Additional Information

T-RFPred can be downloaded from http://sourcefoegéprojects/t-rfpred/files/

Experimental Procedures

T-RFLP chromatograms

To test the method, chromatogram peaks from maangles were taxonomically
identified using datasets of bacterioplankton 188A sequences from GenBank. The
origin of the DNA samples, PCR conditions and T-RFinalysis are described in
detail in Gonzélez et al. (2000). These T-RFLP ifgefwere generated using the
primers 8F-FAM (5-AGAGTTTGATCCTGGCTCAG; PE Corpaian) and 1522R
(5-AAGGAGGTGATCCANCCRCA). The restriction enzymased werdlul, Hadll
andCfol (Boehringer Mannheim). 16S rRNA sequences wereéeked from GenBank
by searching for strings as described in Hagstrbah. €2002). Since many more
sequences have been submitted since that public#tiese search limits did not
guarantee that all recovered sequences are ddroradbacterioplankton samples.
Thus, a script was written to cluster sequencels thg same GenBank source field and
those sequences were manually inspected to renmyvinat were not of marine origin.
Sequences < 1000 bp in length were also removaed Idtha total of 4926 sequences
for further analysis, hereafter referred to as'##826 dataset”. Another set of sequences
consisted of the 16S rRNA sequences > 1000 bp fnrenGlobal Ocean Sampling
Expedition Microbial Metagenome (6370 sequencesigtated the “GOS dataset”;
Rusch et al., 2007). Due to the large size of tkesasets, custom scripts were written

to facilitate the taxonomic identification of theromatogram peaks.

From these two datasets, subsets of sequenceemtegieted that would yield a

fragment peak of a certain size on the chromatogvéahin a 5-10 nucleotide window



and for a given restriction enzyme. This windowesizas chosen because of the
experimental error associated to the estimatidh@fragment size (see main text).
These subsets were then further analyzed to detertiné expected fragment sizes for
the other two restriction enzymes. Sequences wixsected sizes matched the
chromatogram peaks were finally used to providexariomic label for the peaks. The
phylogenetic placement of the sequences used ¢btlad peaks was determined using
T-RFPred, RDP Classifier (Wang et al., 2007), a agea local BLAST to the

sequences from the type strains of reference balcspecies (Yarza et al., 2008).



Supplementary TableS1. Comparison between the phylogenetic affiliations described in Gonzalez et al. (2000) and the predictions obtained by
T-RFPred. eFL: predicted fragment length (bp).

Gonzalez et al. 2000 T-RFPred prediction
Clone acc Closest hit Similarit Closest hit Similiarit
' acc. Group Y | accession| eFL y RDP Taxonomy
number (%) (%)
number number

AE245657| U75257 SAR11 96 AB193906 906 976 (F;’tc;cr)igBacterla;Proteobacterla;AIphaproteobactena;uncIaSS|f|ed_AIphapro eoba

AFE245656| U75257 SAR11 946 EUS0141 906 96.4 583:;?:Sctena;Proteobacterla;AIphaproteobactena;Rhlzob|ales;uncIaSS|f|e d Rh

AFE245655| 110935 SAR11L 93.1 AB19389 908 98.4 (F;’tc;cr)igBacterla;Proteobacterla;AIphaproteobactena;uncIaSS|f|ed_AIphapro eoba

AF245654| AF104473|  o-Proteobacteria 919 F320287 94 95.7 Root;Bacter_la;Proteobacterla;AIphaproteobactena;Rhodosplrlllales;uncla bsifie
d_Rhodospirillales.

AF245653| U75257 SAR11 95.1 FI54562 904 95.7 (F;’tc;cr)igBacterla;Proteobacterla;AIphaproteobactena;uncIaSS|f|ed_AIphapro eoba

AF245651| U70691 SAR11 99 DQY06730 907 99.1 (F;’tc;cr)igBacterla;Proteobacterla;AIphaproteobactena;uncIaSS|f|ed_AIphapro eoba

