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lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS
Results

Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water45_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1279
Nucleotide Composition 307 A - 249 T - 303 C - 420 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1273) is =99.5% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_maritypicum T AM181506']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_maritypicum T AM181506 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_maritypicum T AM181506 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_maritypicum T AM181506 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may
correspond to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session

"Microbacterium sp." t KF682192 
"Microbacterium sp." t KF682195 

Microbacterium thalassium T AM181507 
Microbacterium thalassium T AB004713 

Microbacterium yannicii T FN547412 
Microbacterium insulae T EU239498 

Microbacterium resistens T Y14699 
Microbacterium arabinogalactanolyticum T Y17228 

Microbacterium esteraromaticum T Y17231 
"Microbacterium nematophilum" t AF319539 

Microbacterium azadirachtae T EU912487 
Microbacterium keratanolyticum T AB004717 

Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium hatanonis T AB274908 
Microbacterium saccharophilum T AB736273 

"Microbacterium pyrexiae" t DQ673323 
Microbacterium fluvii T AB286028 

Microbacterium aoyamense T AB234028 
Microbacterium aurum T Y17229 

Microbacterium lacus T AB286030 
Microbacterium pygmaeum T AB248875 

Microbacterium terricola T AB234025 
Microbacterium lacticum T X77441 

Microbacterium schleiferi T AB004723 
Microbacterium schleiferi T Y17237 

Microbacterium flavum T AB286029 
Microbacterium oleivorans T AJ698725 

Microbacterium profundi T EF623999 
Microbacterium murale T HE585693 

Microbacterium ginsengiterrae T EU873314 
Microbacterium aerolatum T AJ309929 

Microbacterium hydrocarbonoxydans T AJ698726 
"Microbacterium shrimpcida" t DQ377339 

Microbacterium foliorum T AJ249780 
Microbacterium phyllosphaerae T AJ277840 

Microbacterium natoriense T AY566291 
Microbacterium paraoxydans T AJ491806 

Microbacterium luteolum T AB004718 
Microbacterium luteolum T Y17235 

Microbacterium saperdae T AB004719 
Microbacterium saperdae T Y17236 

Microbacterium maritypicum T AJ853910 
.Microbacterium oxydans T Y17227 

.Microbacterium liquefaciens T X77444 
QRY_water45_16S
.Microbacterium maritypicum T AM181506 

Microbacterium testaceum T X77445 
Microbacterium lemovicicum T JN243353 

"Microbacterium sp." t EU143357 
Microbacterium neimengense T JN408293 
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Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS
Results

Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water46_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1280
Nucleotide Composition 317 A - 245 T - 305 C - 413 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1280) is =100.% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_lacticum T X77441']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_lacticum T X77441 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_lacticum T X77441 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_lacticum T X77441 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond
to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

.Microbacterium flavum T AB286029 
Microbacterium schleiferi T AB004723 

.Microbacterium schleiferi T Y17237 
"Microbacterium sp." t EU417656 

QRY_water46_16S
.Microbacterium lacticum T X77441 

Microbacterium awajiense T AB286027 
Microbacterium koreense T AY962574 

Microbacterium aurum T Y17229 
Microbacterium invictum T AM949677 

Microbacterium lacus T AB286030 
Microbacterium aoyamense T AB234028 

Microbacterium pumilum T KJ009453 
Microbacterium saccharophilum T AB736273 

Microbacterium pumilum T AB234027 
Microbacterium fluvii T AB286028 

Microbacterium deminutum T AB234026 
Microbacterium pygmaeum T AB248875 

Microbacterium terregens T AB004721 
Microbacterium terricola T AB234025 

"Microbacterium pyrexiae" t DQ673323 
Microbacterium mitrae T GQ351351 

Microbacterium hominis T AM181504 
Microbacterium thalassium T AM181507 

Microbacterium chocolatum T AM181503 
Microbacterium laevaniformans T Y17234 

Microbacterium dextranolyticum T Y17230 
Microbacterium flavescens T AB004716 

Microbacterium oleivorans T AJ698725 
Microbacterium hydrocarbonoxydans T AJ698726 

Microbacterium profundi T EF623999 
Microbacterium murale T HE585693 

Microbacterium foliorum T AJ249780 
Microbacterium phyllosphaerae T AJ277840 

"Microbacterium shrimpcida" t DQ377339 
Microbacterium natoriense T AY566291 

Microbacterium azadirachtae T EU912487 
Microbacterium ginsengiterrae T EU873314 

Microbacterium aerolatum T AJ309929 
Microbacterium keratanolyticum T AB004717 

Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium luteolum T Y17235 
Microbacterium saperdae T Y17236 

Microbacterium liquefaciens T X77444 
Microbacterium maritypicum T AJ853910 

Microbacterium maritypicum T AM181506 
Microbacterium oxydans T Y17227 

Microbacterium paraoxydans T AJ491806 
Microbacterium resistens T Y14699 

Microbacterium testaceum T X77445 
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RESULTS
Results

Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water47_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1267
Nucleotide Composition 300 A - 253 T - 298 C - 416 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1267) is =100.% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_hydrothermale T HM222660', 'Microbacterium_takaoensis ? T AB201047']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_takaoensis ? T AB201047 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest TS sequence is: Microbacterium_trichothecenolyticum T Y17240 AND is NOT in the proximal cluster
The closest sequence has not the same species name as the closest TS
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_takaoensis ? T AB201047 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may
correspond to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Microbacterium paraoxydans T AJ491806 
Microbacterium ginsengiterrae T EU873314 

Microbacterium natoriense T AY566291 
Microbacterium phyllosphaerae T AJ277840 
Microbacterium hydrocarbonoxydans T AJ698726 

Microbacterium oleivorans T AJ698725 
Microbacterium testaceum T X77445 

Microbacterium lemovicicum T JN243353 
"Microbacterium sp." t EU143357 

Microbacterium binotii T EF567306 
Microbacterium neimengense T JN408293 

Microbacterium azadirachtae T EU912487 
"Microbacterium nematophilum" t AF319539 

Microbacterium resistens T Y14699 
Microbacterium arabinogalactanolyticum T Y17228 

Microbacterium suwonense T GQ246683 
Microbacterium esteraromaticum T Y17231 

Microbacterium jejuense T JX997974 
Microbacterium kyungheense T JX997973 

Microbacterium thalassium T AM181507 
Microbacterium thalassium T AB004713 

"Microbacterium sp." t KF682192 
"Microbacterium sp." t KF682195 

Microbacterium chocolatum T AB004725 
Microbacterium chocolatum T AM181503 

Microbacterium aurantiacum T AB004726 
Microbacterium kitamiense T AB013907 
Microbacterium kitamiense T AM181505 

Microbacterium aurantiacum T AM182159 
Microbacterium aurantiacum T EU863415 

Microbacterium fluvii T AB286028 
"Microbacterium pyrexiae" t DQ673323 

Microbacterium flavescens T AB004716 
Microbacterium dextranolyticum T Y17230 

Microbacterium insulae T EU239498 
Microbacterium yannicii T FN547412 

Microbacterium arthrosphaerae T FN870023 
Microbacterium marinum T HQ622524 

Microbacterium xylanilyticum T AJ853908 
Microbacterium mitrae T GQ351351 

Microbacterium hominis T AB004727 
.Microbacterium hominis T AM181504 

Microbacterium flavescens T Y17232 
Microbacterium terrae T Y17238 

Microbacterium ketosireducens T AB004724 
Microbacterium terrae T AB004720 

."Microbacterium takaoensis" t AB201047 
Microbacterium trichothecenolyticum T AB004722 

