-based subsystem - CBSS-2115¢
-0,6554772 DNA-binding DNA Metabolism - DNA structi
0,6554772 General secre Membrane Transport Protein sec General Ses
0,6554772 glutamyl-Q-tf Miscellaneous Plant-Prok: At2g23840
0,6554772 Glycolate det Carbohydrates Central car Glycolate, ¢
0,6554772 Inositol trans Carbohydrates Sugar alcol Inositol cat
-0,6554772 Predicted 2-k Amino Acids and Derivative: Aromatic a Aromatic al
0,6554772 Probable conr Cell Wall and Capsule Gram-Negz Lipopolysac
-0,6554772 Putative glute Sulfur Metabolism Organic sul Utilization «
-0,6554772 Spermidine P Amino Acids and Derivative: Arginine; u Polyamine
-0,6554772 Two-compon Regulation and Cell signaling - Orphan reg

-0,6554333 ATP phospho Amino Acids and Derivative: Histidine IV Histidine Bi
-0,6554333 Pup ligase Pa Clustering-based subsystem proteosom Cluster-bas
-0,6552396 Phenylpropio Metabolism of Aromatic Col Peripheral Phenylprog



Z

POC

Z

POC
Salinity
POC

DOC

Chla

Si

Si
TotalBacte
NO2.NO3
Chla

Si

TN

Si

DOC

Chla

Si
NO2.NO3
Chla

DOC

TotalProtis
TotalProtis
Salinity
Salinity
Salinity

z

POC

POC

POC

POC

POC

POC

POC

POC

POC

POC

VA

POC

VA

0,039843
0,039843
0,039843
0,039843
0,040215
0,040216
0,040658
0,040658
0,040658
0,040658
0,040658
0,040658
0,040658
0,040658
0,040658
0,040658
0,040658
0,040658
0,040658
0,040658
0,040658
0,040658
0,040879
0,040879
0,040922
0,040922
0,040922
0,040938
0,040989
0,040989
0,041156
0,041156
0,041156
0,041602
0,041602
0,041602
0,041602
0,041602
0,041602
0,041602
0,041602
0,041602
0,041602
0,041602
0,041602
0,041602
0,041602

-0,654961
-0,654961
-0,654961
-0,654961
-0,6540507
-0,6540482
0,6529733
-0,6529733
-0,6529733
0,6529733
-0,6529733
0,6529733
-0,6529733
0,6529733
-0,6529733
-0,6529733
-0,6529733
-0,6529733
0,6529733
0,6529733
-0,6529733
0,6529733
-0,652439
-0,652439
-0,6523355
-0,6523355
-0,6523355
-0,6522973
-0,6521739
0,6521739
-0,6517727
0,6517727
0,6517727
-0,6507049
-0,6507049
-0,6507049
-0,6507049
-0,6507049
-0,6507049
-0,6507049
-0,6507049
-0,6507049
-0,6507049
-0,6507049
-0,6507049
-0,6507049

Acetoacetyl-C Amino Acids and Derivative:Branched-c HMG CoA ¢
Cytochrome (Clustering-based subsystem Cytochrom CBSS-1961¢
Ribosomal RN Clustering-based subsystem - Conserved

Xylose ABC tr Carbohydrates Monosacct Xylose utili;
Beta-caroten: Fatty Acids, Lipids, and Isopi Isoprenoid: Carotenoid
archaeosine t RNA Metabolism RNA proce:tRNA modit
3-hydroxyacy Amino Acids and Derivative: Branched-c Branched c
Aminopeptid: Clustering-based subsystem - CBSS-1762¢
Dihydrodipicc Amino Acids and Derivative: Lysine, thre Lysine Bios'
DNA primase DNA Metabolism DNA replici DNA replic:
DNA repair at DNA Metabolism DNA recorr DNA recom
Formate dehy Respiration - Formate hy
Glutathione r Stress Response Oxidative s Glutathion
Histidinol-phc Amino Acids and Derivative: Histidine IV Histidine Bi
Indolepyruva Amino Acids and Derivative: Aromatic a Aromatic al
L-asparaginas Amino Acids and Derivative: Glutamine, Glutamine,
Lycopene bet Fatty Acids, Lipids, and Isopi Isoprenoid: Carotenoid
MiaB family g Protein Metabolism Protein prc Ribosomal

MiaB family g Protein Metabolism Protein prc Ribosomal

Putative form Respiration - Formate hy
Ribonucleotic Nucleosides and Nucleotide - Ribonucleo
RNA polymer Clustering-based subsystem - CBSS-2115¢
4-hydroxyphe Metabolism of Aromatic Coi - Aromatic A
SSU ribosom: Protein Metabolism Protein bio Ribosome ¢
Autoinducer : Regulation and Cell signaling Quorum se Autoinduce
Phosphoribos Nucleosides and Nucleotide Purines ~ De Novo Pt
Probable exo Clustering-based subsystem Proteasom Proteasom

Glutathione & Clustering-based subsystem - Conserved
Choline dehy: Miscellaneous Plant-Prok: Niacin-Chol
Uracil-DNA gl DNA Metabolism DNA repair DNA Repait
5-carboxyme Amino Acids and Derivative: Aromatic a Aromatic a
Phosphoenol Carbohydrates Sugar alcot Mannitol U
SSU ribosomz: Protein Metabolism Protein bio Nucleolar p
ammonium/r Nitrogen Metabolism - Ammonia a
Bacterial sug: Clustering-based subsystem Biosynthes CBSS-3766¢
Benzoate trat Metabolism of Aromatic Col- Benzoate ti
Dihydrolipoat Carbohydrates Central car Dehydroge
Glutamate de Stress Response Acid stress Acid resista
Malate:quino Carbohydrates Central car TCA Cycle

Nudix-like NC Nucleosides and Nucleotide Detoxificat Nudix prote
Oligopeptide Membrane Transport ABC transp ABC transp
Phosphatidyli Miscellaneous - ZZ gjo need
response regl Phosphorus Metabolism - Phosphate
Shufflon-spec Membrane Transport Protein anc Type 4 conj
Spore maturz Dormancy and Sporulation - Spore Core
Sulfite reduct Amino Acids and Derivative: Lysine, thre Cysteine Bi

-0,6507049 Threonine de Amino Acids and Derivative: Lysine, thre Threonine «



NO2.NO3
DOC

TN
TotalProtis
VA

POC

VA

Z
NO2.NO3
Chla

TN

DOC

PO4

DOC

DOC
TotalBacte
DOC

PO4

Chla
TotalBacte
TotalBacte
DOC
NO2.NO3
NO2.NO3
POC
Salinity
Salinity

VA

POC

VA

POC
TotalProtis
NO2.NO3
NO2.NO3
NO2.NO3
DOC

PO4

Chla

Chla

Si

Chla

DOC

0,041602
0,041602
0,041636
0,041636
0,041636
0,041705
0,041765
0,041765
0,042006
0,042253
0,042253
0,042253
0,042253
0,042436
0,042436
0,042436
0,042436
0,042436
0,042436
0,042436
0,042436
0,042436
0,042436
0,042436
0,042436
0,042436
0,042436
0,042436

0,04247
0,042544
0,042756
0,043507
0,043528
0,043596
0,043596
0,043596
0,043743
0,044027
0,044027
0,044027
0,044027
0,044027
0,044027
0,044027
0,044027
0,044027
0,044027

-0,6507049 Transcription Virulence, Disease and Defe Resistance Multidrug F

-0,6507049 UDP-3-0O-[3-h Cell Wall and Capsule Gram-Nege KDO2-Lipid
-0,6506239 Enoyl-[acyl-c: Fatty Acids, Lipids, and Isopi Fatty acids Polyunsatu
-0,6506239 Glucosamine- Carbohydrates Aminosuga Chitin and |
-0,6506239 L-asparaginas Amino Acids and Derivative: Glutamine, Glutamine,
0,6504589 tRNA (5-mett Miscellaneous Plant-Prok: At5g37530
0,6503176 Dihydroorota Clustering-based subsystem Hypothetic Hypothetic
-0,6503176 Uracil-DNA gl DNA Metabolism DNA repair Uracil-DNA
0,6497454 FIG042796: H Clustering-based subsystem - EC699-706
-0,6491612 Arsenic resist Virulence, Disease and Defe Resistance Arsenic resi
-0,6491612 Chromosome Cell Division and Cell Cycle - Bacterial Cy
-0,6491612 Peptidyl-prol Protein Metabolism Protein fol( Peptidyl-pr
-0,6491612 Translation ir Protein Metabolism Protein bio Translation
-0,6487301 ATP-depende RNA Metabolism RNA proce: ATP-depen:
0,6487301 COG2106 Me RNA Metabolism RNA proce: rRNA modit
-0,6487301 Exodeoxyribc DNA Metabolism DNA repair DNA repair
0,6487301 FIG006126: D Clustering-based subsystem - CBSS-3162:
0,6487301 Gluconolacto Carbohydrates Central car Entner-Dot
0,6487301 Hydroxymeth Amino Acids and Derivative: Branched-c Branched c
0,6487301 hypothetical Protein Metabolism Protein bio Ribosome
0,6487301 LSU ribosomz Protein Metabolism Protein bio Ribosome |
-0,6487301 membrane c- Respiration Electron ac Terminal cy
-0,6487301 Nicotinate-nL Cofactors, Vitamins, Prosthe NAD and N NAD and N.
-0,6487301 Nucleoside tr Dormancy and Sporulation - Sporulatior
0,6487301 Predicted RN. RNA Metabolism RNA proce:tRNA modit
0,6487301 Ribosomal RN Clustering-based subsystem - Conserved
0,6487301 Thiamin ABC Cofactors, Vitamins, Prosthe - Thiamin bic
-0,6487301 UPF0246 pro* Miscellaneous - YaaA

-0,6486493 Ketoglutarate Amino Acids and Derivative: Proline anc Proline, 4-F
-0,6484762 DMSP breakd Sulfur Metabolism Organic sul DMSP brea
-0,6479782 Anthranilate : Amino Acids and Derivative: Aromatic a Chorismate
0,6462303 Malate dehyc Carbohydrates Central car Glyoxylate
-0,6461814 Archaeal DN/ DNA Metabolism DNA replici DNA replice

-0,6460252 Aspartate am Amino Acids and Derivative: Glutamine, Aspartate a
-0,6460252 Ferredoxin, 2 Amino Acids and Derivative: Alanine, se Alanine bio
-0,6460252 Lysine biosyn Amino Acids and Derivative: Lysine, thre Lysine bios'

0,645686 Aspartate am Amino Acids and Derivative: Glutamine, Aspartate &
-0,6606061 1-hydroxy-2-t Clustering-based subsystem Isoprenoid, CBSS-8333:

-0,6606061 ATP-depende Protein Metabolism Protein deg Proteasom
-0,6606061 Lipopolysacct Cell Wall and Capsule Gram-Negz: KDO2-Lipid
-0,6606061 NADH-ubiquil Respiration Electron dc Respiratory
-0,6606061 Omega-amin( Carbohydrates Central car Pyruvate Al
0,6606061 photosystem Photosynthesis Electron tri Photosyste
0,6606061 Pyruvate deh Amino Acids and Derivative: Lysine, thre Methionine
-0,6606061 RNA polymer RNA Metabolism Transcriptit Transcriptic
0,6606061 Scaffold prot¢ Miscellaneous Plant-Prok: Iron-sulfur

-0,6606061 Thiamin biosy Cofactors, Vitamins, Prosthe - Thiamin bic



Chla
TotalBacte
DOC
Salinity
POC

DOC

TN
NO2.NO3
Z
TotalBacte
Si
TotalBacte
Si
TotalProtis
NO2.NO3
NO2.NO3
TotalProtis
NO2.NO3
TotalProtis
TotalProtis
TotalProtis
TotalBacte
Si

Chla

PO4

Si
TotalBacte
TotalBacte
POC

z

Salinity
Salinity
Salinity
Salinity
Salinity
Salinity
Salinity
Salinity
Salinity

z

VA

POC
Salinity

z
TotalBacte
NO2.NO3
TotalBacte

0,044027
0,044027
0,044027
0,044111
0,044312
0,044312
0,044312
0,044312
0,044312
0,044381
0,044381
0,044381
0,044381
0,044381
0,044381
0,044381
0,044381
0,044381
0,044381
0,044381
0,044381

0,04445

0,04445

0,04445

0,04445

0,04445

0,04445

0,04445
0,044577
0,044577
0,044634
0,044634
0,044634
0,044634
0,044634
0,044634
0,044634
0,044741
0,044741
0,044967
0,044967
0,044967

0,04535
0,045365

0,04544

0,04544

0,04544

0,6606061 Translation el Miscellaneous Plant-Prok: lojap
0,6606061 Urocanate hy Amino Acids and Derivative« Histidine IV Histidine Di
-0,6606061 V-type ATP sy Respiration ATP syntha V-Type ATP

0,644839 Cystathionine Amino Acids and Derivative: Lysine, thre Methionine
0,6443799 2,3,4,5-tetral Amino Acids and Derivative: Lysine, thre Lysine Bios'
-0,6443799 Aerobic coba Cofactors, Vitamins, Prosthe Tetrapyrrol Coenzyme
-0,6443799 Aerobic coba Cofactors, Vitamins, Prosthe Tetrapyrrol Coenzyme
-0,6443799 Cold-shock DIRNA Metabolism RNA proce: ATP-depen:
0,6443799 Iron-sulfur clt Clustering-based subsystem Cytochrom CBSS-1961¢
-0,6442203 3-polyprenyl- Cofactors, Vitamins, Prosthe Quinone cc Menaquinc
0,6442203 5-carboxyme Amino Acids and Derivative: Aromatic a Aromatic a

-0,6442203 ATPase, AFG1Protein Metabolism Protein deg Proteolysis
0,6442203 Delta-1-pyrro Amino Acids and Derivative: Arginine; u Arginine an
0,6442203 DNA-directed RNA Metabolism TranscripticRNA polym

0,6442203 GTP pyropho: Clustering-based subsystem Nucleotidy CBSS-2225:
0,6442203 GTP pyropho: Clustering-based subsystem Probably G CBSS-1762¢
0,6442203 Histidinol det Amino Acids and Derivative: Histidine IV Histidine Bi
-0,6442203 Homoserine (Amino Acids and Derivative: Lysine, thre Methionine

0,6442203 LSU ribosomz Clustering-based subsystem - LSU ribosor
-0,6442203 LSU ribosomz Protein Metabolism Protein bio Ribosome L
-0,6442203 Malate synth Carbohydrates Central car Glyoxylate
-0,6440646 D-malic enzyr Carbohydrates Central car Pyruvate m

-0,6440646 Ornithine dec Amino Acids and Derivative: Arginine; u Arginine an
0,6440646 Peptide meth Clustering-based subsystem Carbohydr: Cluster Ytf

-0,6440646 Pseudaminic Cell Wall and Capsule Capsular ar Pseudamin
0,6440646 SSU ribosom: Protein Metabolism Protein bio Ribosome ¢
-0,6440646 Tartrate deca Carbohydrates Organic aci Glycerate n
-0,6440646 Tartrate dehy Clustering-based subsystem Choline bit. CBSS-3446:
-0,6437752 Glutathione S Miscellaneous Plant-Prok: At3g50560

-0,6437752 Indoleacetarr Amino Acids and Derivative: Aromatic a Aromatic ai
0,6436439 Acetyl-coenz\ Fatty Acids, Lipids, and Isopi Fatty acids Fatty Acid E
0,6436439 Biotin carbox Fatty Acids, Lipids, and Isopi Fatty acids Fatty Acid E
0,6436439 Biotin carbox Fatty Acids, Lipids, and Isopi Fatty acids Fatty Acid E

-0,6436439 D-glycerate ti Carbohydrates Monosacct D-galactara
0,6436439 IncF plasmid (Clustering-based subsystem - Conjugative

-0,6436439 Microbial coll Amino Acids and Derivative: Proline anc Proline, 4-
0,6436439 Putative tran: RNA Metabolism Transcriptit Transcriptic

-0,6434015 1,4-alpha-glu Carbohydrates Di- and olig Trehalose E

-0,6434015 Arsenical-resi Virulence, Disease and Defe Resistance Arsenic resi

-0,6428891 Isoquinoline : Clustering-based subsystem Putative Isc CBSS-3142¢

-0,6428891 L-alanine-DL- Cell Wall and Capsule - Recycling o
-0,6428891 SSU ribosomz Protein Metabolism Protein bio Ribosome ¢
0,6420242 L-arabonate ¢ Carbohydrates Monosacct L-Arabinose¢
-0,6419915 Cytochrome (Respiration Electron ac Terminal cy

-0,6418214 Copper resist Virulence, Disease and Defe Resistance Copper hor
-0,6418214 Cystathionine Amino Acids and Derivative: Lysine, thre Methionine
-0,6418214 FKBP-type pe Protein Metabolism Protein fol( Peptidyl-pr



NO2.NO3
TotalBacte
Salinity
TotalProtis
Salinity
Salinity
Salinity
POC
NO2.NO3
PO4
TotalBacte
Chla

Si
TotalBacte
PO4

Si
TotalBacte
NO2.NO3
POC

POC
TotalProtis
TotalProtis
VA

TN

VA

Chla
Salinity
Salinity
POC

z

Si

DOC

TN

PO4
TotalProtis
TotalProtis
TotalProtis
z

VA

z

Si

DOC
NO2.NO3
Chla

DOC

Chla

TN

0,04544

0,04544
0,045473

0,04552

0,04565

0,04565

0,04565
0,046098
0,046236
0,046236
0,046236
0,046236
0,046236
0,046236
0,046236
0,046236
0,046236
0,046236
0,046243
0,046367
0,046367
0,046546
0,047024
0,047024
0,047024
0,047248
0,047694
0,047694
0,047795
0,048197
0,048546
0,048546
0,048546
0,048546

0,04861

0,04861

0,04861
0,048941
0,048941
0,048941
0,049043
0,049043
0,049043
0,049043
0,049043
0,049043
0,049043

0,6418214 Peptidyl-prol Protein Metabolism Protein fol( Peptidyl-pr

0,6418214 Stringent star Stress Response - Carbon Stal
-0,6417477 Naphthoate s Cofactors, Vitamins, Prosthe Quinone cc Menaquinc
0,6416419 ATP-depende Protein Metabolism Protein deg Proteasom
0,6413506 Cell division c DNA Metabolism DNA replici DNA replice
-0,6413506 Cytochrome (Clustering-based subsystem - CBSS-3160!
0,6413506 Origin of repl DNA Metabolism DNA replici DNA replice
-0,6403509 Phosphonoac Phosphorus Metabolism - Phosphona
0,6400431 Adenosine de Nucleosides and Nucleotide Purines Purine cony
-0,6400431 Alcohol dehy(Carbohydrates Fermentati Acetone BL

-0,6400431 Aromatic-L-ait Amino Acids and Derivative: Aromatic a Aromatic al
0,6400431 ATP phospho Amino Acids and Derivative Histidine IV Histidine Bi
0,6400431 Branched-ch: Membrane Transport ABC transp ABC transp

-0,6400431 D-Lactate del Carbohydrates Central car Glycolate, ¢

-0,6400431 LSU ribosome Clustering-based subsystem Proteasom Proteasomu
0,6400431 Molybdopter Clustering-based subsystem Molybdopt CBSS-2697¢

-0,6400431 Phnl protein Phosphorus Metabolism - Alkylphospl
-0,6400431 tRNA cytosine RNA Metabolism RNA proce:tRNA modil
-0,6400273 Possible sterc Miscellaneous Plant-Prok: COG0398

-0,6397531 N-succinyl-L,L Amino Acids and Derivative: Lysine, thre Lysine Bios'
-0,6397516 Serine acetyll Amino Acids and Derivative: Lysine, thre Cysteine Bi
0,6393558 Urea ABC trait Amino Acids and Derivative: Arginine; u Urea decor
0,6383008 2',3'-cyclic-nL Nucleosides and Nucleotide Purines Purine cony

-0,6383008 Alkyl hydrope Stress Response Oxidative s Oxidative s
0,6383008 ATP synthase Respiration ATP syntha FOF1-type /
0,6378115 Protein simile RNA Metabolism RNA proce: Polyadenyl:
0,6368362 Electron tran: Respiration Electron dc Na(+)-trans
0,6368362 Glucose-mett Respiration Electron dc Respiratory

-0,6366171 Ribonucleotic Nucleosides and Nucleotide - Ribonucleo
0,6357462 Manganese A Membrane Transport - Transport ¢
0,6349935 ATP-depende DNA Metabolism DNA repair DNA repair
0,6349935 DMSP demth Sulfur Metabolism Organic sul DMSP brea

-0,6349935 L-Aspartate d Cofactors, Vitamins, Prosthe NAD and N NAD and N.
-0,6349935 Phage integrz Phages, Prophages, Transpo Phages, PrcPhage integ
0,6348554 Kynureninase Amino Acids and Derivative: Aromatic a Tryptophar
0,6348554 Pyrimidine of Nucleosides and Nucleotide Pyrimidine: De Novo Py
0,6348554 tRNA cytosine RNA Metabolism RNA proce:tRNA modit
-0,6341463 Dimethylglyci Amino Acids and Derivative: - Creatine an
-0,6341463 Inorganic pyr Miscellaneous Plant-Prok: lojap

-0,6341463 Ribonucleotic Clustering-based subsystem - Ribonucleo
0,6484848 Aconitate hyc Carbohydrates Central car Glyoxylate
-0,6484848 Argininosucci Amino Acids and Derivative: Arginine; u Arginine Bit
-0,6484848 ATP-depende Protein Metabolism Protein deg Proteolysis
0,6484848 Glycyl-tRNA s Protein Metabolism Protein bio tRNA amin¢
-0,6484848 Iron-sulfur clt Clustering-based subsystem Cytochrom CBSS-1961¢
0,6484848 MoxR-like AT Clustering-based subsystem - Aerotoleral
-0,6484848 NAD-depend¢Respiration - Formate hy