AF245650| A3227814|  o-Proteobacteria 99.3 AF08279 503 99.3 Root;Baf:terla;Proteobacterla;AIphaproteobactena;Rhodobacterales;Rhodobacl
eraceae;Hyphomonas.
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AF245649| AF141501| y-Proteobacteria | 98.9 | DQ396337 1119 98.7 Egggtgfi‘:e”a;PmteObaCte”a;GammapmteobaCte“mE"’iﬁed—Gammapmt"
AF245648| x52172 SAR1L 95.1 EF573350 189 971 (I:?t(;(r)ita;lllfiacteria;Proteobacteria;AIphaproteobacter'raaﬂsified_Alphaproteoba
AF245647| X82139 | y-Proteobacteria | 99.8 | FJ695505| 364 99.5 ti?gﬁgigfgj‘e;Z;‘;’E,i"eﬁcgzlrti:ﬁ;?nrgi?r°te°baCtem@mo”ada'es iPseuddal
AF245646| L35504 | &Protecbacteria | 89.1 | DQ396207 95 95.1 Seo;;;;Eﬁfg‘;g?r;:r"te"bme"a;De'tapmte"bade"a“ﬂ"ba‘:tera'es;NitrOSpi”
AF245645| EUS05021|  Cytophagales 97.7 | EU80502 90 97.7 Eggﬁi‘gg;ﬁg‘i‘ﬁleer;fjéte:rfcpeh;gf’°baCte”a;Spmagm”a'es;F'eXibaCtera
AF245644| AF141439| y-Proteobacteria | 91.4 | Av942761| 226 95.2 Egigii‘:ﬁg;ﬁ;f;ﬁ;‘?aﬂe”a;Gammapmte"ba“emmr’""'a'es;“”C'ass
AF245643| AF141586|  y-Proteobacteria 95.8 F1826169 60 94.0 cl?g);)(t:;tg;ai\:eria;Proteobacteria;Gammaproteobactelcihislsuified_Gammaprotv
AF245642| AF001650 SARS6 99.8 FJ545597 362 99.5 cl?g);)(t:;tg;ai\:eria;Proteobacteria;Gammaproteobactelcihislsuified_Gammaprotv
AF245641| AF001638|  a-Proteobacteria 100 AY62738 82 99.5 (I:?t(;(r)ita;LBacteria;Proteobacteria;AIphaproteobacter'raaﬂsified_Alphaproteoba
AF245640| AF001651 SARS6 99.8 EU799744 565 99.8 cl?g);)(t:;tg;ai\:eria;Proteobacteria;Gammaproteobactelcihislsuified_Gammaprotv
AF245639 D30791 +-Proteobacteria 915 F182636 18} 98.2 (I:?t(;(r)ita;lllfiacteria;Proteobacteria;AIphaproteobacter'raaﬂsified_Alphaproteoba
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AF245638| U70684 SAR11 99.8 FJ82591p 901 99.6 Root;BactenteBbacteria;unclassified_Proteobacteria.

AE245637| AJ002563 Roseobacter 100 EUS00060 60 100 Root;Baf:terla;Prgteobacterla;AIphaproteobactenad@bacterales;Rhodoba
eraceae;unclassified_Rhodobacteraceae.

AE245636| AF001650 SARS6 98.5 EU91981¢ 365 99.8 cI?t()){;)(t:;tg;’;i\;terla;Proteobacterla;Gammaproteobacteloliixsu;nﬂed_Gammaprot(

AE245635| U70680 Roseobacter 99.3 EU799989 59 99.6 Root;Baf:terla;Proteobacterla;AIphaproteobactenad@bacterales;Rhodoba
eraceae;Thalassobacter.

AE245634| U37762 Roseobacter 973 FI545602 340 99.7 Root;Baf:terla;Pr_o.teobacterla;AIphaproteobactenad@bacterales;Rhodoba
eraceae;unclassified_Rhodobacteraceae.

AE245633| AF001651 SARS6 100 EU799744 564 98.9 cI?t()){;)(t:;tg;’;i\;terla;Proteobacterla;Gammaproteobacteloliixsu;nﬂed_Gammaprot(

AE245632| AF007259 Roseobacter 99.8 EUS19141 61 99.9 Root;Baf:terla;Prgteobacterla;AIphaproteobactenad@bacterales;Rhodoba
eraceae;unclassified_Rhodobacteraceae.

AE245631| U37762 Roseobacter 96.8 FI545602 341 100 Root;Baf:terla;Pr_o.teobacterla;AIphaproteobactenad@bacterales;Rhodoba
eraceae;unclassified_Rhodobacteraceae.

AE245630| AF098495 Roseobacter 96.1 EUS05016 61 99.9 Root;Baf:terla;Prgteobacterla;AIphaproteobactenad@bacterales;Rhodoba
eraceae;unclassified_Rhodobacteraceae.