.Microbacterium trichothecenolyticum T Y17240 
QRY_water47_16S

Microbacterium hydrothermale T HM222660 
0.5Quick Bioinformatic Phylogeny of Prokaryotes and Seaview
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water48_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1233
Nucleotide Composition 292 A - 245 T - 295 C - 401 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1233) is =100.% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Proteobacteria-Alphaproteobacteria-Rhizobiales-Methylobacteriaceae-Methylobacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Methylobacterium_thiocyanatum T AB175646', 'Methylobacterium_thiocyanatum T U58018', 'Methylobacterium_rhodesianum T AB175643',
'Methylobacterium_rhodesianum T AB175642']

ANALYSIS OF PATRISTIC DISTANCES
Methylobacterium_thiocyanatum T AB175646 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Methylobacterium_thiocyanatum T AB175646 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Methylobacterium_thiocyanatum T AB175646 is in the 75th percentile of the Methylobacterium genus inter-species patristic distances : the sequence may
correspond to a member of this genus
The closest sequence based on patristic distances (Methylobacterium_thiocyanatum T AB175646) is NOT the FIRST BLAST hit.

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Methylobacterium variabile T AJ851087 
Methylobacterium variabile T AB302931 

Methylobacterium platani T EF426729 
Methylobacterium tarhaniae T JQ864432 

Methylobacterium aquaticum T AB252197 
Methylobacterium aquaticum T AJ635303 

Methylobacterium rhodinum T AB175644 
Methylobacterium rhodinum T D32229 

Methylobacterium salsuginis T EF015478 
Methylobacterium suomiense T AB175645 

Methylobacterium suomiense T AY009404 
Methylobacterium aminovorans T AJ851086 

Methylobacterium aminovorans T AB175629 
Methylobacterium extorquens T D32224 

Methylobacterium zatmanii T AB175647 
Methylobacterium extorquens T AB175633 
Methylobacterium extorquens T AB175631 
Methylobacterium extorquens T AB175632 
Methylobacterium extorquens T AB175630 
Methylobacterium rhodesianum T AB175643 
Methylobacterium rhodesianum T AB175642 

Methylobacterium podarium T AB302930 
Methylobacterium podarium T AF514774 

Methylobacterium rhodesianum T AY009403 
Methylobacterium rhodesianum T AB175635 

QRY_water48_16S
Methylobacterium thiocyanatum T AB175646 

Methylobacterium thiocyanatum T U58018 
.Methylobacterium populi T CP001029/1 
.Methylobacterium populi T CP001029/2 
.Methylobacterium populi T AY251818 

Methylobacterium komagatae T AB252201 
Methylobacterium trifolii T FR847848 

Methylobacterium dankookense T FJ155589 
Methylobacterium oxalidis T AB607860 

Methylobacterium jeotgali T DQ471331 
Methylobacterium cerastii T FR733885 

Methylobacterium marchantiae T FJ157976 
Methylobacterium adhaesivum T AM040156 

Methylobacterium adhaesivum T AB302928 
Methylobacterium iners T EF174497 

Methylobacterium gossipiicola T EU912445 
Methylobacterium goesingense T AY364020 

Methylobacterium bullatum T FJ268657 
Methylobacterium brachythecii T AB703239 

Methylobacterium gnaphalii T AB627071 
Methylobacterium thuringiense T FR847847 
Methylobacterium haplocladii T AB698691 

Methylobacterium organophilum T AB175639 
Methylobacterium organophilum T D32226 
Methylobacterium organophilum T AB175638 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water49_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1269
Nucleotide Composition 312 A - 243 T - 305 C - 409 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1267) is =99.8% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_lacticum T X77441']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_lacticum T X77441 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_lacticum T X77441 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_lacticum T X77441 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond
to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Microbacterium testaceum T X77445 
Microbacterium oleivorans T AJ698725 

Microbacterium lacticum T D21343 
.Microbacterium flavum T AB286029 

Microbacterium aoyamense T AB234028 
Microbacterium pygmaeum T AB248875 

Microbacterium terricola T AB234025 
Microbacterium terregens T AB004721 

Microbacterium aurum T Y17229 
Microbacterium invictum T AM949677 

Microbacterium lacus T AB286030 
Microbacterium koreense T AY962574 

Microbacterium schleiferi T AB004723 
.Microbacterium schleiferi T Y17237 

"Microbacterium sp." t EU417656 
QRY_water49_16S

.Microbacterium lacticum T X77441 
Microbacterium awajiense T AB286027 

Microbacterium saccharophilum T AB736273 
Microbacterium deminutum T AB234026 

Microbacterium pumilum T AB234027 
Microbacterium pumilum T KJ009453 

Microbacterium fluvii T AB286028 
Microbacterium keratanolyticum T AB004717 

Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium murale T HE585693 
Microbacterium hydrocarbonoxydans T AJ698726 

Microbacterium foliorum T AJ249780 
Microbacterium natoriense T AY566291 

Microbacterium azadirachtae T EU912487 
Microbacterium ginsengiterrae T EU873314 

Microbacterium aerolatum T AJ309929 
Microbacterium phyllosphaerae T AJ277840 

"Microbacterium shrimpcida" t DQ377339 
Microbacterium paraoxydans T AJ491806 

Microbacterium luteolum T Y17235 
Microbacterium saperdae T Y17236 

Microbacterium maritypicum T AJ853910 
Microbacterium oxydans T Y17227 

Microbacterium maritypicum T AM181506 
Microbacterium liquefaciens T X77444 

Microbacterium resistens T Y14699 
Microbacterium thalassium T AM181507 

Microbacterium chocolatum T AM181503 
Microbacterium flavescens T AB004716 
Microbacterium dextranolyticum T Y17230 

Microbacterium mitrae T GQ351351 
Microbacterium hominis T AM181504 

Microbacterium laevaniformans T Y17234 
"Microbacterium pyrexiae" t DQ673323 

0.5Quick Bioinformatic Phylogeny of Prokaryotes and Seaview
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water50_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1281
Nucleotide Composition 316 A - 245 T - 306 C - 414 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1281) is =100.% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_lacticum T X77441']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_lacticum T X77441 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_lacticum T X77441 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_lacticum T X77441 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond
to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Microbacterium testaceum T X77445 
Microbacterium oleivorans T AJ698725 

Microbacterium lacticum T D21343 
.Microbacterium flavum T AB286029 

Microbacterium aoyamense T AB234028 
Microbacterium pygmaeum T AB248875 

Microbacterium terricola T AB234025 
Microbacterium terregens T AB004721 

Microbacterium aurum T Y17229 
Microbacterium invictum T AM949677 

Microbacterium lacus T AB286030 
Microbacterium koreense T AY962574 

Microbacterium schleiferi T AB004723 
.Microbacterium schleiferi T Y17237 

"Microbacterium sp." t EU417656 
QRY_water50_16S
.Microbacterium lacticum T X77441 

Microbacterium awajiense T AB286027 
Microbacterium saccharophilum T AB736273 

Microbacterium deminutum T AB234026 
Microbacterium pumilum T AB234027 

Microbacterium pumilum T KJ009453 
Microbacterium fluvii T AB286028 

Microbacterium keratanolyticum T AB004717 
Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium murale T HE585693 
Microbacterium hydrocarbonoxydans T AJ698726 