DOC

Si

Salinity
POC
TotalProtis
Chla

DOC

DOC

TN

DOC

DOC

POC

POC

VA

PO4

DOC
NO2.NO3
Si

POC

z

POC

z
NO2.NO3
TotalProtis
DOC

PO4

TN

PO4
NO2.NO3
Chla

Si
TotalBacte
PO4

TN
NO2.NO3

0,049043
0,049043
0,049046
0,049069
0,049069
0,049095
0,049095
0,049095
0,049095
0,049095
0,049095
0,049243
0,049243
0,049253
0,049846
0,049846
0,049846
0,049846
0,049846
0,049846
0,049846
0,049846
0,049975
0,049975
0,049975
0,049975
0,049975
0,049975
0,049975
0,049975
0,049975
0,049975
0,049975
0,049975
0,049975

-0,6484848 Pyrophospha Phosphorus Metabolism - Phosphate
0,6484848 tungsten-con Respiration - Formate hy
-0,6339212 Iron-sulfur clt Amino Acids and Derivative: Alanine, se Alanine bio
-0,6338732 Butyryl-CoA ¢ Amino Acids and Derivative: Branched-c Isoleucine ¢
0,6338732 RNA polymer Phages, Prophages, Transpo Phages, PrcPhage regu
0,6338167 Biphenyl-2,3- Metabolism of Aromatic Coi Peripheral Biphenyl D¢
-0,6338167 Lysine-arginir Amino Acids and Derivative: Arginine; u Arginine an

-0,6338167 Mannose-6-p Carbohydrates - Sugar utiliz:
-0,6338167 Oligopeptide Membrane Transport ABC transp ABC transp
-0,6338167 omega-3 poly Fatty Acids, Lipids, and Isopi Fatty acids Polyunsatu
-0,6338167 UPF0434 pro' Miscellaneous - Broadly dis
-0,6335022 FIG003879: P Clustering-based subsystem TldD cluste CBSS-354.1
-0,6335022 Possible fuco: Carbohydrates Monosacct L-fucose ut

-0,633481 Adenylylsulfa Respiration Electron ac Anaerobic
-0,6322218 Aldehyde del Carbohydrates Central car Methylglyo
-0,6322218 Carbamoyl-pl Cell Division and Cell Cycle - Macromole

-0,6322218 Glutamate sy Amino Acids and Derivative: Glutamine, Glutamine,
0,6322218 Glutamine sy Amino Acids and Derivative: Glutamine, Glutamine .

0,6322218 LSU ribosomz Protein Metabolism Protein bio Ribosome |
0,6322218 Phosphoenol Carbohydrates Central car Pyruvate m
0,6322218 Propionyl-Co, Carbohydrates One-carboi Serine-glyo
0,6322218 Urocanate hy Amino Acids and Derivative« Histidine IV Histidine Di
-0,6319494 Chromosome Cell Division and Cell Cycle - Two cell diy
0,6319494 Dihydrolipoar Carbohydrates Central car Dehydroge
-0,6319494 Dipeptide tra Membrane Transport ABC transp ABC transp

-0,6319494 Glycine dehyt Amino Acids and Derivative: Alanine, se Glycine anc
-0,6319494 L-pipecolate t Amino Acids and Derivative: Lysine, thre Lysine degr
0,6319494 Methylcrotor Amino Acids and Derivative: Branched-c Branched ¢

0,6319494 Nucleoside-d Clustering-based subsystem - CBSS-2965¢
-0,6319494 Predicted nuc Carbohydrates Monosacct Deoxyribos
0,6319494 Pyrimidine At Nucleosides and Nucleotide Pyrimidine: Pyrimidine
-0,6319494 Rubisco activ: Carbohydrates CO2 fixatio CO2 uptake
0,6319494 sugar ABC tra Miscellaneous Plant-Prok: COG3533
-0,6319494 V-type ATP sy Respiration ATP syntha V-Type ATF

0,6319494 YgjD/Kael/Q) Cell Division and Cell Cycle - Macromole



bacteria; o__Oceanospirillales; f _Halomonadaceae; g Candidatus Portiera;
bacteria; o__Alteromonadales; f __Alteromonadaceae; g__Glaciecola;
__[Saprospirales]; f__Saprospiraceae; g Lewinella;

bacteria; o__GammaproteobacteriaCL; f __GammaproteobacteriaCL; g _GammaproteobacteriaCL;
bacteria; o__GammaproteobacteriaCL; f _GammaproteobacteriaCL; g GammaproteobacteriaCL;
bacteria; o__Alteromonadales; f __Colwelliaceae; g__ColwelliaceaeFA,
_Puniceicoccales; f __Puniceicoccaceae; g Coraliomargarita;

bacteria; o__Alteromonadales; f __Colwelliaceae; g__ColwelliaceaeFA,

bacteria; o__Alteromonadales; f _Alteromonadaceae; g Glaciecola;

bacteria; o__Alteromonadales; f __Alteromonadaceae; g__Glaciecola;

icteria; o__Rhodobacterales; f _Rhodobacteraceae; g Octadecabacter;

bacteria; o__Alteromonadales; f _Psychromonadaceae; g PsychromonadaceaeFA;
bacteria; o__Alteromonadales; f _Alteromonadaceae; g Candidatus Endobugula;
ia; o__Pirellulales; f__Pirellulaceae; g__ PirellulaceaeFA;

icteria; o__Rhodobacterales; f __Rhodobacteraceae; g Octadecabacter;

bacteria; o__Vibrionales; f _Pseudoalteromonadaceae; g Pseudoalteromonas;
>__Flavobacteriales; f _Flavobacteriaceae; g Maribacter;

iteria; o__Methylophilales; f _Methylophilaceae; g MethylophilaceaeFA;
bacteria; o__Oceanospirillales; f _Halomonadaceae; g Candidatus Portiera;
bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA;

iteria; o___Methylophilales; f _Methylophilaceae; g MethylophilaceaeFA;

ta; o__Cenarchaeales; f __Cenarchaeaceae; g Nitrosopumilus;

bacteria; o__GammaproteobacteriaCL; f__GammaproteobacteriaCL; g__GammaproteobacteriaCL;
bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA;

bacteria; o__Vibrionales; f _Pseudoalteromonadaceae; g__Pseudoalteromonas;

> Flavobacteriales; f __Cryomorphaceae; g Crocinitomix;

icteria; o__Sphingomonadales; f__Erythrobacteraceae; g__Erythrobacter;
__[Saprospirales]; f__Saprospiraceae; g Lewinella;

icteria; o__Rhodobacterales; f__Rhodobacteraceae;

bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA;
>__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR;

> Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA;

bacteria; o__Pseudomonadales; f__Pseudomonadaceae; g__Pseudomonas;
bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA,

bacteria; o__Alteromonadales; f__Alteromonadaceae;

> Flavobacteriales; f __Cryomorphaceae; g Crocinitomix;

>__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR;

icteria; o__Sphingomonadales; f _Erythrobacteraceae; g Erythrobacter;

bacteria; o__Vibrionales; f _Pseudoalteromonadaceae; g__Pseudoalteromonas;
Cytophagales; f _Flammeovirgaceae; g__ Flexibacter;

>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;

bacteria; o__Oceanospirillales; f _Oceanospirillaceae; g Amphritea;

icteria; o__Rhodospirillales; f__Rhodospirillaceae; g_ RhodospirillaceaeFA,;



>__Flavobacteriales; f__Cryomorphaceae; g__ Crocinitomix;

a; o__Sphingobacteriales; f NS11-12; g NS11-12FA;

bacteria; o__Alteromonadales; f__Alteromonadaceae; g__ Candidatus Endobugula;
ia; o__ Pirellulales; f__Pirellulaceae; g__ PirellulaceaeFA,;

iteria; o__Methylophilales; f__Methylophilaceae; g MethylophilaceaeFA;
bacteria; o__Alteromonadales; f _Alteromonadaceae; g Candidatus Endobugula;
ia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA;

> Flavobacteriales; f _FlavobacterialesOR; g FlavobacterialesOR;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g__AlteromonadaceaeFA,;
bacteria; o__Alteromonadales; f _Alteromonadaceae; g AlteromonadaceaeFA,;
bacteria; o__Alteromonadales; f __Alteromonadaceae; g__Glaciecola;
>__Flavobacteriales; f __Cryomorphaceae; g Crocinitomix;

bacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera;
bacteria; o Pseudomonadales; f__Pseudomonadaceae; g Pseudomonas;
Cytophagales; f __Flammeovirgaceae; g__ Flexibacter;

>__Flavobacteriales; f _FlavobacterialesOR; g FlavobacterialesOR;
__[Saprospirales]; f__Saprospiraceae; g__ Lewinella;

bacteria; o__Alteromonadales; f _Alteromonadaceae;

bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA;
__[Saprospirales]; f__Saprospiraceae; g SaprospiraceaeFA;

> Flavobacteriales; f _Flavobacteriaceae; g Maribacter;

icteria; o__Sphingomonadales; f__Erythrobacteraceae; g Erythrobacter;

ta; o__Cenarchaeales; f __Cenarchaeaceae; g Nitrosopumilus;

ta; o__Cenarchaeales; f__Cenarchaeaceae; g Nitrosopumilus;

bacteria; o__Oceanospirillales; f _Saccharospirillaceae; g SaccharospirillaceaeFA;
>__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR;
__[Saprospirales]; f__Saprospiraceae; g Saprospira;

bacteria; o__Thiohalorhabdales; f__ThiohalorhabdalesOR; g__ThiohalorhabdalesOR;
bacteria; o__Pseudomonadales; f _Pseudomonadaceae; g Pseudomonas;
bacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR;
ia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA;

iteria; o__Methylophilales; f__Methylophilaceae; g__MethylophilaceaeFA;

> Flavobacteriales; f _NS9; g NS9FA;

bacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA;
Cytophagales; f __Flammeovirgaceae; g Reichenbachiella;

bacteria; o__Vibrionales; f _Pseudoalteromonadaceae; g__Pseudoalteromonas;
icteria; o__Sphingomonadales; f _Erythrobacteraceae; g Erythrobacter;
bacteria; o__Alteromonadales; f _HTCC2188; g HTCC;

bacteria; o__Alteromonadales; f OM®60; g OMG60FA,

icteria; o__Rhodobacterales; f__Rhodobacteraceae; g RhodobacteraceaeFA,;
bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA;
_Opitutales; f__Opitutaceae; g__Opitutus;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g Alteromonas;
>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;
_Puniceicoccales; f___Puniceicoccaceae; g Coraliomargarita;
>__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix;