AE245629| AF001650 SARS6 99.5 FJ545594 366 99.1 cI?t()){;)(t:;tg;’;i\;terla;Proteobacterla;Gammaproteobacteloliixsu;nﬂed_Gammaprot(

AE245628| AF007259 Roseobacter 93.4 EU799430 60 99.9 Root;Bacteria;Proteobacteria;Alphaproteobacteriag®bacterales;Rhodoba

eraceae;unclassified_Rhodobacteraceae.
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AF245627| U70693 y-Proteobacteria 85.4 FJ825908 579 99.7 ied_Oceanospirillales.

AE245626| U78944 4-Proteobacteria 98.2 F3826374 34 99.6 Egg}ﬁ:sc.teria;Proteobacteria;AIphaproteobacteriiz;tﬁdiales;uncIassified_R h
AF245625| U37762 |  Roseobacter 96.6 | EU799470] 59 98.8 E&%ﬁgiﬁggg’gﬁifgf;‘ﬁféfgﬁgf‘ar’gg;‘*e‘?baCte”a‘maﬂera'es;RhOdOba
AF245624| U70687 SAR11 100 FJ82591p 901 100 Root;BacteriteBbacteria;unclassified_Proteobacteria.

AE245623| AF141447|  g-Proteobacteria 95.8 EU394547 82 94.7 (I:?t(;(r)ita;lllfiacteria;Proteobacteria;AIphaproteobacter'raaﬂsified_Alphaproteoba
AE245622| AF001650 SARS6 100 DQ39555( 366 100 cl?g);)(t:;tg;ai\:eria;Proteobacteria;Gammaproteobactelcihislsuified_Gammaprotv
AF245621| U37762 |  Roseobacter 97 FM958453| 341 99.5 E&%ﬁgﬁgggﬁifé’_bsaféf@ggf‘apcrg;?ba‘:te”adma‘:tera'es;RhOdOba
AE245620] U70684 SAR11 100 EUS0490B 907 98.9 (I:?t(;(r)ita;lllfiacteria;Proteobacteria;AIphaproteobacter'raaﬂsified_Alphaproteoba
AE245619| U78944 4-Proteobacteria 99.7 EU7999719 50¢ 99.7 (I:?t(;(r)ita;LBacteria;Proteobacteria;AIphaproteobacter'raaﬂsified_Alphaproteoba
AF245618| AF141574 Cyanobacteria 100 AJ28978p 6671 99.7 Root;BacteyaBGbacteria;Cyanobacteria;Family 11;Gplla.

AE245617| U70680 Roseobacter 100 FI826118 60 99.8 Root;Bacteria;Proteobacteria;Alphaproteobacteriag®bacterales;Rhodoba

TJ
~+

eraceae;Thalassobacter.
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Root;Bacteria;Proteobacteria;Alphaproteobacteriag®bacterales;Rhodoba

AF245615| AF007259 Roseobacter 94.8 DQ395864 61 97.9 ) o
eraceae;unclassified_Rhodobacteraceae.
AE245614| AF098495 Roseobacter 95.9 EUS05243 61 99.7 Root;Bacteria;Proteobacteria;Alphaproteobacteriag®bacterales;Rhodoba

T

eraceae;unclassified_Rhodobacteraceae.




Supplementary TableS2. Comparison between the phylogenetic affiliations described in Pinhassi et al. (2005) and the predictions obtained by T-
RFPred. eFL: predicted fragment length (bp).

Pinhassi et al. 2005

T-RFPred prediction

Clone Closest hit Identit Closest hit Identit
accession accession Group y accession eFL y RDP Taxonomy
(%) (%)

number number number

AY904518 AY386339 | y-Proteobacterid ~ 93.4 EF379800 355 94.2 Root;Bacterlg;Proteobactena;Gammaproteobactena;unclassmed_Gamma
proteobacteria.

AY904517 788589 | y-Proteobacterid  99.1 F3745164 367 98.7 Root;Bacterlf_zl;Proteobactena;Gammaproteobactena;unclassmed_Gamma
proteobacteria.

AY904516 AJ627987 | o-Proteobacteri 90.6 FI745066 62 98.0 Root;Bac_terla;Proteobactena;AIphaproteobacterla;uncIaSS|f|ed_AIphaprot
eobacteria.