Microbacterium foliorum T AJ249780 
Microbacterium natoriense T AY566291 

Microbacterium azadirachtae T EU912487 
Microbacterium ginsengiterrae T EU873314 

Microbacterium aerolatum T AJ309929 
Microbacterium phyllosphaerae T AJ277840 

"Microbacterium shrimpcida" t DQ377339 
Microbacterium paraoxydans T AJ491806 

Microbacterium luteolum T Y17235 
Microbacterium saperdae T Y17236 

Microbacterium liquefaciens T X77444 
Microbacterium maritypicum T AJ853910 

Microbacterium maritypicum T AM181506 
Microbacterium oxydans T Y17227 

Microbacterium resistens T Y14699 
Microbacterium thalassium T AM181507 

Microbacterium chocolatum T AM181503 
Microbacterium flavescens T AB004716 
Microbacterium dextranolyticum T Y17230 

Microbacterium mitrae T GQ351351 
Microbacterium hominis T AM181504 

Microbacterium laevaniformans T Y17234 
"Microbacterium pyrexiae" t DQ673323 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water51_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1281
Nucleotide Composition 338 A - 284 T - 269 C - 390 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.51     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1279) is =99.8% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Proteobacteria-Gammaproteobacteria-Pseudomonadales-Moraxellaceae
More than one genus in the extracted sequences. An outgroup will be present in the tree.

Phylogenetic tree analysis
Proximal Cluster ['Moraxella_pluranimalium T AM884564', 'Moraxella_lincolnii T FR822735', 'Moraxella_lincolnii T HF558363'] (and 2 others)

ANALYSIS OF PATRISTIC DISTANCES
Absence of the closest sequence based on patristic distances Moraxella_osloensis T JN175341 from the proximal cluster.
Look at the tree and branch support
On the basis of patristic Distances, the closest TS sequence is: Moraxella_osloensis T JN175341 AND is NOT in the proximal cluster
The closest sequence has not the same species name as the closest TS
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Moraxella_osloensis T JN175341 is in the 75th percentile of the Moraxella genus inter-species patristic distances : the sequence may correspond to a
member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Psychrobacter aestuarii T EU939718 
Psychrobacter phenylpyruvicus T AB681720 

Psychrobacter sanguinis T HM212668 
Psychrobacter arenosus T AJ609273 

Psychrobacter lutiphocae T FM165580 
Psychrobacter celer T AY842259 

Psychrobacter submarinus T AJ309940 
Psychrobacter marincola T AJ309941 

Psychrobacter jeotgali T AF441201 
Psychrobacter fulvigenes T AB438958 

Psychrobacter pulmonis T HQ698579 
Psychrobacter faecalis T AJ421528 

Psychrobacter faecalis T HQ698562 
Psychrobacter pulmonis T AJ437696 

Psychrobacter alimentarius T AY513645 
Psychrobacter maritimus T AJ609272 

Psychrobacter vallis T AJ584832 
Psychrobacter aquaticus T AJ584833 

Psychrobacter namhaensis T AY722805 
Psychrobacter aquimaris T AY722804 

Psychrobacter nivimaris T AJ313425 
Psychrobacter piscatorii T AB453700 

Psychrobacter adeliensis T HE654009 
Psychrobacter adeliensis T HE654007 

Psychrobacter luti T AJ430828 
Psychrobacter arcticus T AY444822 
Psychrobacter arcticus T CP000082/1 
Psychrobacter arcticus T CP000082/2 

Psychrobacter fozii T AJ430827 
"Psychrobacter glacialis" t AJ539102 

Psychrobacter cryohalolentis T AY660685 
Psychrobacter arcticus T AY444823 

Psychrobacter adeliensis T HE654008 
Psychrobacter okhotskensis T AB094794 

Psychrobacter frigidicola T AJ609556 
Psychrobacter adeliensis T HE654010 
Psychrobacter adeliensis T HE654011 

Psychrobacter immobilis T AB680954 
Psychrobacter immobilis T HQ698589 

Psychrobacter cibarius T AY639871 
Psychrobacter urativorans T AJ609555 

Psychrobacter glacincola T AJ312213 
Moraxella pluranimalium T AM884564 

QRY_water51_16S
Enhydrobacter aerosaccus T AJ550856 

Moraxella osloensis T FR726160 
.Moraxella osloensis T JN175341 
.Moraxella osloensis T AB643599 
.Moraxella osloensis T AB643598 

Moraxella lincolnii T FR822735 
Moraxella lincolnii T HF558363 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water52_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1278
Nucleotide Composition 307 A - 250 T - 304 C - 417 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1280) is =100.% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_oxydans T Y17227', 'Microbacterium_maritypicum T AJ853910', 'Microbacterium_maritypicum T AM181506']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_maritypicum T AM181506 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_maritypicum T AM181506 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_maritypicum T AM181506 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may
correspond to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

"Microbacterium sp." t KF682192 
"Microbacterium sp." t KF682195 

Microbacterium thalassium T AM181507 
Microbacterium thalassium T AB004713 

Microbacterium yannicii T FN547412 
Microbacterium insulae T EU239498 

Microbacterium resistens T Y14699 
Microbacterium arabinogalactanolyticum T Y17228 
Microbacterium esteraromaticum T Y17231 

"Microbacterium nematophilum" t AF319539 
Microbacterium azadirachtae T EU912487 

Microbacterium keratanolyticum T AB004717 
Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium oleivorans T AJ698725 
Microbacterium flavum T AB286029 

Microbacterium pygmaeum T AB248875 
Microbacterium terricola T AB234025 

Microbacterium aoyamense T AB234028 
Microbacterium aurum T Y17229 

Microbacterium lacus T AB286030 
Microbacterium saccharophilum T AB736273 

Microbacterium pumilum T AB234027 
Microbacterium fluvii T AB286028 

Microbacterium lacticum T X77441 
Microbacterium schleiferi T AB004723 

Microbacterium schleiferi T Y17237 
"Microbacterium shrimpcida" t DQ377339 

Microbacterium ginsengiterrae T EU873314 
Microbacterium aerolatum T AJ309929 

Microbacterium foliorum T AJ249780 
Microbacterium phyllosphaerae T AJ277840 

Microbacterium profundi T EF623999 
Microbacterium murale T HE585693 

Microbacterium hydrocarbonoxydans T AJ698726 
Microbacterium natoriense T AY566291 

Microbacterium paraoxydans T AJ491806 
Microbacterium luteolum T AB004718 

Microbacterium luteolum T Y17235 
Microbacterium saperdae T AB004719 

Microbacterium saperdae T Y17236 
.Microbacterium liquefaciens T X77444 

.Microbacterium oxydans T Y17227 
Microbacterium maritypicum T AJ853910 
QRY_water52_16S

.Microbacterium maritypicum T AM181506 
Microbacterium testaceum T X77445 

Microbacterium lemovicicum T JN243353 
"Microbacterium sp." t EU143357 

Microbacterium binotii T EF567306 
Microbacterium neimengense T JN408293 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water54_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1256
Nucleotide Composition 314 A - 243 T - 307 C - 380 G -      0 N 0.0 %  Gaps % =12.0
GC%=0.55     

Quality of the BLAST analysis
The number of Blast hits is OK
The fragment given by BLAST (1097) is shorter than expected: 0.87% of the query length
POSSIBLY DIFFICULT INTERPRETATION
Are you sure of the quality of the query sequence ? Look at the aligment below and to blast suggestions

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Proteobacteria-Gammaproteobacteria-Xanthomonadales-Xanthomonadaceae
More than one genus in the extracted sequences. An outgroup will be present in the tree.