> Flavobacteriales; f __FlavobacterialesOR; g FlavobacterialesOR;



bacteria; o__Vibrionales; f _Pseudoalteromonadaceae; g__Pseudoalteromonas;
bacteria; o___Oceanospirillales; f _Saccharospirillaceae; g SaccharospirillaceaeFA;
bacteria; o__Oceanospirillales; f __OceanospirillalesOR; g OceanospirillalesOR;
bacteria; o__Alteromonadales; f _AlteromonadalesOR; g AlteromonadalesOR,;
iteria; o__Methylophilales; f__Methylophilaceae; g MethylophilaceaeFA;

icteria; o__Rhodobacterales; f__Rhodobacteraceae; g Octadecabacter;

bacteria; o__Alteromonadales; f __Colwelliaceae; g__ColwelliaceaeFA,

bacteria; o__Thiohalorhabdales; f__ThiohalorhabdalesOR; g ThiohalorhabdalesOR;
bacteria; o__GammaproteobacteriaCL; f __GammaproteobacteriaCL; g _GammaproteobacteriaCL;
> Flavobacteriales; f __Flavobacteriaceae; g Polaribacter;

ta; o__Cenarchaeales; f__Cenarchaeaceae; g__ Nitrosopumilus;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g Marinobacter;

>__ Flavobacteriales; f__Flavobacteriaceae; g Tenacibaculum;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g AlteromonadaceaeFA,;
icteria; o__Rhodobacterales; f _Rhodobacteraceae; g Phaeobacter;

dbiae; o Verrucomicrobiales; f__Verrucomicrobiaceae; g Persicirhabdus;

ia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA;

a; o__Sphingobacteriales; f _SphingobacterialesOR; g SphingobacterialesOR;
_Puniceicoccales; f__Puniceicoccaceae; g Coraliomargarita;

bacteria; o__GammaproteobacteriaCL; f _GammaproteobacteriaCL; g GammaproteobacteriaCL;
sillales; f__Carnobacteriaceae; g Carnobacterium;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g Candidatus Endobugula;
bacteria; o__Oceanospirillales; f __Oceanospirillaceae; g Oleispira;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g Glaciecola;

bacteria; o__Oceanospirillales; f _OceanospirillalesOR; g OceanospirillalesOR;
>__Flavobacteriales; f__Flavobacteriaceae; g__Formosa;

> Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA;

bacteria; o__Alteromonadales; f__Alteromonadaceae;

> Flavobacteriales; f _FlavobacterialesOR; g FlavobacterialesOR;

ta; o__Cenarchaeales; f_Cenarchaeaceae; g__Nitrosopumilus;

> Flavobacteriales; f _FlavobacterialesOR; g FlavobacterialesOR;

12CL; f__SAR202CL; g__ SAR202CL;

__[Saprospirales]; f__Saprospiraceae; g__ Lewinella;

icteria; o__Rhodobacterales; f__Rhodobacteraceae; g__Octadecabacter;

ia; o__Pirellulales; f__Pirellulaceae; g__ PirellulaceaeFA;

>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;
Cytophagales; f __Flammeovirgaceae; g Reichenbachiella;

bacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera;

>__ Flavobacteriales; f __FlavobacterialesOR; g FlavobacterialesOR;
>__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter;

icteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR;

icteria; o__ AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL;
> Flavobacteriales; f _Flavobacteriaceae; g Winogradskyella;
>__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR;
__[Saprospirales]; f__Saprospiraceae; g_ SaprospiraceaeFA;

>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;
Cytophagales; f _Flammeovirgaceae; g Reichenbachiella;



icteria; o__Sphingomonadales; f__Erythrobacteraceae; g__Erythrobacter;

> Flavobacteriales; f _FlavobacterialesOR; g FlavobacterialesOR;
_Cytophagales; f__Flammeovirgaceae; g__Reichenbachiella;

icteria; o__Sphingomonadales; f__Erythrobacteraceae; g Erythrobacter;
>__Flavobacteriales; f__Flavobacteriaceae; g Psychroserpens;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g Marinobacter;

12CL; f__SAR202CL; g_ SAR202CL;

bacteria; o__Oceanospirillales; f _OceanospirillalesOR; g OceanospirillalesOR;
>__Flavobacteriales; f__Flavobacteriaceae; g Maribacter;

cteria; o__Desulfobacterales; f _Nitrospinaceae; g Nitrospina;

bacteria; o__Alteromonadales; f __Colwelliaceae; g__ColwelliaceaeFA,

icteria; o__AlphaproteobacteriaCL; f __AlphaproteobacteriaCL; g AlphaproteobacteriaCL;
icteria; o__ AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL;
3; 0__Phycisphaerales; f _PhycisphaeralesOR; g PhycisphaeralesOR;

bacteria; o__Oceanospirillales; f _Oceanospirillaceae; g OceanospirillaceaeFA,
bacteria; o___Oceanospirillales; f _Oceanospirillaceae; g OceanospirillaceaeFA,
bacteria; o__Alteromonadales; f _Psychromonadaceae; g PsychromonadaceaeFA;
bacteria; o__Thiohalorhabdales; f__ThiohalorhabdalesOR; g ThiohalorhabdalesOR;
bacteria; o__Alteromonadales; f _Alteromonadaceae; g Glaciecola;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g Candidatus Endobugula;
bacteria; o__Vibrionales; f _Pseudoalteromonadaceae; g Pseudoalteromonas;
Cytophagales; f__Flammeovirgaceae; g Flexibacter;

> Flavobacteriales; f __FlavobacterialesOR; g FlavobacterialesOR;

> Flavobacteriales; f __Cryomorphaceae; g Crocinitomix;

BD1-5CL; g_ BD1-5CL;

bacteria; o__Alteromonadales; f__Alteromonadaceae; g__Alteromonas;

> Flavobacteriales; f __Flavobacteriaceae; g Winogradskyella;
>__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter;

bacteria; o__Oceanospirillales; f _Saccharospirillaceae; g SaccharospirillaceaeFA;
>__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter;

bacteria; o__Alteromonadales; f _Colwelliaceae; g__ Colwellia;

bacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera;

ia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA;

bacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA,
bacteria; o__Oceanospirillales; f _Oceanospirillaceae; g OceanospirillaceaeFA,
bacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA,
bacteria; o__Oceanospirillales; f _Oceanospirillaceae; g OceanospirillaceaeFA,
bacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA,;
bacteria; o__Alteromonadales; f _Alteromonadaceae; g Candidatus Endobugula;
icteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR;

bacteria; o__Oceanospirillales; f _OceanospirillalesOR; g OceanospirillalesOR;
>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;

> Flavobacteriales; f __Flavobacteriaceae; g FlavobacteriaceaeFA;
>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;

> Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA;

bacteria; o__Alteromonadales; f_Alteromonadaceae; g__Glaciecola;
__Fibrobacterales; f__FibrobacteralesOR; g FibrobacteralesOR;



__Fibrobacterales; f__FibrobacteralesOR; g__FibrobacteralesOR;
__Fibrobacterales; f __FibrobacteralesOR; g FibrobacteralesOR;
__Fibrobacterales; f__FibrobacteralesOR; g__FibrobacteralesOR;

bacteria; o__Legionellales; f__Francisellaceae; g FrancisellaceaeFA;
bacteria; o__Legionellales; f _Francisellaceae; g__ FrancisellaceaeFA,;
bacteria; o__Legionellales; f__Francisellaceae; g FrancisellaceaeFA;
bacteria; o__Legionellales; f _Francisellaceae; g__ FrancisellaceaeFA,;
bacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA;
bacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA;
bacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA;
bacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA;
> Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA,;
bacteria; o__Alteromonadales; f __Colwelliaceae; g__ColwelliaceaeFA,

ta; o__Cenarchaeales; f__Cenarchaeaceae; g Nitrosopumilus;

bacteria; o__Pseudomonadales; f _Moraxellaceae; g Perlucidibaca;
>__Flavobacteriales; f _FlavobacterialesOR; g FlavobacterialesOR;

> Flavobacteriales; f __Cryomorphaceae; g CryomorphaceaeFA;
bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA;
bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA;
bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA;
bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA;
>__Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA,;

ta; o__Cenarchaeales; f __Cenarchaeaceae; g Nitrosopumilus;
>__Flavobacteriales; f _Flavobacteriaceae; g Polaribacter;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g Marinobacter;
o__Acidimicrobiales; f__TK06; g_ TKO6FA;

> Flavobacteriales; f _FlavobacterialesOR; g FlavobacterialesOR;
bacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA;
icteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g AlphaproteobacteriaCL;
icteria; o__ AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL;
> Flavobacteriales; f _Flavobacteriaceae; g Polaribacter;

bacteria; o__Pseudomonadales; f _Pseudomonadaceae; g Pseudomonas;
ia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA;

bacteria; o__Pseudomonadales; f _Pseudomonadaceae; g Pseudomonas;
bacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA;

> Flavobacteriales; f _Flavobacteriaceae; g Polaribacter;

bacteria; o__Pseudomonadales; f__Pseudomonadaceae; g Pseudomonas;
icteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR;
>__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter;

>__ Flavobacteriales; f __FlavobacterialesOR; g FlavobacterialesOR;
bacteria; o__GammaproteobacteriaCL; f__GammaproteobacteriaCL; g _GammaproteobacteriaCL;
> Flavobacteriales; f _NS9; g NS9FA,

>__Flavobacteriales; f__NS9; g NS9FA,;

bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA;
iteria; o__Methylophilales; f__Methylophilaceae; g__MethylophilaceaeFA;
ia; o__Pirellulales; f__Pirellulaceae; g__ PirellulaceaeFA;



bacteria; o__Alteromonadales; f __Alteromonadaceae;

icteria; o___Rhodospirillales; f _Rhodospirillaceae; g RhodospirillaceaeFA;

icteria; o__Rhodobacterales; f__Rhodobacteraceae; g Phaeobacter;

> Flavobacteriales; f __Cryomorphaceae; g Crocinitomix;

bacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula;
bacteria; o__Alteromonadales; f _Psychromonadaceae; g PsychromonadaceaeFA,;
icteria; o__Rhodobacterales; f___Rhodobacteraceae; g Octadecabacter;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g Glaciecola;
>__Flavobacteriales; f__Flavobacteriaceae; g Polaribacter;

bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA;

icteria; o__Rhodobacterales; f__Rhodobacteraceae; g Phaeobacter;

ta; o__E2;f _Marine group Il; g__Marine group IIFA,;

bacteria; o__Alteromonadales; f __Colwelliaceae; g__ColwelliaceaeFA,

bacteria; o__Alteromonadales; f _Alteromonadaceae; g Marinobacter;

sillales; f__Carnobacteriaceae; g Carnobacterium;

12CL; f__SAR202CL; g SAR202CL;

12CL; f__SAR202CL; g__ SAR202CL;

12CL; f__SAR202CL; g SAR202CL;