AY904515 AF141586 | y-Proteobacteriq ~ 96.4 EU919816 61 976 Root;Bacterlg;Proteobactena;Gammaproteobactena;unclassmed_Gamma
proteobacteria.

. Root;Bacteria;Proteobacteria;Gammaproteobacteria;Alteromonadalgs;Inc

AY904514 AY568820 | y-Proteobacterig  93.7 FJ545459 206 94.6 ertae sedis 7:unclassified_Incertae sedis 7.

AY904513 AY580445 | -Proteobacterid 99.6 F3745263 61 99.9 Root;Bacterla;.Proteobaqtena;AIphaproteobacterla;Rhodobacterales Rhod
obacteraceae;Roseovarius.

AY904512 AY033298 | o-Proteobacteriz 99.1 EUS04360 82 99.5 Root;Baqterla;Proteobactena;AIphaproteobacterla;uncIaSS|f|ed_AIphaprot
eobacteria.

AY904511 AY580433 Planctomycetd 93.2 EU61788 147 93_BRoot,Bacterla.,Plancto_mycetes,Planctomycetama,Planctomycetales, lanct
omycetaceae;unclassified_Planctomycetaceae.




AY904510 AY172836 Cyanobacteria 99.5 FM99518 67( 9.59 | Root;Bacteria;Cyanobacteria;Cyanobacteria;Ralibplia.

AY904509 788582 | o-Proteobacteriz 99.6 F3745263 61 99.6 Root;BacterlaiProteobaqtena;AIphaproteobactenadbltnacterales;Rhod
obacteraceae;Roseovarius.

AY904508 AY038531 | u-Proteobacterid 971 F3203089 61 99.7 Root;BacterlaiProteob_a_ctena;AIphaproteobactenadbltnacterales;Rhod
obacteraceae;unclassified_Rhodobacteraceae.

AY904507 AY344412 | Planctomycetes 88.2 EF57512 61 989 Root;Bacterla.;Plancto.mycetes;Planctomycetama;manyu:etales;Planc
omycetaceae;unclassified_Planctomycetaceae.

AY904506 AF473915 | o-Proteobacteriz 979 F3202463 61 974 Root;BacterlaiPr(_)te_obactena;AIphaproteobactenadbltnacterales;Rhod
obacteraceae;Shimia.

AY904505 AY038415 Unknown 89.3 FJ425635 91 93.6 tHRaxteria;Proteobacteria;unclassified _Proteobicter

AY904504 AY580815 Unknown 96.5 FM165252 203 89.5 Root;-Bactlerla;Proteobacter|a;AIphaproteobactena;tﬁ{hales;unclassme
d_Rhizobiales.

AY904503 AY136124 | 4-Proteobacterid 98.7 F3403092 61 99.2 Root;BacterlaiProteobac;ena;AIphaproteobactenadbltnacterales;Rhod
obacteraceae;Thalassobius.

AY904502 AY345413 | 4-Proteobacterid 96.8 F3202229 61 98.0 Root;BacterlaiProteob_a_ctena;AIphaproteobactenadbltnacterales;Rhod
obacteraceae;unclassified_Rhodobacteraceae.

AY904501 AY125371 Cyanobacteria 99.4 FJ93784 66 9.89 | Root;Bacteria;Cyanobacteria;Cyanobacteria;Ralibplla.

: Root;Bacteria;Proteobacteria;GammaproteobactectgssifiedGamm3
AY904500 788589 | y-Proteobacterig  99.2 FJ745164 367 99.0 proteobacteria,
AY904499 AY697876 | 4-Proteobacterid 100 FJ825896 901 100 Root;Bacteria;Proteobacteria;Alphaproteobacteridassified Alphapro

eobacteria.




Root;Bacteria;Proteobacteria;Alphaproteobacteridassified_Alphapro

AY904498 U13159 | a-Proteobacteris 99.5 EU804543 907 100 :
eobacteria.

AY904497 AY125371 Cyanobacterig 99.6 FM99518 67( 9.89 | Root;Bacteria;Cyanobacteria;Cyanobacteria;RatGplla.

: Root;Bacteria;Proteobacteria;Gammaproteocbacterea@uspirillales;Ald

AY904496 788579 | y-Proteobacterig 98.5 EF575314 61 99.4 anivoraceae:Alcanivorax.