Phylogenetic tree analysis
Proximal Cluster ['Pseudoxanthomonas_kaohsiungensis T AY650027']

ANALYSIS OF PATRISTIC DISTANCES
Pseudoxanthomonas_kaohsiungensis T AY650027 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Pseudoxanthomonas_kaohsiungensis T AY650027 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Pseudoxanthomonas_kaohsiungensis T AY650027 is OUTSIDE the 75th percentile of the Pseudoxanthomonas inter-species patristic distances : the
sequence may not correspond to this genus or is of very low quality

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Pseudoxanthomonas mexicana T AF273082 
Pseudoxanthomonas japonensis T AB681337 

Pseudoxanthomonas broegbernensis T AB681329 
Pseudoxanthomonas broegbernensis T AJ012231 
Pseudoxanthomonas suwonensis T CP002446/2 
Pseudoxanthomonas suwonensis T CP002446/1 

Pseudoxanthomonas suwonensis T AB682401 
Pseudoxanthomonas suwonensis T AY927994 

"Pseudoxanthomonas byssovorax" t AY928806 
.Pseudoxanthomonas daejeonensis T AY550264 

Pseudoxanthomonas daejeonensis T AB681401 
.Pseudoxanthomonas koreensis T AY550263 

QRY_water54_16S
.Pseudoxanthomonas kaohsiungensis T AY650027 

"Pseudoxanthomonas icgebensis" t FJ838784 
Luteimonas huabeiensis T JX658136 

Xanthomonas albilineans T X95918 
Xanthomonas translucens T X99299 
Xanthomonas melonis T Y10756 

Xanthomonas hyacinthi T Y10754 
Xanthomonas populi T X95922 
Xanthomonas campestris T AE008922/2 
Xanthomonas campestris T X95917 
Xanthomonas cynarae T AF208315 
Xanthomonas gardneri T FR749911 

Xanthomonas vesicatoria T Y10761 
Xanthomonas arboricola T AB558555 
Xanthomonas arboricola T AB558556 

Xanthomonas alfalfae subsp.citrumelonis T JX986962 
Xanthomonas fuscans subsp.fuscans T JX986955 
Xanthomonas euvesicatoria T FR733718 

Xanthomonas perforans T FR749910 
Xanthomonas alfalfae subsp.alfalfae T JX986954 

Xanthomonas vasicola T Y10755 
Xanthomonas citri subsp.malvacearum T FR749942 
Xanthomonas citri subsp.malvacearum T FR749944 

Xanthomonas codiaei T Y10765 
Xanthomonas citri subsp.citri T JX986961 

Xanthomonas arboricola T Y10757 
Xanthomonas hortorum T Y10759 
Xanthomonas bromi T Y10764 
Xanthomonas dyei T JQ955625 

Xanthomonas oryzae T X95921 
Xanthomonas cassavae T Y10762 
Xanthomonas pisi T Y10758 

Pseudoxanthomonas wuyuanensis T JN247803 
Pseudoxanthomonas sacheonensis T EF575564 

"Pseudoxanthomonas ginsengisoli" t AB245360 
Pseudoxanthomonas gei T KF387628 

Pseudoxanthomonas yeongjuensis T DQ438977 
Pseudoxanthomonas yeongjuensis T AB682413 

0.1Quick Bioinformatic Phylogeny of Prokaryotes and Seaview
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water55_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1212
Nucleotide Composition 292 A - 253 T - 282 C - 385 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.55     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1213) is =100.% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Proteobacteria-Alphaproteobacteria
More than one genus in the extracted sequences. An outgroup will be present in the tree.

Phylogenetic tree analysis
Proximal Cluster ['Sphingomonas_adhaesiva T AB680766', 'Sphingomonas_adhaesiva T D16146', 'Sphingomonas_ginsenosidimutans T HM204925']

ANALYSIS OF PATRISTIC DISTANCES
Sphingomonas_ginsenosidimutans T HM204925 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Sphingomonas_ginsenosidimutans T HM204925 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Sphingomonas_ginsenosidimutans T HM204925 is in the 75th percentile of the Sphingomonas genus inter-species patristic distances : the sequence may
correspond to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Sphingomonas mucosissima T AM229669 
Sphingomonas yantingensis T JX566547 

"Sphingomonas hunanensis" t FJ527417 
Sphingomonas kyeonggiensis T KC252615 

Asticcacaulis biprosthecium T AJ007799 
Sphingomonas leidyi T AJ227812 

Sphingomonas leidyi T AJ007806 
Sphingomonas leidyi T AB008391 

Asticcacaulis excentricus T AJ007800 
Sphingomonas cynarae T HQ439186 

Sphingomonas insulae T EF363714 
Sphingomonas kyungheensis T JN196137 

Sphingomonas roseiflava T HG005350 
Sphingomonas melonis T AB055863 
Sphingomonas aquatilis T AF131295 
Sphingomonas aquatilis T AB681116 

Sphingomonas soli T AB166883 
Sphingomonas soli T AB681244 
"Sphingomonas kwangyangensis" t EF693741 

Sphingomonas koreensis T AF131296 
Sphingomonas koreensis T AB681117 

Sphingomonas asaccharolytica T Y09639 
Sphingomonas asaccharolytica T AB680883 

Sphingomonas oligophenolica T AB018439 
Sphingomonas glacialis T GQ253122 

Sphingomonas pruni T AB680882 
Sphingomonas pruni T Y09637 

Sphingomonas mali T AB680884 
Sphingomonas mali T Y09638 

Sphingomonas yabuuchiae T AB071955 
Sphingomonas parapaucimobilis T AB680767 

Sphingomonas parapaucimobilis T D84525 
Sphingomonas pseudosanguinis T AM412238 

Sphingomonas sanguinis T D84529 
Sphingomonas paucimobilis T AM237364 

Sphingomonas paucimobilis T U37337 
Sphingomonas paucimobilis T D16144 
"Sphingomonas sp." t AB607032 
Sphingomonas paucimobilis T AB680526 

Sphingomonas sanguinis T AB680528 
Sphingomonas sanguinis T D13726 

Sphingomonas adhaesiva T D84527 
Sphingomonas yunnanensis T AY894691 

Sphingomonas phyllosphaerae T AY453855 
Sphingomonas endophytica T HM629444 

QRY_water55_16S
.Sphingomonas ginsenosidimutans T HM204925 

.Sphingomonas adhaesiva T AB680766 
.Sphingomonas adhaesiva T D16146 

Sphingomonas panni T AJ575818 
Sphingomonas desiccabilis T AJ871435 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water34_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1274
Nucleotide Composition 318 A - 247 T - 302 C - 407 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.55     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1274) is =100.% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae
More than one genus in the extracted sequences. An outgroup will be present in the tree.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_hatanonis T AB274908', 'Microbacterium_aurum T Y17229']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_aurum T Y17229 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_aurum T Y17229 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_aurum T Y17229 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond to
a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Microbacterium keratanolyticum T AB004717 
Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium resistens T Y14699 
Microbacterium testaceum T X77445 

Microbacterium lemovicicum T JN243353 
Microbacterium kitamiense T AB013907 
Microbacterium kitamiense T AM181505 