__[Saprospirales]; f__Saprospiraceae; g__ Lewinella;

icteria; o__AlphaproteobacteriaCL; f _AlphaproteobacteriaCL; g AlphaproteobacteriaCL;
bacteria; o__Oceanospirillales; f _Oceanospirillaceae; g OceanospirillaceaeFA,
o__Acidimicrobiales; f SC3-41; g SC3-41FA;

o__Acidimicrobiales; f SC3-41; g SC3-41FA;

o__Acidimicrobiales; f SC3-41; g SC3-41FA;

bacteria; o__Oceanospirillales; f _Halomonadaceae; g Candidatus Portiera;
bacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR;
bacteria; o__Oceanospirillales; f _OceanospirillalesOR; g OceanospirillalesOR;
bacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR;
__[Saprospirales]; f__Saprospiraceae; g__ Lewinella;

bacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula;
bacteria; o__Alteromonadales; f _Alteromonadaceae; g Candidatus Endobugula;
>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;

icteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR;

icteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR;

icteria; o__Rickettsiales; f__RickettsialesOR; g__ RickettsialesOR;

ta; o__E2;f__Marine group Il; g__Marine group IIFA;

ta; o E2;f Marine group Il; g Marine group IIFA;

ta; o__E2;f Marine group Il; g__Marine group IIFA;

__Fibrobacterales; f__FibrobacteralesOR; g FibrobacteralesOR;

bacteria; o__Legionellales; f__Francisellaceae; g__FrancisellaceaeFA;

racteria; o__Campylobacterales; f __Campylobacteraceae; g Arcobacter;

»acteria; o__Campylobacterales; f__Campylobacteraceae; g Arcobacter;

racteria; o__Campylobacterales; f __Campylobacteraceae; g Arcobacter;

bacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA;

cteria; o__Myxococcales; f  OM27; g OM27FA;

cteria; o__Myxococcales; f__OM27; g OM27FA,

cteria; o__Myxococcales; f  OM27; g OM27FA;



>__Flavobacteriales; f__Cryomorphaceae; g__ Fluviicola;

>__Flavobacteriales; f _Flavobacteriaceae; g Ulvibacter;

> Flavobacteriales; f __NS9; g NS9FA,

> Flavobacteriales; f _FlavobacterialesOR; g FlavobacterialesOR;

ia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA;

iteria; o__Methylophilales; f _Methylophilaceae; g Methylotenera;

iteria; o__Methylophilales; f__Methylophilaceae; g Methylotenera;

iteria; o__Methylophilales; f _Methylophilaceae; g Methylotenera;

bacteria; o__Alteromonadales; f __Colwelliaceae; g__ColwelliaceaeFA,

icteria; o___Rhodospirillales; f _Rhodospirillaceae; g RhodospirillaceaeFA;
icteria; o__Rhodospirillales; f__Rhodospirillaceae; g RhodospirillaceaeFA,;
icteria; o___Rhodospirillales; f __Rhodospirillaceae; g RhodospirillaceaeFA;
bacteria; o__Alteromonadales; f _HTCC2188; g HTCC;

bacteria; o__Alteromonadales; f__HTCC2188; g_ HTCC;

bacteria; o__Alteromonadales; f HTCC2188; g HTCC;

cteria; o__Desulfobacterales; f _Nitrospinaceae; g Nitrospina;

Cytophagales; f __Flammeovirgaceae; g__ Flexibacter;

bacteria; o__Oceanospirillales; f _Halomonadaceae; g Candidatus Portiera;
bacteria; o__Alteromonadales; f _AlteromonadalesOR; g AlteromonadalesOR;
> Flavobacteriales; f _ Flavobacteriaceae; g Psychroserpens;
_Puniceicoccales; f__Puniceicoccaceae; g Coraliomargarita;

bacteria; o__Oceanospirillales; f _Oceanospirillaceae; g OceanospirillaceaeFA,
> Flavobacteriales; f _Flavobacteriaceae; g Ulvibacter;

Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;
Flavobacteriales; f _NS9; g NSOFA;

Flavobacteriales; f__NS9; g NS9FA;

Flavobacteriales; f _Flavobacteriaceae; g Polaribacter;

_Cytophagales; f__Flammeovirgaceae; g__Flexibacter;

obiae; o Verrucomicrobiales; f _Verrucomicrobiaceae; g Rubritalea;
bacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula;
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cteria; o__Desulfobacterales; f__Nitrospinaceae; g__ Nitrospina;

icteria; o__Rhodospirillales; f __Rhodospirillaceae; g RhodospirillaceaeFA,;
>__Flavobacteriales; f__NS9; g NS9FA,;

> Flavobacteriales; f _NS9; g NS9FA;

_Cytophagales; f__Flammeovirgaceae; g__Roseivirga;

bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA,

bacteria; o__Alteromonadales; f__Alteromonadaceae;

>__ Flavobacteriales; f __FlavobacterialesOR; g FlavobacterialesOR;
>__Flavobacteriales; f__NS9; g NS9FA,;

bacteria; o__Oceanospirillales; f _Saccharospirillaceae; g SaccharospirillaceaeFA;
>__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR;

bacteria; o__GammaproteobacteriaCL; f _GammaproteobacteriaCL; g GammaproteobacteriaCL;
ta; o__Cenarchaeales; f_Cenarchaeaceae; g__Nitrosopumilus;

_Puniceicoccales; f___Puniceicoccaceae; g Coraliomargarita;

bacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera;

> Flavobacteriales; f __FlavobacterialesOR; g FlavobacterialesOR;



bacteria; o__Oceanospirillales; f __OceanospirillalesOR; g OceanospirillalesOR;
cteria; o _NB1-j;f JTB38;g JTB38FA;

bacteria; o__Vibrionales; f _Pseudoalteromonadaceae; g__ Pseudoalteromonas;
bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA;
>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;
_Puniceicoccales; f __Puniceicoccaceae; g Coraliomargarita;

bacteria; o__Alteromonadales; f __Colwelliaceae; g__ColwelliaceaeFA,
_Puniceicoccales; f __Puniceicoccaceae; g Coraliomargarita;

bacteria; o__Alteromonadales; f__Alteromonadaceae; g__ Marinobacter;
bacteria; o__Alteromonadales; f _Alteromonadaceae; g Marinobacter;

12CL; f__SAR202CL; g__ SAR202CL;

__[Saprospirales]; f__Saprospiraceae; g Lewinella;

bacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera;
icteria; o__Rickettsiales; f _RickettsialesOR; g__RickettsialesOR;

> Flavobacteriales; f __Cryomorphaceae; g CryomorphaceaeFA;
__vadinHA49CL; f__vadinHA49CL; g__vadinHA49CL;

bacteria; o__Oceanospirillales; f _Saccharospirillaceae; g SaccharospirillaceaeFA;
bacteria; o Pseudomonadales; f__Pseudomonadaceae; g Pseudomonas;

> Flavobacteriales; f _Flavobacteriaceae; g Polaribacter;

__[Saprospirales]; f__Saprospiraceae; g Saprospira;

bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA;

bacteria; o__Oceanospirillales; f _SUPQO5; g SUPO5FA,

bacteria; o__Pseudomonadales; f _Moraxellaceae; g Psychrobacter;

ta; o__E2;f _Marine group Il; g__Marine group IIFA,;

> Flavobacteriales; f _Flavobacteriaceae; g Ulvibacter;

bacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera;

> Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA;
>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;
__Fibrobacterales; f__FibrobacteralesOR; g FibrobacteralesOR;

bacteria; o__Legionellales; f_Francisellaceae; g__FrancisellaceaeFA,;

bacteria; o__Thiotrichales; f _ Piscirickettsiaceae; g__ PiscirickettsiaceaeFA;
>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;

;f A714017; g SGSH944;

;f__A714017; g SGSH944;

ta; o__Cenarchaeales; f __Cenarchaeaceae; g CenarchaeaceaeFA,;

iteria; o__Burkholderiales; f__Comamonadaceae; g__Curvibacter;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g Candidatus Endobugula;
>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;

> Flavobacteriales; f __Flavobacteriaceae; g FlavobacteriaceaeFA;
>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;

bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA;

icteria; o__ AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g__AlphaproteobacteriaCL;
cteria; o__Desulfobacterales; f _Nitrospinaceae; g Nitrospina;

ia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA;

__[Saprospirales]; f__Saprospiraceae; g Lewinella;

bacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera;
bacteria; o__Oceanospirillales; f _Oceanospirillaceae; g OceanospirillaceaeFA;



>__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g Glaciecola;

icteria; o__Sphingomonadales; f__Erythrobacteraceae; g__Erythrobacter;
__[Saprospirales]; f__Saprospiraceae; g SaprospiraceaeFA;

icteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR;

bacteria; o___Oceanospirillales; f _Oceanospirillaceae; g OceanospirillaceaeFA;
ta; o__Cenarchaeales; f__Cenarchaeaceae; g__ Nitrosopumilus;

> Flavobacteriales; f _FlavobacterialesOR; g FlavobacterialesOR;

>__ Flavobacteriales; f__Flavobacteriaceae; g Winogradskyella;

»acteria; o__Campylobacterales; f _Campylobacteraceae; g Arcobacter;
bacteria; o__Alteromonadales; f __Alteromonadaceae; g__ AlteromonadaceaeFA,;
dbiae; o Verrucomicrobiales; f __Verrucomicrobiaceae; g VerrucomicrobiaceaeFA;
obiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g_ VerrucomicrobiaceaeFA;
dbiae; o__Verrucomicrobiales; f __Verrucomicrobiaceae; g Rubritalea;

> Flavobacteriales; f _Flavobacteriaceae; g Polaribacter;
>__Flavobacteriales; f _FlavobacterialesOR; g FlavobacterialesOR;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g AlteromonadaceaeFA,;
dbiae; o Verrucomicrobiales; f__Verrucomicrobiaceae; g Rubritalea;

ta; o__Cenarchaeales; f __Cenarchaeaceae; g Nitrosopumilus;

Cytophagales; f__Flammeovirgaceae; g__ Flexibacter;

bacteria; o__Alteromonadales; f OM®60; g OMG60FA;

>__Flavobacteriales; f _Flavobacteriaceae; g Polaribacter;

> Flavobacteriales; f _Flavobacteriaceae; g Polaribacter;

__[Saprospirales]; f__Saprospiraceae; g Lewinella;

__[Saprospirales]; f__Saprospiraceae; g__ Lewinella;

bacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA;

icteria; o__Sphingomonadales; f __Erythrobacteraceae; g Erythrobacter;

a; o__Sphingobacteriales; f__SphingobacterialesOR; g__SphingobacterialesOR;
bacteria; o__Oceanospirillales; f _Oceanospirillaceae; g OceanospirillaceaeFA,
cteria; o__NB1-j;f_JTB38; g JTB38FA;

ta; o__Cenarchaeales; f __Cenarchaeaceae; g Nitrosopumilus;

bacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR;
icteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR;

bacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__Amphritea;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g Glaciecola;
>__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA;

