HE574390, 1356, uncultured bacterium

AM934651, 1484, Flavobacterium swingsii

AM230485, 1488, Flavobacterium aquatile

17. Flavobacterium OTU, 300, HBED78YK03GM1LC

21. NS5 OTU, 300, HBD78YKO3HCY7B

EU801784, 1494, uncultured bacterium

18. Flavobacterium OTU, 300, HBD78YK03GOD6G ,

EUB00750, 1484, uncultured bacterium Bacteroidetes
EF217419, 1516, Hyunsoonleella jejuensis

3. Sufflavibacter OTU, 300, HBD78YKO3FT1VI

20. Fluviicola OTU, 300, HBD78YKO3HACKI
FN668148, 1473, uncultured Flexibacter sp.
AF493694, 1483, Fluviicola taffensis
24, Sediminibacterium OTU 300, HBD78YKO03HIGOQ
—bﬂ?ﬂ 9067, 1403, uncultured bacterium
EF407879, 1458, Sediminibacterium salmoneum

4. Limnohabitans OTU, 300, HBD78YK03FVP&V
FJB12151, 1493, uncultured bacterium
FM165535, 1486, Limnohabitans planktonicus
13. Variovorax OTU, 300, HBD78YK03G9B2A
CP000267, 1531, Rhodoferax ferrireducens T118 Beta-
8. BAL58 OTU, 300, HBD78YKO3FZL43 X
FRG84779, 1494, uncultured marine bacterium Proteobacteria
DQ295805, 1480, Tepidicella xavieri
AF035054, 1416, Aquabacterium commune
6. Aquabacterium OTU, 300, HBD78YK03FYV19
1. GKS98 OTU, 300, HBD78YKO3FOVU9
AMB849426, 1487, uncultured beta protecbacterium
AJ277742, 1473, Brackiella oedipodis
23. Polynucleobacter OTU, 300, HBD78YKO3HEKE2
AM397067, 1499, Polynucleobacter necessarius
AJ550672, 1506, Polynucleobacter cosmopolitanus
FJ889619, 1501, Melitea sp. ZS5-23
HQ199599, 1429, Spongiibacter sp. CL-AS9
Zhongshania OTU, 300, HBD78YKO3FUIPG Gamma-
ABB02430, 1428, gamma proteobacterium .
22. SARB6 OTU, 300, HBD78YKO3HEECG Proteobacteria
Paraperlucidibaca OTU, 300, HBD78YK03GJ8DV
GU731671, 1460, Moraxellaceae bacterium RL-2
DQ664237, 1467, Perlucidibaca piscinae
24, SAR86 OTU, 300, HBD78YKO3HIMaV

10. Roseibacterium OTU, 300, HBD78YK03G0JOE

HQ692002, 1320, uncultured alpha proteobacterium
ABB01471, 1389, Roseibacterium elongatum

— 16. Nautella OTU, 300, HBD78YK03GI9U0 Alpha-

3.R bacter OTU, 300, HBD78YKO03FVNF6
FR683109, 1425, uncultured marine bacterium
AY442178, 1378, Thalassobius aestuarii
EU342372, 1396, Thalassobacter arenae

14. SAR11 OTU, 300, HBD78YK03GBO2L
EU800662, 1450, uncultured bacterium
{ms OTU, 300, HBD78YKO3F5TDX
FN668111, 1480, uncultured Flectobacillus sp.

r 7. Arcobacter OTU, 300, HBD78YKO3FYV7C Epsilon-

EF441899, 1404, uncultured epsilon proteobacterium Proteobacteria
HQ115595, 1402, Arcobacter defluvii
7 9. Synechococcus OTU, 300, HBD78YK03G02I|
AY224200, 1561, Synechococcus sp. MW74D3
—  — AE017126, 1465, Prochlorococcus marinus

19, HGC | OTU, 300, HBD78YK03GSLAP ) '
4'4: EUB01113, 1479, uncultured bacterium Actinobacteria
AJBB5863, 1444, Actinospica robiniae

15. Gemmata OTU 300, HBD78YK03GHMX5
'_rr— JN869000, 1525, uncultured bacterium
JNB80417, 1421, Planctomycetaceae bacterium SP2
L AMB850678, 1425, Singulisphaera acidiphila

L 12. Planctomyces OTU, 300, HBD78YKO03GBR6H
DQO015853, 1503, uncultured bacterium Flanctomycetes

11.LD29 OTU, 300, HBD78YK03G2Y2C
tm’m 29403, 1502, uncultured bacterium | Vi icrobi
X90515, 1489, Verrucomicrobium spinosum 0.05 errucomicrobla

Figure S5. Phylogenetic tree of the operational taxonomic units with high loadings in
the Principle Component Analysis. Full length 16S rRNA sequences (>1000 bp) were
used to calculate a core tree based on related environmental and reference sequences,
using maximum-likelihood analysis (PhyML). Short sequences from this study (300 bp),
were added without changing the global tree topology using the ARB parsimony tool.
Numbers indicate the link to Figure S6.
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