Microbacterium chocolatum T AM181503 
Microbacterium oleivorans T AJ698725 

Microbacterium ginsengiterrae T EU873314 
Microbacterium foliorum T AJ249780 

"Microbacterium shrimpcida" t DQ377339 
Microbacterium phyllosphaerae T AJ277840 

Microbacterium profundi T EF623999 
Microbacterium murale T HE585693 

Microbacterium hydrocarbonoxydans T AJ698726 
Microbacterium natoriense T AY566291 

Microbacterium azadirachtae T EU912487 
Microbacterium paraoxydans T AJ491806 

Microbacterium luteolum T Y17235 
Microbacterium saperdae T Y17236 

Microbacterium maritypicum T AJ853910 
Microbacterium oxydans T Y17227 

Microbacterium maritypicum T AM181506 
Microbacterium liquefaciens T X77444 

Microbacterium hatanonis T AB274908 
.Microbacterium aoyamense T AB234028 

Microbacterium pygmaeum T AB248875 
Microbacterium terricola T AB234025 

Microbacterium terregens T AB004721 
Microbacterium lacticum T X77441 

"Microbacterium sp." t EU417656 
Microbacterium koreense T AY962574 

Microbacterium schleiferi T AB004723 
Microbacterium schleiferi T Y17237 

Microbacterium flavum T AB286029 
Microbacterium saccharophilum T AB736273 

Microbacterium deminutum T AB234026 
Microbacterium pumilum T AB234027 

Microbacterium awajiense T AB286027 
Microbacterium pumilum T KJ009453 

"Microbacterium pyrexiae" t DQ673323 
Microbacterium fluvii T AB286028 

Microbacterium invictum T AM949677 
.Microbacterium lacus T AB286030 

QRY_water34_16S
.Microbacterium aurum T Y17229 

Herbiconiux ginsengi T DQ473536 
Herbiconiux flava T AB583921 

Herbiconiux solani T FN432340 
0.5Quick Bioinformatic Phylogeny of Prokaryotes and Seaview
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water57_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1276
Nucleotide Composition 298 A - 254 T - 300 C - 424 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1271) is =99.6% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Incertae sedis ['NO_ACCEPTABLE_CLUSTER']
No clear proximal cluster; use the tree for determination, if possible
No acceptable solution

ANALYSIS OF PATRISTIC DISTANCES
Closest sequence based on patristic distances Microbacterium_trichothecenolyticum T AB004722
Remark: the patristic distance to Microbacterium_trichothecenolyticum T AB004722 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence
may correspond to a member of this genus
The closest sequence based on patristic distances Microbacterium_trichothecenolyticum T AB004722 is NOT the FIRST BLAST hit
The closest sequence based on patristic distances Microbacterium_trichothecenolyticum T AB004722 is NOT in the top 5 BLAST hits

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Microbacterium oleivorans T AJ698725 
Microbacterium ginsengiterrae T EU873314 

Microbacterium natoriense T AY566291 
Microbacterium phyllosphaerae T AJ277840 
Microbacterium hydrocarbonoxydans T AJ698726 

Microbacterium paraoxydans T AJ491806 
Microbacterium hydrothermale T HM222660 

Microbacterium lemovicicum T JN243353 
"Microbacterium sp." t EU143357 

Microbacterium binotii T EF567306 
Microbacterium neimengense T JN408293 

Microbacterium testaceum T X77445 
Microbacterium insulae T EU239498 

Microbacterium yannicii T FN547412 
Microbacterium arthrosphaerae T FN870023 

Microbacterium marinum T HQ622524 
Microbacterium hominis T AB004727 
.Microbacterium hominis T AM181504 

Microbacterium mitrae T GQ351351 
Microbacterium fluvii T AB286028 

"Microbacterium pyrexiae" t DQ673323 
Microbacterium flavescens T AB004716 

Microbacterium dextranolyticum T Y17230 
QRY_water57_16S
Microbacterium jejuense T JX997974 

Microbacterium kyungheense T JX997973 
Microbacterium trichothecenolyticum T AB004722 

."Microbacterium takaoensis" t AB201047 
.Microbacterium trichothecenolyticum T Y17240 

Microbacterium chocolatum T AB004725 
Microbacterium chocolatum T AM181503 

Microbacterium aurantiacum T AB004726 
Microbacterium kitamiense T AB013907 
Microbacterium kitamiense T AM181505 

Microbacterium aurantiacum T AM182159 
Microbacterium aurantiacum T EU863415 

Microbacterium flavescens T Y17232 
Microbacterium terrae T Y17238 

Microbacterium ketosireducens T AB004724 
Microbacterium terrae T AB004720 

Microbacterium resistens T Y14699 
Microbacterium thalassium T AB004713 

Microbacterium thalassium T AM181507 
"Microbacterium sp." t KF682192 

"Microbacterium sp." t KF682195 
"Microbacterium nematophilum" t AF319539 

Microbacterium xylanilyticum T AJ853908 
Microbacterium azadirachtae T EU912487 

Microbacterium arabinogalactanolyticum T Y17228 
Microbacterium suwonense T GQ246683 

Microbacterium esteraromaticum T Y17231 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water58_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1269
Nucleotide Composition 312 A - 243 T - 303 C - 411 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1269) is =100.% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_flavum T AB286029', 'Microbacterium_lacticum T X77441']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_lacticum T X77441 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_lacticum T X77441 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_lacticum T X77441 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond
to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

.Microbacterium flavum T AB286029 
QRY_water58_16S
.Microbacterium lacticum T X77441 

Microbacterium schleiferi T AB004723 
.Microbacterium schleiferi T Y17237 

"Microbacterium sp." t EU417656 
Microbacterium awajiense T AB286027 

Microbacterium koreense T AY962574 
Microbacterium aurum T Y17229 

Microbacterium invictum T AM949677 
Microbacterium lacus T AB286030 

Microbacterium aoyamense T AB234028 
Microbacterium pumilum T KJ009453 

Microbacterium saccharophilum T AB736273 
Microbacterium pumilum T AB234027 

Microbacterium fluvii T AB286028 
Microbacterium deminutum T AB234026 

Microbacterium pygmaeum T AB248875 
Microbacterium terregens T AB004721 

Microbacterium terricola T AB234025 
Microbacterium oleivorans T AJ698725 

Microbacterium keratanolyticum T AB004717 
Microbacterium keratanolyticum T Y17233 

Microbacterium keratanolyticum T Y14786 
Microbacterium paraoxydans T AJ491806 

Microbacterium luteolum T Y17235 
Microbacterium saperdae T Y17236 

Microbacterium oxydans T Y17227 
Microbacterium maritypicum T AM181506 

Microbacterium maritypicum T AJ853910 
Microbacterium liquefaciens T X77444 

Microbacterium hydrocarbonoxydans T AJ698726 
Microbacterium profundi T EF623999 

Microbacterium murale T HE585693 
"Microbacterium shrimpcida" t DQ377339 

Microbacterium phyllosphaerae T AJ277840 
Microbacterium foliorum T AJ249780 

Microbacterium natoriense T AY566291 
Microbacterium azadirachtae T EU912487 

Microbacterium ginsengiterrae T EU873314 
Microbacterium aerolatum T AJ309929 

Microbacterium testaceum T X77445 
Microbacterium resistens T Y14699 

Microbacterium thalassium T AM181507 
Microbacterium chocolatum T AM181503 

Microbacterium flavescens T AB004716 
Microbacterium dextranolyticum T Y17230 

Microbacterium mitrae T GQ351351 
Microbacterium hominis T AM181504 

Microbacterium laevaniformans T Y17234 
"Microbacterium pyrexiae" t DQ673323 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water60_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1283
Nucleotide Composition 316 A - 248 T - 306 C - 413 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1281) is =99.8% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_lacticum T X77441']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_lacticum T X77441 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_lacticum T X77441 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_lacticum T X77441 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond
to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