AY904495 AJ002565 | a-Proteobacteria 99.8 AB294940 61 95.3 Root;Bacterla;'Proteob.a.ctena;AIphaproteobactenad@lbacterales;Rhod
obacteraceae;unclassified_Rhodobacteraceae.

AY904494 AY038571 | u-Proteobacterid 99.8 EUS05016 61 99.9 Root;BacterlaiProteob_a_ctena;AIphaproteobactenadbltnacterales;Rhod
obacteraceae;unclassified_Rhodobacteraceae.

AY904493 AY580483 | 4-Proteobacterid 99.3 EUS04746 907 99.8 Root;Bac_terla;Proteobactena;AIphaproteobacterlaaﬂmﬁed_AIphapro
eobacteria.

AY904492 AY580474 | o-Proteobacteriz 99.8 EUS04807 907 100 Root;Bac_terla;Proteobacterla;AIphaproteobacterraaﬂmfled_Alphapro
eobacteria.

AY904491 AY033296 Actinobacteria 100 FJ826507 39 0 10 | Root;Bacteria;unclassified_Bacteria.

AY904490 AY580445 | 4-Proteobacterid 99.4 F3745263 61 99.8 Root;BacterlaiProteobaqtena;AIphaproteobactenadbltnacterales;Rhod
obacteraceae;Roseovarius.

AY904489 AY125371 Cyanobacteria 99.6 FM99518 67( 9.89 | Root;Bacteria;Cyanobacteria;Cyanobacteria;Ralibplia.

AY904488 AY499416 | 4-Proteobacterid 99.6 EUS02885 907 100 Root;Bac_terla;Proteobactena;AIphaproteobacterlaaﬂmﬁed_AIphapro
eobacteria.

AY904487 AY193157 | y-Proteobacterid ~ 91.8 EM242293 366 90.9 Root;Bacteria;Proteobacteria,Gammaproteobactereg@uspirillales;un¢

lassified_Oceanospirillales.
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Root;Bacteria;Proteobacteria;Alphaproteobacterigdthales;unclassifig

AY904486 AF268220 | y-Proteobacterid 98.9 EU394545 908 99.6 d_Rhizobiales.

AY904485 | AY033299 | a-Protecbacterid ~ 97.1 EU804104 907 99.4 sgggggﬁfia;PrOteObaCte“a;A'phapmteobaCtermmified—A'phapro
AY904484 | AY093481 | a-Protecbacterid ~ 98.8 EU805335 907 99.4 sgggggﬁfia;PrOteObaCte“a;A'phapmteobaCtermmified—A'phapro
AY904483 AY172836 Cyanobacteria 99.2 FM99518 67( 9.89 | Root;Bacteria;Cyanobacteria;Cyanobacteria;Ralibplia.

AY904482 AY172836 Cyanobacterig 99.6 FM99518 67( 00 1 | Root;Bacteria;Cyanobacteria;Cyanobacteria;FahiBplia.

AY904481 | AY664120 | 5-Proteobacteriq 97.9 FJ155032 91 99.0 El‘)’;’é;tgﬁge”a;PrOteObaCte“a;De'taprOte"baCtermiﬁed—De'taprOt‘
AY573531 U62913 Bacteroidetes 94.4 EU28724 96 goanoot;Bacteria;Bacteroidetes;FIavobacteria;FIavcéﬁaiEs;Flavobacterial

ceae;Algibacter.
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Supplementary TableS3. Comparison between the phylogenetic affiliations described in Mou et al. (2005) and the predictions obtained by T-
RFPred. eFL: predicted fragment length (bp).