> Flavobacteriales; f _FlavobacterialesOR; g FlavobacterialesOR;
o__Acidimicrobiales; f__SC3-41; g SC3-41FA;

bacteria; o__Oceanospirillales; f _Halomonadaceae; g Candidatus Portiera;
bacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera;
bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA;

bacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR;
bacteria; o__Alteromonadales; f _Alteromonadaceae;

bacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR;
icteria; o__Rhodobacterales; f _Rhodobacteraceae; g Octadecabacter;
>__Flavobacteriales; f__Cryomorphaceae; g_ _Owenweeksia;

icteria; o__Rhodobacterales; f__Rhodobacteraceae;



icteria; o__Rhodobacterales; f__Rhodobacteraceae; g RhodobacteraceaeFA,;
bacteria; o__Alteromonadales; f _Alteromonadaceae; g AlteromonadaceaeFA,;
>__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR;

dbiae; o__Verrucomicrobiales; f__Verrucomicrobiaceae; g Rubritalea;

ta; o__Cenarchaeales; f__Cenarchaeaceae; g CenarchaeaceaeFA,;

dbiae; o Verrucomicrobiales; f __Verrucomicrobiaceae; g VerrucomicrobiaceaeFA;
icteria; o__Rhodobacterales; f___Rhodobacteraceae; g Octadecabacter;

> Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA,;
>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;

icteria; o__Rickettsiales; f _RickettsialesOR; g__RickettsialesOR;

a; o__Sphingobacteriales; f__SphingobacterialesOR; g SphingobacterialesOR;
ta; o__E2;f _Marine group Il; g__Marine group IIFA,;

__Fibrobacterales; f__FibrobacteralesOR; g__ FibrobacteralesOR;

bacteria; o__Legionellales; f__Francisellaceae; g FrancisellaceaeFA;

cteria; o Sva0853;f JTB36;g_ JTB36FA,

»acteria; o__Campylobacterales; f _Campylobacteraceae; g Arcobacter;
bacteria; o__Thiotrichales; f _ Piscirickettsiaceae; g__PiscirickettsiaceaeFA;
cteria; o__Myxococcales; f  _OM27; g OM27FA;

> Flavobacteriales; f __Cryomorphaceae; g__ Fluviicola;

>__Flavobacteriales; f __Cryomorphaceae; g Fluviicola;

> Flavobacteriales; f __Cryomorphaceae; g__ Fluviicola;

ia; o__Pirellulales; f__Pirellulaceae; g__ PirellulaceaeFA,;

icteria; o__Rhodospirillales; f __Rhodospirillaceae; g RhodospirillaceaeFA,;
bacteria; o__Alteromonadales; f _Alteromonadaceae; g Candidatus Endobugula;
bacteria; o__Oceanospirillales; f _Halomonadaceae; g Candidatus Portiera;
bacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA,;
> Flavobacteriales; f _NS9; g NS9FA,;

>__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR;

icteria; o__Rhodobacterales; f _Rhodobacteraceae; g Paracoccus;

bacteria; o__Alteromonadales; f__HTCC2188; g_ HTCC;

> Flavobacteriales; f _FlavobacterialesOR; g FlavobacterialesOR;

cteria; o__NB1-j;f_JTB38; g_ JTB38FA;

> Flavobacteriales; f _FlavobacterialesOR; g FlavobacterialesOR;

3; o__Phycisphaerales; f__PhycisphaeralesOR; g__PhycisphaeralesOR;

iteria; o__Burkholderiales; f _Comamonadaceae; g Methylibium;

bacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA,
iteria; o__Methylophilales; f __Methylophilaceae; g Methylotenera;

icteria; o__Rhodospirillales; f__Rhodospirillaceae; g_ RhodospirillaceaeFA,;

> Flavobacteriales; f __Flavobacteriaceae; g FlavobacteriaceaeFA;

bacteria; o__Alteromonadales; f _HTCC2188; g HTCC;

>__ Flavobacteriales; f __FlavobacterialesOR; g FlavobacterialesOR;

bacteria; o__GammaproteobacteriaCL; f__GammaproteobacteriaCL; g _GammaproteobacteriaCL;

>__Flavobacteriales; f__Flavobacteriaceae; g__ Polaribacter;



__[Saprospirales]; f__Saprospiraceae; g__Lewinella;

icteria; o__Rickettsiales; f _RickettsialesOR; g__ RickettsialesOR;

bacteria; o__Alteromonadales; f __AlteromonadalesOR; g__AlteromonadalesOR;
> Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA,;

icteria; o__Rhodobacterales; f___Rhodobacteraceae; g__Loktanella;

)IM190CL; f _OM190CL; g OM190CL;

>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;

icteria; o__Rickettsiales; f _RickettsialesOR; g__RickettsialesOR;

bacteria; o__Alteromonadales; f__|diomarinaceae; g__ldiomarina;

iteria; o__Burkholderiales; f Comamonadaceae; g Schlegelella;
>__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR;
o__Acidimicrobiales; f SC3-41; g SC3-41FA;

>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;

> Flavobacteriales; f __Cryomorphaceae; g Crocinitomix;

icteria; o__Rhodobacterales; f _Rhodobacteraceae; g Octadecabacter;

ta; o__Cenarchaeales; f__Cenarchaeaceae; g Nitrosopumilus;

obiae; o Verrucomicrobiales; f _Verrucomicrobiaceae; g Rubritalea;

> Flavobacteriales; f _FlavobacterialesOR; g FlavobacterialesOR;

icteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g AlphaproteobacteriaCL;
bacteria; o__Alteromonadales; f _Alteromonadaceae; g Candidatus Endobugula;
bacteria; o__Oceanospirillales; f _Oceanospirillaceae; g OceanospirillaceaeFA,

icteria; o__Sphingomonadales; f _Sphingomonadaceae; g Sphingobium;

Cytophagales; f __Flammeovirgaceae; g FlammeovirgaceaeFA;

bacteria; o__Alteromonadales; f _AlteromonadalesOR; g AlteromonadalesOR;
bacteria; o__Alteromonadales; f _Colwelliaceae; g Colwellia;

>__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g Alteromonas;

;o__Gemm-2CL; f__Gemm-2CL; g_ Gemm-2CL;

> Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA;
o__Lentisphaerales; f__Lentisphaeraceae; g__Lentisphaera;

bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA;

>__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter;

ta; o__Cenarchaeales; f __Cenarchaeaceae; g Nitrosopumilus;

>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;
__[Saprospirales]; f__Saprospiraceae; g__ Lewinella;

>__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter;

icteria; o__Rhizobiales; f _Bradyrhizobiaceae; g Bradyrhizobium;

bacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula;

;f _A714017; g SGSH944;

>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;

> Flavobacteriales; f __Flavobacteriaceae; g FlavobacteriaceaeFA;

bacteria; o__Oceanospirillales; f _Halomonadaceae; g Candidatus Portiera;
bacteria; o__Oceanospirillales; f__Halomonadaceae; g__Halomonas;

o__Acidimicrobiales; f SC3-41; g SC3-41FA;

bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA;



>__Flavobacteriales; f__Flavobacteriaceae; g Polaribacter;

cteria; o PB19;f PB190R;g_ PB190R;

bacteria; o__Alteromonadales; f __Colwelliaceae; g__ColwelliaceaeFA,
bacteria; o__Alteromonadales; f _Shewanellaceae; g Shewanella;
bacteria; o__Alteromonadales; f __Colwelliaceae; g__ColwelliaceaeFA,
ta; o__Cenarchaeales; f__Cenarchaeaceae; g Nitrosopumilus;
>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;
__ChlamydiaePH; f__ChlamydiaePH; g__ChlamydiaePH;

bacteria; o__Thiotrichales; f__Thiotrichaceae; g__Cocleimonas;
_Cytophagales; f__Flammeovirgaceae; g__FlammeovirgaceaeFA;
__[Saprospirales]; f__Saprospiraceae; g__ SaprospiraceaeFA;

> Flavobacteriales; f __Flavobacteriaceae; g Polaribacter;

3; o__Phycisphaerales; f_PhycisphaeralesOR; g__PhycisphaeralesOR;
bacteria; o__Vibrionales; f__Pseudoalteromonadaceae; g Pseudoalteromonas;
ia; o__Pirellulales; f__Pirellulaceae; g__ PirellulaceaeFA;
>__Flavobacteriales; f __Cryomorphaceae; g Crocinitomix;

> Flavobacteriales; f __Cryomorphaceae; g__ Crocinitomix;

> Flavobacteriales; f _FlavobacterialesOR; g FlavobacterialesOR;
iteria; o__Burkholderiales; f _Comamonadaceae; g Curvibacter;
>__Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA,;
ta; o__Cenarchaeales; f __Cenarchaeaceae; g Nitrosopumilus;
>__Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA,;
bacteria; o__Thiotrichales; f _ Piscirickettsiaceae; g__PiscirickettsiaceaeFA;
3; 0__Phycisphaerales; f __PhycisphaeralesOR; g PhycisphaeralesOR;
bacteria; o__Alteromonadales; f _Shewanellaceae; g Shewanella;
>__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter;

icteria; o__Rickettsiales; f__RickettsialesOR; g__ RickettsialesOR;
bacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA,;
;£ A714017; g_ SargSea-WGS;

icteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR;
bacteria; o__Oceanospirillales; f Halomonadaceae; g Halomonas;
>__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter;
o__Acidimicrobiales; f 0CS155; g OCS155FA,;

ta; o__E2;f__Marine group Il; g__Marine group IIFA;

> Flavobacteriales; f _FlavobacterialesOR; g FlavobacterialesOR;
__ChlamydiaePH; f__ChlamydiaePH; g__ChlamydiaePH;

)M190CL; f _OM190CL; g OM190CL;

icteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR;

> Flavobacteriales; f __Flavobacteriaceae; g FlavobacteriaceaeFA;
o__Acidimicrobiales; f__TK06; g_ TKO6FA;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g Glaciecola;
>__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR;
bacteria; o__[Marinicellales]; f__[Marinicellaceae]; g_ Marinicella;

ia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA;

ta; o__Cenarchaeales; f __Cenarchaeaceae; g Nitrosopumilus;
icteria; o__Rhodobacterales; f__Rhodobacteraceae;

ta;o_ E2;f Marine group Il; g Marine group IIFA;



bacteria; o__Alteromonadales; f __AlteromonadalesOR; g__AlteromonadalesOR;
bacteria; o__Alteromonadales; f HTCC2188; g HTCC;

__[Saprospirales]; f__Saprospiraceae; g__ SaprospiraceaeFA;

> Flavobacteriales; f _Flavobacteriaceae; g Flavobacterium;

icteria; o__Rhodospirillales; f__Rhodospirillaceae; g RhodospirillaceaeFA,;

> Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA,;

bacteria; o__Vibrionales; f _Pseudoalteromonadaceae; g Pseudoalteromonas;
>__Flavobacteriales; f _Flavobacteriaceae; g Ulvibacter;

>__Flavobacteriales; f__Flavobacteriaceae; g Polaribacter;