.Microbacterium flavum T AB286029 
Microbacterium schleiferi T AB004723 

.Microbacterium schleiferi T Y17237 
"Microbacterium sp." t EU417656 

QRY_water60_16S
.Microbacterium lacticum T X77441 

Microbacterium awajiense T AB286027 
Microbacterium koreense T AY962574 

Microbacterium aurum T Y17229 
Microbacterium invictum T AM949677 

Microbacterium lacus T AB286030 
Microbacterium aoyamense T AB234028 

Microbacterium pumilum T KJ009453 
Microbacterium saccharophilum T AB736273 

Microbacterium pumilum T AB234027 
Microbacterium fluvii T AB286028 

Microbacterium deminutum T AB234026 
Microbacterium pygmaeum T AB248875 

Microbacterium terregens T AB004721 
Microbacterium terricola T AB234025 

Microbacterium resistens T Y14699 
Microbacterium chocolatum T AM181503 

Microbacterium laevaniformans T Y17234 
Microbacterium dextranolyticum T Y17230 

Microbacterium flavescens T AB004716 
"Microbacterium pyrexiae" t DQ673323 

Microbacterium mitrae T GQ351351 
Microbacterium hominis T AM181504 

Microbacterium thalassium T AM181507 
Microbacterium testaceum T X77445 

Microbacterium paraoxydans T AJ491806 
Microbacterium luteolum T Y17235 

Microbacterium saperdae T Y17236 
Microbacterium oxydans T Y17227 

Microbacterium maritypicum T AM181506 
Microbacterium maritypicum T AJ853910 

Microbacterium liquefaciens T X77444 
Microbacterium keratanolyticum T AB004717 

Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

"Microbacterium shrimpcida" t DQ377339 
Microbacterium phyllosphaerae T AJ277840 

Microbacterium foliorum T AJ249780 
Microbacterium natoriense T AY566291 

Microbacterium azadirachtae T EU912487 
Microbacterium ginsengiterrae T EU873314 

Microbacterium aerolatum T AJ309929 
Microbacterium hydrocarbonoxydans T AJ698726 

Microbacterium profundi T EF623999 
Microbacterium murale T HE585693 

Microbacterium oleivorans T AJ698725 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water61_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1275
Nucleotide Composition 307 A - 249 T - 304 C - 415 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1273) is =99.8% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_maritypicum T AM181506']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_maritypicum T AM181506 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_maritypicum T AM181506 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_maritypicum T AM181506 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may
correspond to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Microbacterium keratanolyticum T AB004717 
Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

"Microbacterium sp." t KF682195 
Microbacterium thalassium T AM181507 

Microbacterium thalassium T AB004713 
Microbacterium yannicii T FN547412 

Microbacterium insulae T EU239498 
Microbacterium resistens T Y14699 

Microbacterium arabinogalactanolyticum T Y17228 
Microbacterium esteraromaticum T Y17231 

"Microbacterium nematophilum" t AF319539 
Microbacterium azadirachtae T EU912487 

Microbacterium testaceum T X77445 
Microbacterium lemovicicum T JN243353 

"Microbacterium sp." t EU143357 
Microbacterium neimengense T JN408293 

Microbacterium ginsengiterrae T EU873314 
Microbacterium aerolatum T AJ309929 

Microbacterium natoriense T AY566291 
Microbacterium foliorum T AJ249780 
Microbacterium phyllosphaerae T AJ277840 

"Microbacterium shrimpcida" t DQ377339 
Microbacterium profundi T EF623999 

Microbacterium murale T HE585693 
Microbacterium hydrocarbonoxydans T AJ698726 

Microbacterium paraoxydans T AJ491806 
Microbacterium luteolum T AB004718 

Microbacterium luteolum T Y17235 
Microbacterium saperdae T AB004719 

Microbacterium saperdae T Y17236 
Microbacterium maritypicum T AJ853910 

.Microbacterium oxydans T Y17227 
.Microbacterium liquefaciens T X77444 

QRY_water61_16S
.Microbacterium maritypicum T AM181506 

Microbacterium oleivorans T AJ698725 
Microbacterium hatanonis T AB274908 

Microbacterium pygmaeum T AB248875 
Microbacterium aoyamense T AB234028 

Microbacterium aurum T Y17229 
Microbacterium lacus T AB286030 

Microbacterium fluvii T AB286028 
"Microbacterium pyrexiae" t DQ673323 

Microbacterium saccharophilum T AB736273 
Microbacterium pumilum T AB234027 

Microbacterium terricola T AB234025 
Microbacterium lacticum T X77441 

Microbacterium schleiferi T AB004723 
Microbacterium schleiferi T Y17237 

Microbacterium flavum T AB286029 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water62_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1279
Nucleotide Composition 315 A - 243 T - 306 C - 415 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1277) is =99.8% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_lacticum T X77441']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_lacticum T X77441 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_lacticum T X77441 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_lacticum T X77441 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond
to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Microbacterium testaceum T X77445 
Microbacterium oleivorans T AJ698725 

Microbacterium lacticum T D21343 
.Microbacterium flavum T AB286029 

Microbacterium aoyamense T AB234028 
Microbacterium pygmaeum T AB248875 

Microbacterium terricola T AB234025 
Microbacterium terregens T AB004721 

Microbacterium aurum T Y17229 
Microbacterium invictum T AM949677 

Microbacterium lacus T AB286030 
Microbacterium koreense T AY962574 

Microbacterium schleiferi T AB004723 
.Microbacterium schleiferi T Y17237 

"Microbacterium sp." t EU417656 
QRY_water62_16S

.Microbacterium lacticum T X77441 
Microbacterium awajiense T AB286027 

Microbacterium saccharophilum T AB736273 
Microbacterium deminutum T AB234026 

Microbacterium pumilum T AB234027 
Microbacterium pumilum T KJ009453 

Microbacterium fluvii T AB286028 
Microbacterium keratanolyticum T AB004717 

Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium murale T HE585693 
Microbacterium hydrocarbonoxydans T AJ698726 

Microbacterium foliorum T AJ249780 
Microbacterium natoriense T AY566291 

Microbacterium azadirachtae T EU912487 
Microbacterium ginsengiterrae T EU873314 

Microbacterium aerolatum T AJ309929 
Microbacterium phyllosphaerae T AJ277840 

"Microbacterium shrimpcida" t DQ377339 
Microbacterium paraoxydans T AJ491806 

Microbacterium luteolum T Y17235 
Microbacterium saperdae T Y17236 

Microbacterium liquefaciens T X77444 
Microbacterium oxydans T Y17227 

Microbacterium maritypicum T AJ853910 
Microbacterium maritypicum T AM181506 

Microbacterium resistens T Y14699 
Microbacterium thalassium T AM181507 

Microbacterium chocolatum T AM181503 
Microbacterium flavescens T AB004716 
Microbacterium dextranolyticum T Y17230 

Microbacterium mitrae T GQ351351 
Microbacterium hominis T AM181504 

Microbacterium laevaniformans T Y17234 
"Microbacterium pyrexiae" t DQ673323 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water63_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1229
Nucleotide Composition 297 A - 259 T - 282 C - 387 G -      0 N 0.0 %  Gaps % =4.0
GC%=0.54     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1211) is =98.5% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Proteobacteria-Alphaproteobacteria-Sphingomonadales-Sphingomonadaceae
More than one genus in the extracted sequences. An outgroup will be present in the tree.