Mou et al. 2005

T-RFPred prediction

Clone Closest hit Identit Closest hit Identit
accession | accession Group Y | accession| eFL y RDP Taxonomy
(%) (%)
number number number
AY476805 | AF546929| p-Proteobacteria 96 EU104172 204 100 R'oot;B.acterla;Proteobacterla;Betaproteobactena;Burkholdenales;Comamonadace
e;Curvibacter.
Av476804 | AY609198 Rhodoferax 97 EF632894 206 99.0 R-oot;Bacterla;Proteobacterla;Betaproteobactena;Burkholdenales;Comamonadace
e;Rhodoferax.
AY476802 | AY580466 Roseobacter 99 F3203648 61 98.4 Roo.t;Bacterl_a};Proteobacterla;AIphaproteobactena;Rhodobacterales;Rhodobactera
eae;unclassified_Rhodobacteraceae.
AY476801 | AY580764| y-Proteobacteria 93 EF379837 231 93.0 (I:?t(;(r)ite;‘Bacterla;Proteobacterla;Gammaproteobacterla;uncIaSS|f|ed_Gammaprateobz
Av476800 | AF477832 Bacteroidetes 99 EF471578 o 99 ﬁoot;Bgc_tena;Ba<_:ter0|detes;Sph|ngobacterla;Sphlngobacterlales;FIeX|bacteraceae
unclassified_Flexibacteraceae.
AY476799 | AY580722 Bacteroidetes 99 EF471508 o8 99_é?oot;Ba}c;tena;Bac_:termdetes;Sph|ngobactena;Sphlngobacterlales;FIeX|bacteraceae
unclassified_Flexibacteraceae.
: Root;Bacteria;Proteobacteria;Gammaproteobacteria;Alteromonadales;Pseudoaltel
AY476795| AJ784130| y-Proteobacteria 94 FJ154988 370 97.2 omonadaceae:Pseudoalteromonas.
Av476794 | AJ391181 Roseobacter 97 FI869045 513 100 Roo.t;Bacterl_a!;Proteobacterla;AIphaproteobactena;Rhodobacterales;Rhodobactera
eae;unclassified_Rhodobacteraceae.
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Root;Bacteria;Proteobacteria;Gammaproteobactetiergonadales;Pseudoaltér

€,

€,

ac

ac

ac

AY476785| AY461670| y-Proteobacteria 99 FJ154989 373 99.1 omonadaceae:Pseudoalteromonas.
. Root;Bacteria;Proteobacteria;Gammaproteobactetirdionadales;Pseudoalte
AY476784 | AF227238| vy-Proteobacteria 92 FJ457244 373 99.8 omonadaceae:Pseudoalteromonas.
. Root;Bacteria;Proteobacteria;Gammaproteobactetirdionadales;Pseudoalte
AY476781 | AY461670| vy-Proteobacteria 98 FJ876419 373 98.1 omonadaceae:Pseudoalteromonas.
: Root;Bacteria;Proteobacteria;Gammaproteobactetierdihonadales;Pseudoaltér
AY476780 | AY461670| y-Proteobacteria 99 FJ876419 371 99.1 omonadaceae:Pseudoalteromonas.
AY476779 | AY580722 Bacteroidetes 99 EF471508 o1 99_4Root;Bac_tena;Ba<_:ter0|detes;Sphmgobacterla;Sphuagmnales;FIeX|bacteracee
unclassified_Flexibacteraceae.
. Root;Bacteria;Proteobacteria;Gammaproteobactetirdionadales;Colwelliace
AY476778 | AY580367| y-Proteobacteria 95 EU487984 324 98.1 ae:Thalassomonas.
: Root;Bacteria;Proteobacteria;Gammaproteobactetirdionadales;Pseudoalter
AY476776 | AY461670| y-Proteobacteria 99 FJ876419 372 99.1 omonadaceae:Pseudoalteromonas.
AY476775 | AY580722 Bacteroidetes 99 EF471508 o1 99_4Root;Bac_tena;Ba<_:ter0|detes;Sphmgobacterla;Sphuagmnales;FIeX|bacteracee
unclassified_Flexibacteraceae.
AY476774 288582 Roseobacter 98 F3745263 61 99.3 Roo.t;Bactena;_Proteobacterla;AIphaproteobactenad@bacterales;Rhodobacte
eae;Roseovarius.
Av476771 | Avs80445 Roseobacter 99 F3745263 61 100 Roo.t;Bacterla;_Proteobacterla;AIphaproteobactenad@bacterales;Rhodobacte
eae;Roseovarius.
AY476770 | AY580445 Roseobacter 99 F3745263 61 98.8 Roo.t;Bactena;_Proteobacterla;AIphaproteobactenad@bacterales;Rhodobacte
eae;Roseovarius.
AY476769 288582 Roseobacter 99 F3745263 61 99.3 Root;Bacteria;Proteobacteria;Alphaproteobacteriagd®bacterales;Rhodobacte

eae;Roseovarius.

ac
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: Root;Bacteria;Proteobacteria;Gammaproteobactetiergonadales;Pseudoaltér

AY476767 | AY461670| y-Proteobacteria 99 FJ154989 372 99.1 omonadaceae:Pseudoalteromonas.