> Flavobacteriales; f __Flavobacteriaceae; g Polaribacter;

ta; o__Cenarchaeales; f__Cenarchaeaceae; g__ Nitrosopumilus;
>__Flavobacteriales; f _Flavobacteriaceae; g Ulvibacter;

bacteria; o__Alteromonadales; f __Alteromonadaceae; g__AlteromonadaceaeFA,;
dbiae; o Verrucomicrobiales; f__Verrucomicrobiaceae; g Persicirhabdus;

> Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA;

bacteria; o__Alteromonadales; f HTCC2188; g HTCC;

icteria; o__Rhizobiales; f __Rhizobiaceae; g Mycoplana;

bacteria; o__Alteromonadales; f _Psychromonadaceae; g Psychromonas;

> Flavobacteriales; f _Flavobacteriaceae; g Polaribacter;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g Candidatus Endobugula;
o__Acidimicrobiales; f _TK06; g TKO6FA;

bacteria; o__Oceanospirillales; f _Oceanospirillaceae; g Amphritea;

> Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA;

icteria; o___Rhodospirillales; f __Rhodospirillaceae; g RhodospirillaceaeFA;
bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA;

bacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula;
bacteria; o__Alteromonadales; f _Alteromonadaceae; g Candidatus Endobugula;
__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g Candidatus Endobugula;
3; o__Phycisphaerales; f__Phycisphaeraceae; g__PhycisphaeraceaeFA;

cteria; o__Sva0853;f SAR324; g SAR324FA;

__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA;

> Flavobacteriales; f _NS9; g NS9FA;

__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA;

ia; o__Pirellulales; f__Pirellulaceae; g__ PirellulaceaeFA;

__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA;

bacteria; o__Alteromonadales; f _Psychromonadaceae; g Psychromonas;
_Cytophagales; f__Flammeovirgaceae; g__FlammeovirgaceaeFA;

icteria; o__Rhodospirillales; f__Rhodospirillaceae; g Nisaea;

cteria; o__Desulfobacterales; f__Nitrospinaceae; g__ Nitrospina;

bacteria; o__Legionellales; f _Coxiellaceae; g CoxiellaceaeFA,;
>__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA;

la; o__Solirubrobacterales; f _SolirubrobacteralesOR; g SolirubrobacteralesOR;
>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;

> Flavobacteriales; f __Cryomorphaceae; g CryomorphaceaeFA;
__[Saprospirales]; f__Saprospiraceae; g__SaprospiraceaeFA;

cteria; o _NB1-j;f JTB38; g JTB38FA;



icteria; o__Sphingomonadales; f__Erythrobacteraceae; g__ ErythrobacteraceaeFA;
bacteria; o__Oceanospirillales; f _OceanospirillalesOR; g OceanospirillalesOR;
cteria; o__NB1-j; f__JTB38; g_ JTB38FA;

> Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA,;
>__Flavobacteriales; f__Flavobacteriaceae; g Formosa;

iteria; o__ Burkholderiales; f _Comamonadaceae; g RS62;

__GNO2PH; g__GNO2PH;

bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA;

cteria; o__Bdellovibrionales; f__Bacteriovoracaceae; g__ BacteriovoracaceaeFA,;
> Flavobacteriales; f _FlavobacterialesOR; g FlavobacterialesOR;

3; o__Phycisphaerales; f _PhycisphaeralesOR; g__PhycisphaeralesOR;

bacteria; o__Alteromonadales; f _Shewanellaceae; g Shewanella;

bacteria; o__Alteromonadales; f __Alteromonadaceae; g__Glaciecola;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g AlteromonadaceaeFA,;
> Flavobacteriales; f _NS9; g NS9FA;

>__Flavobacteriales; f _FlavobacterialesOR; g FlavobacterialesOR;

> Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA;

icteria; o__Sphingomonadales; f _Sphingomonadaceae; g Blastomonas;

ta; o E2;f Marine group lll; g Marine group IIIFA;

>__Flavobacteriales; f __Cryomorphaceae; g Crocinitomix;

s; f__Paenibacillaceae; g__ Paenibacillus;

>__Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA,;

racteria; o___Campylobacterales; f __Campylobacteraceae; g Arcobacter;
>__Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA,;
__[Saprospirales]; f__Saprospiraceae; g__ SaprospiraceaeFA;

Cytophagales; f__Flammeovirgaceae; g__FlammeovirgaceaeFA;
__[Saprospirales]; f__Saprospiraceae; g SaprospiraceaeFA;
>__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter;

> Flavobacteriales; f _Flavobacteriaceae; g Psychroserpens;
__Fibrobacterales; f__FibrobacteralesOR; g__FibrobacteralesOR;
Cytophagales; f _[Amoebophilaceae]; g SC3-56;

icteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA,;
>__Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA;
Flavobacteriales; f__Flavobacteriaceae; g__FlavobacteriaceaeFA,
Flavobacteriales; f _Flavobacteriaceae; g Polaribacter;

Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR,;
Flavobacteriales; f _Flavobacteriaceae; g Ulvibacter;

bacteria; o__Alteromonadales; f__Alteromonadaceae; g_ HTCC2207;

> Flavobacteriales; f __Cryomorphaceae; g Crocinitomix;

cteria; o__Desulfobacterales; f__Nitrospinaceae; g__ Nitrospina;

YM190CL; f__OM190CL; g_ OM190CL;

bacteria; o__Alteromonadales; f__Alteromonadaceae; g__AlteromonadaceaeFA,;
icteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR;

bacteria; o__Alteromonadales; f_Alteromonadaceae; g_ HTCC2207;

bacteria; o__Oceanospirillales; f Halomonadaceae; g_ Halomonas;
>__Flavobacteriales; f__Cryomorphaceae; g__Crocinitomix;

icteria; o__Sphingomonadales; f _Sphingomonadaceae; g Novosphingobium;

J_
:)_
J_
:)_



icteria; o__Sphingomonadales; f__Sphingomonadaceae; g Sphingomonas;

3; 0__Phycisphaerales; f _PhycisphaeralesOR; g PhycisphaeralesOR;
>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;
>__Flavobacteriales; f _Cryomorphaceae; g CryomorphaceaeFA,;

bacteria; o__Oceanospirillales; f __OceanospirillalesOR; g__OceanospirillalesOR;
> Flavobacteriales; f _Flavobacteriaceae; g Polaribacter;

; f_A714017; g SGSH944;

icteria; o___Rhodospirillales; f __Rhodospirillaceae; g RhodospirillaceaeFA;
bacteria; o__Alteromonadales; f __Shewanellaceae; g_ Shewanella;

icteria; o__Rickettsiales; f _RickettsialesOR; g__RickettsialesOR;

cteria; o__Myxococcales; f __OM27; g OM27FA,

bacteria; o___Oceanospirillales; f _Oceanospirillaceae; g Oleispira;
>__Flavobacteriales; f__Cryomorphaceae; g_ CryomorphaceaeFA;
>__Flavobacteriales; f _Cryomorphaceae; g Cryomorpha;

bacteria; o__GammaproteobacteriaCL; f _GammaproteobacteriaCL; g GammaproteobacteriaCL;
> Flavobacteriales; f __Cryomorphaceae; g CryomorphaceaeFA,;

icteria; o__Rhizobiales; f _Methylobacteriaceae; g MethylobacteriaceaeFA,
icteria; o__Rhodospirillales; f __Rhodospirillaceae; g Nisaea;

cteria; o__GMD14HO09; f__GMD14H090R; g GMD14HO90R;
>__Flavobacteriales; f _FlavobacterialesOR; g FlavobacterialesOR;

bacteria; o__Oceanospirillales; f _Oceanospirillaceae; g OceanospirillaceaeFA,
icteria; o__Rhodobacterales; f__Rhodobacteraceae; g Loktanella;

> Flavobacteriales; f __Cryomorphaceae; g CryomorphaceaeFA;

ia; o__Solirubrobacterales; f _SolirubrobacteralesOR; g__ SolirubrobacteralesOR;
> Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA;
>__Flavobacteriales; f__Flavobacteriaceae; g Winogradskyella;

icteria; o___Rhodospirillales; f __Rhodospirillaceae; g RhodospirillaceaeFA,;
icteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR;

cteria; o__Myxococcales; f__MyxococcalesOR; g MyxococcalesOR;

bacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA;
__[Saprospirales]; f__Saprospiraceae; g SaprospiraceaeFA;
>__Flavobacteriales; f__Flavobacteriaceae; g__Ulvibacter;

__[Saprospirales]; f__Saprospiraceae; g SaprospiraceaeFA;

icteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA,;

ia; o__Pirellulales; f__Pirellulaceae; g__ PirellulaceaeFA;

>__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter;

> Flavobacteriales; f _NS9; g NS9FA;

>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;

racteria; o__Campylobacterales; f __Campylobacteraceae; g Arcobacter;
bacteria; o__Pseudomonadales; f__Pseudomonadaceae; g Pseudomonas;

ia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA;

bacteria; o__Alteromonadales; f__Alteromonadaceae;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g Candidatus Endobugula;
ae]; o__[Pedosphaerae]CL; f__[Pedosphaerae]CL; g_ [Pedosphaerae]CL;

> Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA;
>__Flavobacteriales; f__Flavobacteriaceae; g__ Polaribacter;

> Flavobacteriales; f _Flavobacteriaceae; g Polaribacter;



bacteria; o__Alteromonadales; f __Colwelliaceae; g__ColwelliaceaeFA,

bacteria; o__Legionellales; f__Francisellaceae; g FrancisellaceaeFA;

bacteria; o__Oceanospirillales; f __Oceanospirillaceae; g__OceanospirillaceaeFA,
icteria; o__AlphaproteobacteriaCL; f _AlphaproteobacteriaCL; g AlphaproteobacteriaCL;
sillales; f__LactobacillalesOR; g__LactobacillalesOR;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g AlteromonadaceaeFA,;
>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g AlteromonadaceaeFA,;
icteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR;

> Flavobacteriales; f _FlavobacterialesOR; g FlavobacterialesOR;

bacteria; o__Alteromonadales; f __Colwelliaceae; g__ColwelliaceaeFA,

bacteria; o__Alteromonadales; f _Alteromonadaceae; g BD2-13;

ia; o__Planctomycetales; f _Planctomycetaceae; g__Planctomyces;

icteria; o__Rickettsiales; f _Rickettsiaceae; g RickettsiaceaeFA;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g AlteromonadaceaeFA,;
bacteria; o__Alteromonadales; f _Alteromonadaceae; g AlteromonadaceaeFA,;
icteria; o__Sphingomonadales; f _Sphingomonadaceae; g Sphingomonas;

> Flavobacteriales; f _Flavobacteriaceae; g Flavobacterium;

bacteria; o__Alteromonadales; f _Alteromonadaceae;

3; 0__Phycisphaerales; f __PhycisphaeralesOR; g PhycisphaeralesOR;