Phylogenetic tree analysis
Proximal Cluster ['Sphingomonas_sp. ? T AB607032', 'Sphingomonas_paucimobilis T AM237364', 'Sphingomonas_paucimobilis T U20776']

ANALYSIS OF PATRISTIC DISTANCES
Sphingomonas_sp. ? T AB607032 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest TS sequence is: Sphingomonas_paucimobilis T AB680526 AND is NOT in the proximal cluster
The closest sequence has not the same species name as the closest TS
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Sphingomonas_sp. ? T AB607032 is in the 75th percentile of the Sphingomonas genus inter-species patristic distances : the sequence may correspond to a
member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Sphingomonas hankookensis T FJ194436 
Sphingomonas panni T AJ575818 

Sphingomonas desiccabilis T AJ871435 
Sphingomonas molluscorum T AB248285 

Sphingomonas adhaesiva T D84527 
Sphingomonas adhaesiva T D16146 

Sphingomonas adhaesiva T AB680766 
Sphingomonas ginsenosidimutans T HM204925 

Sphingomonas yunnanensis T AY894691 
Sphingomonas phyllosphaerae T AY453855 
Sphingomonas endophytica T HM629444 

Sphingomonas pseudosanguinis T AM412238 
Sphingomonas yabuuchiae T AB071955 

Sphingomonas roseiflava T D84520 
Sphingomonas parapaucimobilis T AB680767 

Sphingomonas parapaucimobilis T D13724 
Sphingomonas parapaucimobilis T D84525 

Sphingomonas sanguinis T AB680528 
Sphingomonas sanguinis T D13726 

Sphingomonas sanguinis T D84529 
Sphingomonas paucimobilis T D84528 

.Sphingomonas paucimobilis T AB680526 
."Sphingomonas sp." t AB607032 

QRY_water63_16S
.Sphingomonas paucimobilis T AM237364 

Sphingomonas paucimobilis T U20776 
Sphingomonas paucimobilis T D13725 

Sphingomonas paucimobilis T U37337 
Novosphingobium capsulatum T D84532 

Sphingomonas paucimobilis T D16144 
Sphingomonas koreensis T AF131296 
Sphingomonas koreensis T AB681117 

Sphingomonas abaci T AJ575817 
Sphingomonas roseiflava T HG005350 

Sphingomonas aerophila T KC735148 
Sphingomonas azotifigens T AB033947 

Sphingomonas trueperi T X97776 
Sphingomonas trueperi T AB681173 
Sphingomonas azotifigens T AB217471 

Sphingomonas azotifigens T AB680881 
Sphingomonas pituitosa T AB681829 
Sphingomonas pituitosa T AJ243751 

Sphingomonas guangdongensis T JQ608326 
Sphingomonas kyeonggiensis T KC252615 

Sphingomonas naasensis T KC735149 
Sphingomonas xinjiangensis T FJ754464 

Sphingomonas dokdonensis T DQ178975 
Sphingomonas mucosissima T AM229669 

"Sphingomonas anadarae" t AB261013 
Sphingomonas japonica T AB428568 

Sphingomonas yantingensis T JX566547 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water64_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1282
Nucleotide Composition 335 A - 254 T - 297 C - 396 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.54     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1280) is =99.8% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Proteobacteria-Betaproteobacteria-Burkholderiales
More than one genus in the extracted sequences. An outgroup will be present in the tree.

Phylogenetic tree analysis
Proximal Cluster ['Variovorax_ginsengisoli T AB245358', 'Variovorax_paradoxus T AB680784', 'Variovorax_paradoxus T AB622219'] (and 3 others)

ANALYSIS OF PATRISTIC DISTANCES
Variovorax_boronicumulans T AB681954 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Variovorax_boronicumulans T AB681954 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Variovorax_boronicumulans T AB681954 is in the 75th percentile of the Variovorax genus inter-species patristic distances : the sequence may correspond
to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Variovorax soli T DQ432053 
Variovorax soli T AB682436 

Variovorax ginsengisoli T AB245358 
QRY_water64_16S

.Variovorax boronicumulans T AB300597 

.Variovorax boronicumulans T AB681954 
.Variovorax paradoxus T AB680784 

Variovorax paradoxus T AB622219 
Variovorax paradoxus T AJ420329 

Ramlibacter solisilvae T KC569791 
Caenimonas koreensis T DQ349098 

Caenimonas terrae T GU181268 
Rhodoferax saidenbachensis T FJ755906 

Rhodoferax antarcticus T GU233447 
Rhodoferax ferrireducens T AF435948 

Rhodoferax ferrireducens T CP000267/2 
Rhodoferax ferrireducens T CP000267/1 

Hydrogenophaga taeniospiralis T AB681846 
Polaromonas jejuensis T EU030285 
Polaromonas jejuensis T AB682445 

Polaromonas aquatica T AM039830 
"Polaromonas rhizosphaerae" t EF127651 

Limnohabitans parvus T FM165536 
Limnohabitans planktonicus T FM165535 

Curvibacter fontanus T AB120963 
Curvibacter gracilis T AB109889 

Curvibacter lanceolatus T AB021390 
Curvibacter lanceolatus T AB681931 

Curvibacter delicatus T AF078756 
Curvibacter delicatus T AB680705 

Variovorax dokdonensis T DQ178978 
Variovorax defluvii T HQ385753 

Simplicispira limi T DQ372987 
Xylophilus ampelinus T AJ420330 
Xylophilus ampelinus T AF078758 

Acidovorax cattleyae T GU339087 
Acidovorax cattleyae T AF137504 
Acidovorax cattleyae T EU024135 

Acidovorax facilis T AF078765 
Acidovorax radicis T HM027578 

Acidovorax facilis T EU024133 
Acidovorax facilis T AJ420324 

Acidovorax anthurii T AJ007013 
Acidovorax valerianellae T AJ431731 

Acidovorax valerianellae T KF931150 
Giesbergeria sinuosa T AB680711 
Giesbergeria giesbergeri T AB074522 
Giesbergeria giesbergeri T AB680537 

Giesbergeria sinuosa T AF078754 
Xenophilus aerolatus T EF660342 

Xenophilus arseniciresistens T KC010298 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water66_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1282
Nucleotide Composition 335 A - 254 T - 296 C - 397 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.54     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1282) is =100.% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Proteobacteria-Betaproteobacteria-Burkholderiales
More than one genus in the extracted sequences. An outgroup will be present in the tree.