AY476763 288582 Roseobacter 99 F3745263 61 99.5 Roo.t;Bactena;_Proteobacterla;AIphaproteobactenad@bacterales;Rhodobacte
eae;Roseovarius.

AY476751 | AY033296 Actinobacteria 96 EUB00288 39 299. | Root;Bacteria;unclassified_Bacteria.

AY476750 | AF546929| p-Proteobacteria 95 EU104172 204 99.8 R.oot;B.acterla;Proteobacterla;Betaproteobacterléglmldenales;Comamonadac
e;Curvibacter.

Av476741 | Av345438 Roseobacter 98 EF574092 341 99.1 Roo.t;Bactena;Proteobacterla;AIphaproteobactenad@bacterales;Rhodobacte
eae;Loktanella.

AY476740 | Av159887 Sulfitobacter 99 FJ826092 60 99.6 Roo.t;Ba_ctena;Proteobacterla;AIphaproteobactenad@bacterales;Rhodobacte
eae;Sulfitobacter.

Av476739 | AY580445 Roseobacter 100 F1745263 61 100 Roo.t;Bacterla;_Proteobacterla;AIphaproteobactenad@bacterales;Rhodobacte
eae;Roseovarius.

AY476738 | AF053734| y-Proteobacteria 93 EF379837 213 96.6 (Iic;cr)igBacterla;Proteobacterla;Gammaproteobactenlﬁsmfled_Gammaproteob

AF547425 | AF468380 Sulfitobacter 97 FJ826092 58 98.9 Roo.t;Ba_ctena;Proteobacterla;AIphaproteobactenad@bacterales;Rhodobacte
eae;Sulfitobacter.

AF547424 | AF468380 Sulfitobacter 97 FJ826092 61 96.9 Roo.t;Bapterla;Proteobacterla;AIphaproteobactenad@bacterales;Rhodobacte
eae;Sulfitobacter.

AF547422 | AY580666 Bacteroidetes 96 F3745252 ok 9 §oc_)t_;Bactena;Bacter0|detes;Flavobacterla;Flavcmmites;Cryomorphaceae;un
assified_Cryomorphaceae.

AF547421 | AB113609 p-Proteobacteria 93 DQ4501d9 204 944 R.oot;Bact_e_na;Proteobacterla;Betaproteobactenés;lmlder|ales;Comamonadac
e;unclassified_Comamonadaceae.

14



ac

ac

)

ac

ac

ac

AF547415 | Av345438 Roseobacter 99 EF574092 341 99.8 Roo.t;Bacterla;Proteobacterla;AIphaproteobactenad@bacterales;Rhodobacte
eae;Loktanella.

AF547414 | AJa59874]  o-Proteobacteria 95 DQ493433 330 99.2 Ro.ot;Bacte_r!a;Proteobacterla;AIphaproteobacterlal;mmcteraIes;Caqubactera
ae;unclassified_Caulobacteraceae.

AF547413 | Aya24898 Oceanicola 97 FJ869046 341 99.8 Roo.t;Bacten_a};Proteobacterla;AIphaproteobactenad@bacterales;Rhodobacte
eae;unclassified_Rhodobacteraceae.

AE547409 | AY5806641 Bacteroidetes 94 F37452652 9 95 é?oqt.;Bacterla;Bactermdetes;Flavobacterla;FIaV(maii'es;Cryomorphaceae;un
assified_Cryomorphaceae.

AF547408 | AY580726 Bacteroidetes 92 AM2791j96 101 93.1 Root;Bacteria;Bacteroidetes;unclassifiett®oidetes.

AF547407 | AY345438 Roseobacter 98 EF574092 341 99.3 Roo.t;Bactena;Proteobacterla;AIphaproteobactenad@bacterales;Rhodobacte
eae;Loktanella.

AF547406 | Av038571 Roseobacter 97 DQ234154 61 99 5 Roo.t;Bacter!g;Proteobacterla;AIphaproteobactenad@bacterales;Rhodobacte
eae;unclassified_Rhodobacteraceae.

AF547405 | AB114429 Roseobacter 97 AB114422 341 978 Roo.t;Bactena;_Proteobacterla;AIphaproteobactenad@bacterales;Rhodobacte
eae;Roseovarius.

AF547399 | AY580445 Roseobacter 99 F3745263 61 98.9 Roo.t;Bactena;_Proteobacterla;AIphaproteobactenad@bacterales;Rhodobacte
eae;Roseovarius.

ac
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