Table A4. OTU closest match (99%) for 16S rRNA gene sequences (prokaryotes). 
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Sequence BLAST Identity GenBank GreenGenes Identity

similarity Sequence ID

99% Uncultured Mesorhizobium sp. clone | KP182007.1 Phyllobacteriaceae (family)
S3_F08

99% Uncultured Owenweeksia sp. clone JX530590.1 Flavobacteriaceae (family)

99% Uncultured bacterium clone MAL EOI, | KR921275.1 Rhodobacteriaceae (family)
closely related (98%) to Thioclava sp.

99% Roseivirga sp. D-25 KM587636.1 Roseivirga sp.

99% Novosphingobium  panipatense  strain | KT025847.1 Novosphingbium sp.
UMTKB-4

99% Uncultured bacterium clone nbw390g07c1 | GQ096648.1 Sphingomonadaceae (family)

99% Martelella sp. YC7034 KR233160.1 Martelella sp.

99% Martelella mediterranea strain NJES-108 | KR140271.1 Rhizobiaceae (family)

99% Uncultured bacterium clone 0010Akl E2 | KF558803.1 Martelella sp.

99% Uncultured Rhodospirillales bacterium | EU361456.1 Kiloniellales (order)
clone KF130_ 10F01

99% Xanthobacter sp. LAA-2009-i49 strain 149 | FN298500.1 Xanthobacter autotrophicus

99% Uncultured bacterium clone HK34-1-10-1 | KX163485.1 Caulobacteriaceae (family)

99% Xanthobacter flavus strain LEM28 KU180350.1 Hyphomicrobaceae (family)
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Sequence 

similarity 

BLAST Identity  GenBank 

Sequence ID 

GreenGenes Identity 

99%  Uncultured  Mesorhizobium  sp.  clone 

S3_F08 

KP182007.1  Phyllobacteriaceae (family) 

99%  Uncultured Owenweeksia sp. clone  JX530590.1  Flavobacteriaceae (family) 

99%  Uncultured bacterium clone MAL_E01, 

closely related (98%) to Thioclava sp. 

KR921275.1  Rhodobacteriaceae (family)  

99%  Roseivirga sp. D-25  KM587636.1  Roseivirga sp. 

99%  Novosphingobium  panipatense  strain 

UMTKB-4 

KT025847.1  Novosphingbium sp. 

99%  Uncultured bacterium clone nbw390g07c1  GQ096648.1  Sphingomonadaceae (family) 

99%  Martelella sp. YC7034  KR233160.1  Martelella sp. 

99%  Martelella mediterranea strain NJES-108  KR140271.1  Rhizobiaceae (family) 

99%  Uncultured bacterium clone 0010Ak1_E2  KF558803.1  Martelella sp. 

99%  Uncultured  Rhodospirillales bacterium 

clone KF130_10F01 

EU361456.1  Kiloniellales (order) 

99%  Xanthobacter sp. LAA-2009-i49 strain i49  FN298500.1  Xanthobacter autotrophicus 

99%  Uncultured bacterium clone HK34-1-10-1  KX163485.1  Caulobacteriaceae (family) 

99%  Xanthobacter flavus strain LEM28  KU180350.1  Hyphomicrobaceae (family) 

Table A1: OTU identity comparison for 16S rRNA sequences between BLAST and GreenGenes database 

classifications.
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99% Jakoba libera AY117418.1 Jakoba libera

99% Tremellales sp. strain LM630 EF060914.1 Tremella indecorata
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Sequence 

similarity 

BLAST Identity  GenBank 

Sequence ID 

SILVA Identity 

99%  Jakoba libera  AY117418.1  Jakoba libera  

99%  Tremellales sp. strain LM630  EF060914.1  Tremella indecorata 

Table A2: OTU identity comparison for 16S rRNA sequences between BLAST and SILVA database 

classifications.

 

Se que nc e  

si m i l a r i t y  

BLA S T  I d e n t i t y   Ge n B a n k  

Se que nc e   I D  

Gr e e n Ge n e s   I d e n t i t y  

99%   Th i o b a c i l l u s   t h i o p a r u s   st r a i n   T H I   1 1 1   NR _ 1 1 7 8 6 4 . 1   Th i o b a c i l l u s   sp .  

98%   Th i o b a c i l l u s   t h i o p h i l u s   st r a i n   D 2 4 T N   NR _ 0 4 4 5 5 5 . 1   Th i o b a c i l l u s   sp .  

93 %   Un c l a s s i f i e d   Fl a v o b a c t e r i a l e s   ba c t e r i um  

(C l o s e l y   re l a t e d   t o   Ow e n w e e k s i a  

hongk onge ns i s   x%   s i m i l a r i t y)  

KC 2 9 5 3 8 8 . 1   Fl a v o b a c t e r i a   ( cl as s )  

99%   Br e v u n d i m o n a s   bas al t i s   st r a i n   J2 2   JX 2 3 6 6 8 1 . 1   My c o p l a n a   sp .  

99%   Ho e f l e a   sp .   S1 . 5   LN 8 9 6 4 6 7 . 2   Am i n o b a c t e r   sp .  

99%   Th i o p r o f u n d u m   h i s p i d i u m   st r a i n   G P S 6 1   NR _ 1 1 2 6 2 0 . 1   Ch r o m a t i a l e s   (fa m i l y )  

98 %   Al p h a p r o t o b a c t e r i u m   S1 C 32 B   DQ4 1 6 5 5 5 . 1   Al p h a p r o t e o b a c t e r i a   ( cl as s )  

99%   M ur i c auda  f l av e s c e ns   st r a i n   S W - 62   NR _ 0 4 2 9 0 8 . 1   Mu r i c a u d a   sp .  

9 8 %   Rh i z o b i u m   sp .   ( S t r a i n   C M 7 )   NR _ 1 1 2 6 2 0 . 1   Rh i z o b i a c e a e   (fa m i l y )  

Table A3: OTU identity comparison for 16S rRNA sequences of bioreactor samples, between BLAST and 

GreenGenes database classifications. 

	

 