> Flavobacteriales; f __Cryomorphaceae; g CryomorphaceaeFA;

dbiae; o Verrucomicrobiales; f __Verrucomicrobiaceae; g Verrucomicrobium;
icteria; o__Rhodospirillales; f __Rhodospirillaceae; g RhodospirillaceaeFA,;
icteria; o__AlphaproteobacteriaCL; f _AlphaproteobacteriaCL; g AlphaproteobacteriaCL;
> Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA;

icteria; o__Rhodospirillales; f__Rhodospirillaceae; g__RhodospirillaceaeFA,;

> Flavobacteriales; f _Cryomorphaceae; g CryomorphaceaeFA;

bacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g AlteromonadaceaeFA;
bacteria; o__Alteromonadales; f__Alteromonadaceae; g__Candidatus Endobugula;
icteria; o__Sphingomonadales; f __Erythrobacteraceae; g ErythrobacteraceaeFA;
)M190CL; f__OM190CL; g__ OM190CL;

bacteria; o__Alteromonadales; f _Shewanellaceae; g Shewanella;

icteria; o__Rhizobiales; f__Rhizobiaceae; g__Mycoplana;

racteria; o___Campylobacterales; f __Campylobacteraceae; g Arcobacter;

cteria; o__PB19; f__PB190R; g_ PB190R;

bacteria; o__Oceanospirillales; f _OceanospirillalesOR; g OceanospirillalesOR;
bacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera;

>__ Flavobacteriales; f __FlavobacterialesOR; g FlavobacterialesOR;

bacteria; o__Oceanospirillales; f__Oceanospirillaceae; g__OceanospirillaceaeFA;
ta; o__Cenarchaeales; f __Cenarchaeaceae; g Nitrosopumilus;
>__Flavobacteriales; f__Flavobacteriaceae; g Tenacibaculum;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g Glaciecola;

bacteria; o__Alteromonadales; f _HTCC2188; g HTCC;

bacteria; o__Thiotrichales; f _Piscirickettsiaceae; g__PiscirickettsiaceaeFA;
>__Flavobacteriales; f__Cryomorphaceae; g__CryomorphaceaeFA;

icteria; o__Rhodospirillales; f__Rhodospirillaceae; g RhodospirillaceaeFA,;



la; o__Solirubrobacterales; f _SolirubrobacteralesOR; g__SolirubrobacteralesOR;
ia; o__ Pirellulales; f__Pirellulaceae; g__ PirellulaceaeFA,;

cteria; o__Myxococcales; f  _OM27; g OM27FA;

icteria; o__Rhodospirillales; f__Rhodospirillaceae; g RhodospirillaceaeFA,;
o__Acidimicrobiales; f TK06; g TKO6FA;

bacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera;
cteria; o__Sva0853;f SAR324; g SAR324FA;

>__ Flavobacteriales; f__Flavobacteriaceae; g Winogradskyella;

icteria; o__Sphingomonadales; f _Sphingomonadaceae; g Sphingomonas;
bacteria; o__Thiohalorhabdales; f _ThiohalorhabdalesOR; g__ThiohalorhabdalesOR;
__[Saprospirales]; f__Saprospiraceae; g SaprospiraceaeFA;

bacteria; o__Oceanospirillales; f __Halomonadaceae; g__Halomonas;

icteria; o__AlphaproteobacteriaCL; f _AlphaproteobacteriaCL; g AlphaproteobacteriaCL;
icteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g AlphaproteobacteriaCL;
;f A714017; g SGSH944;

bacteria; o Xanthomonadales; f _Xanthomonadaceae; g XanthomonadaceaeFA;
>__Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA,;

> Flavobacteriales; f _Flavobacteriaceae; g Psychroserpens;

__ChlamydiaePH; f _ChlamydiaePH; g ChlamydiaePH,;

geg27;f agg270R; g agg270R;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g HTCC2207;
__[Saprospirales]; f__Saprospiraceae; g__ SaprospiraceaeFA;

>__Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA,;
o__Acidimicrobiales; f ZA3409c; g ZA3409cFA;

icteria; o__Rickettsiales; f__Rickettsiaceae; g__RickettsiaceaeFA;

> Flavobacteriales; f _FlavobacterialesOR; g FlavobacterialesOR;

icteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR;

cteria; o__Myxococcales; f  OM27; g OM27FA,

>__Flavobacteriales; f__FlavobacterialesOR; g__FlavobacterialesOR;
1aeroplasmatales; f _Anaeroplasmataceae; g AnaeroplasmataceaeFA;
>__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter;

iteria; o__ Burkholderiales; f _Comamonadaceae; g Curvibacter;

icteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR;

bacteria; o__Alteromonadales; f _Colwelliaceae; g ColwelliaceaeFA;

geg27;f agg270R; g agg270R;

>__Flavobacteriales; f__Flavobacteriaceae; g Flavobacterium;

ta; o__Cenarchaeales; f __Cenarchaeaceae; g Nitrosopumilus;

bacteria; o__Alteromonadales; f__Colwelliaceae; g__ColwelliaceaeFA;

bacteria; o__Alteromonadales; f _Psychromonadaceae; g Psychromonas;
cteria; o__Bdellovibrionales; f__Bacteriovoracaceae; g__ BacteriovoracaceaeFA,;
icteria; o__Rickettsiales; f__RickettsialesOR; g__RickettsialesOR;

ia; o__Planctomycetales; f_Planctomycetaceae; g__Planctomyces;

icteria; o__Sphingomonadales; f _Sphingomonadaceae; g Sphingomonas;
bacteria; o__Oceanospirillales; f__OceanospirillalesOR; g__OceanospirillalesOR;
> Flavobacteriales; f _Flavobacteriaceae; g Psychroserpens;



icteria; o__Rhodobacterales; f__Rhodobacteraceae; g Phaeobacter;

cteria; o__Myxococcales; f  _OM27; g  OM27FA;

icteria; o__Rhodobacterales; f__Rhodobacteraceae; g Octadecabacter;

icteria; o__Sphingomonadales; f__Sphingomonadaceae; g__Sphingopyxis;

yacteria; o___Campylobacterales; f__Campylobacteraceae; g Arcobacter;
__ChlamydiaePH; f__ChlamydiaePH; g__ChlamydiaePH;

>__Flavobacteriales; f__Flavobacteriaceae; g FlavobacteriaceaeFA;

icteria; o__Sphingomonadales; f__Erythrobacteraceae; g ErythrobacteraceaeFA;
bacteria; o__Alteromonadales; f__Alteromonadaceae; g__ Candidatus Endobugula;
Cytophagales; f __Flammeovirgaceae; g Reichenbachiella;

icteria; o__Sphingomonadales; f__Sphingomonadaceae; g SphingomonadaceaeFA;
bacteria; o___Oceanospirillales; f _Oceanospirillaceae; g OceanospirillaceaeFA,
__[Saprospirales]; f__Saprospiraceae; g__Lewinella;

icteria; o___Rhodospirillales; f __Rhodospirillaceae; g RhodospirillaceaeFA;
bacteria; o__Alteromonadales; f OM®60; g OMG60FA;

icteria; o__Sphingomonadales; f__Sphingomonadaceae; g Novosphingobium;

> Flavobacteriales; f _Flavobacteriaceae; g FlavobacteriaceaeFA;

cteria; o__Myxococcales; f  _OM27; g OM27FA;

bacteria;

bacteria; o__Legionellales; f__Francisellaceae; g FrancisellaceaeFA;

icteria; o__AlphaproteobacteriaCL; f__AlphaproteobacteriaCL; g AlphaproteobacteriaCL;
1lamydiales; f __ChlamydialesOR; g ChlamydialesOR;

> Flavobacteriales; f __Cryomorphaceae; g__ Fluviicola;

bacteria; o__Oceanospirillales; f _Halomonadaceae; g Candidatus Portiera;
obiae; o Verrucomicrobiales; f _Verrucomicrobiaceae; g VerrucomicrobiaceaeFA;
>__Flavobacteriales; f__Flavobacteriaceae; g__Polaribacter;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g Candidatus Endobugula;
_Cytophagales; f__Flammeovirgaceae; g_ JTB248;

bacteria; o__Alteromonadales; f _Alteromonadaceae; g Glaciecola;

bacteria; o__Thiotrichales; f__Piscirickettsiaceae; g__PiscirickettsiaceaeFA;
YM190CL; f__OM190CL; g_ OM190CL;

bacteria; o__Chromatiales; f__ChromatialesOR; g__ChromatialesOR;

sillales; f__LactobacillalesOR; g__ LactobacillalesOR;

icteria; o__Rickettsiales; f__Rickettsiaceae; g__RickettsiaceaeFA;

icteria; o__Rickettsiales; f__RickettsialesOR; g__ RickettsialesOR;

ta; o__E2;f__Marine group Il; g__Marine group IIFA;

cteria; o__Myxococcales; f  OM27; g OM27FA,

icteria; o__Sphingomonadales; f_SphingomonadalesOR; g SphingomonadalesOR,;
>__ Flavobacteriales; f __FlavobacterialesOR; g FlavobacterialesOR;

bacteria; o__Alteromonadales; f__Alteromonadaceae; g__Glaciecola;

racteria; o__Campylobacterales; f __Campylobacteraceae; g Arcobacter;

bacteria; o__Vibrionales; f _Pseudoalteromonadaceae; g__Pseudoalteromonas;
dbiae; o Verrucomicrobiales; f _Verrucomicrobiaceae; g Verrucomicrobium;
bacteria; o__Oceanospirillales; f__Halomonadaceae; g__Candidatus Portiera;

ta; o__Cenarchaeales; f __Cenarchaeaceae; g Nitrosopumilus;

ia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA;

cteria; o__DeltaproteobacteriaCL; f _DeltaproteobacteriaCL; g DeltaproteobacteriaCL;



ta; o__Cenarchaeales; f__Cenarchaeaceae; g__ Nitrosopumilus;

ia; o__Planctomycetales; f _Planctomycetaceae; g Planctomyces;
>__Flavobacteriales; f__Cryomorphaceae; g__ Crocinitomix;

_Cytophagales; f__Flammeovirgaceae; g__FlammeovirgaceaeFA;

> Flavobacteriales; f__NS9; g NS9FA,

ia; o__Solirubrobacterales; f _SolirubrobacteralesOR; g__ SolirubrobacteralesOR;
ia; o__Pirellulales; f__Pirellulaceae; g__PirellulaceaeFA;

bacteria; o__Legionellales; f__LegionellalesOR; g LegionellalesOR;

3; o__Phycisphaerales; f _PhycisphaeralesOR; g__PhycisphaeralesOR;

icteria; o___Rhodospirillales; f _Rhodospirillaceae; g RhodospirillaceaeFA;
o__Acidimicrobiales; f__C111; g C111FA;

iteria; o__Burkholderiales; f _Oxalobacteraceae; g Oxalobacter;

bacteria;

bacteria; o__Alteromonadales; f _Psychromonadaceae; g PsychromonadaceaeFA,;
ta; o E2;f Marine group Il; g Marine group IIFA;
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