Phylogenetic tree analysis
Proximal Cluster ['Variovorax_boronicumulans T AB300597', 'Variovorax_boronicumulans T AB681954']

ANALYSIS OF PATRISTIC DISTANCES
Variovorax_boronicumulans T AB681954 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Variovorax_boronicumulans T AB681954 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Variovorax_boronicumulans T AB681954 is in the 75th percentile of the Variovorax genus inter-species patristic distances : the sequence may correspond
to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Variovorax soli T DQ432053 
Variovorax soli T AB682436 

Variovorax ginsengisoli T AB245358 
.Variovorax boronicumulans T AB300597 

QRY_water66_16S
.Variovorax boronicumulans T AB681954 
.Variovorax paradoxus T AB680784 

Variovorax paradoxus T AB622219 
Variovorax paradoxus T AJ420329 

Ramlibacter solisilvae T KC569791 
Caenimonas koreensis T DQ349098 

Caenimonas terrae T GU181268 
Rhodoferax saidenbachensis T FJ755906 

Rhodoferax antarcticus T GU233447 
Rhodoferax ferrireducens T AF435948 

Rhodoferax ferrireducens T CP000267/2 
Rhodoferax ferrireducens T CP000267/1 

Hydrogenophaga taeniospiralis T AB681846 
Polaromonas jejuensis T EU030285 
Polaromonas jejuensis T AB682445 

Polaromonas aquatica T AM039830 
"Polaromonas rhizosphaerae" t EF127651 

Limnohabitans parvus T FM165536 
Limnohabitans planktonicus T FM165535 

Curvibacter fontanus T AB120963 
Curvibacter gracilis T AB109889 

Curvibacter lanceolatus T AB021390 
Curvibacter lanceolatus T AB681931 

Curvibacter delicatus T AF078756 
Curvibacter delicatus T AB680705 

Variovorax dokdonensis T DQ178978 
Variovorax defluvii T HQ385753 

Simplicispira limi T DQ372987 
Xylophilus ampelinus T AJ420330 
Xylophilus ampelinus T AF078758 

Acidovorax cattleyae T GU339087 
Acidovorax cattleyae T AF137504 
Acidovorax cattleyae T EU024135 

Acidovorax facilis T AF078765 
Acidovorax radicis T HM027578 

Acidovorax facilis T EU024133 
Acidovorax facilis T AJ420324 

Acidovorax anthurii T AJ007013 
Acidovorax valerianellae T AJ431731 

Acidovorax valerianellae T KF931150 
Giesbergeria sinuosa T AB680711 
Giesbergeria giesbergeri T AB074522 
Giesbergeria giesbergeri T AB680537 

Giesbergeria sinuosa T AF078754 
Xenophilus aerolatus T EF660342 

Xenophilus arseniciresistens T KC010298 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water67_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1269
Nucleotide Composition 304 A - 247 T - 302 C - 416 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1269) is =100.% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_saperdae T Y17236', 'Microbacterium_oxydans T Y17227', 'Microbacterium_maritypicum T AM181506']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_maritypicum T AM181506 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_maritypicum T AM181506 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_maritypicum T AM181506 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may
correspond to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Microbacterium testaceum T X77445 
Microbacterium lemovicicum T JN243353 

"Microbacterium sp." t EU143357 
Microbacterium binotii T EF567306 

Microbacterium neimengense T JN408293 
Microbacterium keratanolyticum T AB004717 

Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium oleivorans T AJ698725 
Microbacterium flavum T AB286029 

Microbacterium saccharophilum T AB736273 
Microbacterium fluvii T AB286028 

Microbacterium aoyamense T AB234028 
Microbacterium aurum T Y17229 

Microbacterium lacus T AB286030 
Microbacterium pygmaeum T AB248875 

Microbacterium terricola T AB234025 
Microbacterium lacticum T X77441 

Microbacterium schleiferi T AB004723 
Microbacterium schleiferi T Y17237 

Microbacterium natoriense T AY566291 
Microbacterium ginsengiterrae T EU873314 

Microbacterium aerolatum T AJ309929 
Microbacterium hydrocarbonoxydans T AJ698726 

Microbacterium profundi T EF623999 
Microbacterium murale T HE585693 

Microbacterium foliorum T AJ249780 
Microbacterium phyllosphaerae T AJ277840 

"Microbacterium shrimpcida" t DQ377339 
Microbacterium paraoxydans T AJ491806 

Microbacterium luteolum T AB004718 
Microbacterium luteolum T Y17235 

Microbacterium saperdae T AB004719 
Microbacterium saperdae T Y17236 
QRY_water67_16S
.Microbacterium maritypicum T AM181506 
.Microbacterium oxydans T Y17227 

Microbacterium maritypicum T AJ853910 
.Microbacterium liquefaciens T X77444 

"Microbacterium pyrexiae" t DQ673323 
Microbacterium thalassium T AM181507 

"Microbacterium sp." t KF682192 
"Microbacterium sp." t KF682195 

Microbacterium thalassium T AB004713 
Microbacterium yannicii T FN547412 

Microbacterium insulae T EU239498 
Microbacterium resistens T Y14699 

Microbacterium arabinogalactanolyticum T Y17228 
Microbacterium esteraromaticum T Y17231 

"Microbacterium nematophilum" t AF319539 
Microbacterium azadirachtae T EU912487 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water69_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1278
Nucleotide Composition 307 A - 250 T - 306 C - 415 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1270) is =99.3% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_oxydans T Y17227', 'Microbacterium_maritypicum T AJ853910', 'Microbacterium_maritypicum T AM181506']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_maritypicum T AM181506 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_maritypicum T AM181506 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_maritypicum T AM181506 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may
correspond to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

"Microbacterium sp." t KF682192 
"Microbacterium sp." t KF682195 

Microbacterium thalassium T AM181507 
Microbacterium thalassium T AB004713 

Microbacterium yannicii T FN547412 
Microbacterium insulae T EU239498 

Microbacterium resistens T Y14699 
Microbacterium arabinogalactanolyticum T Y17228 
Microbacterium esteraromaticum T Y17231 

"Microbacterium nematophilum" t AF319539 
Microbacterium azadirachtae T EU912487 

Microbacterium keratanolyticum T AB004717 
Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium oleivorans T AJ698725 
Microbacterium flavum T AB286029 

Microbacterium pygmaeum T AB248875 
Microbacterium terricola T AB234025 

Microbacterium saccharophilum T AB736273 
Microbacterium pumilum T AB234027 

Microbacterium fluvii T AB286028 
Microbacterium aoyamense T AB234028 

Microbacterium aurum T Y17229 
Microbacterium lacus T AB286030 

Microbacterium lacticum T X77441 
Microbacterium schleiferi T AB004723 

Microbacterium schleiferi T Y17237 
Microbacterium natoriense T AY566291 

Microbacterium ginsengiterrae T EU873314 
Microbacterium aerolatum T AJ309929 

Microbacterium hydrocarbonoxydans T AJ698726 
Microbacterium profundi T EF623999 

Microbacterium murale T HE585693 
Microbacterium foliorum T AJ249780 

Microbacterium phyllosphaerae T AJ277840 
"Microbacterium shrimpcida" t DQ377339 
Microbacterium paraoxydans T AJ491806 

Microbacterium luteolum T AB004718 
Microbacterium luteolum T Y17235 

Microbacterium saperdae T AB004719 
Microbacterium saperdae T Y17236 

.Microbacterium liquefaciens T X77444 
.Microbacterium oxydans T Y17227 

Microbacterium maritypicum T AJ853910 
QRY_water69_16S

.Microbacterium maritypicum T AM181506 
Microbacterium testaceum T X77445 

Microbacterium lemovicicum T JN243353 
"Microbacterium sp." t EU143357 

Microbacterium binotii T EF567306 
Microbacterium neimengense T JN408293 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water35_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1279
Nucleotide Composition 316 A - 244 T - 306 C - 413 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1279) is =100.% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_lacticum T X77441']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_lacticum T X77441 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_lacticum T X77441 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_lacticum T X77441 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond
to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Microbacterium testaceum T X77445 
Microbacterium oleivorans T AJ698725 

Microbacterium lacticum T D21343 
.Microbacterium flavum T AB286029 

Microbacterium aoyamense T AB234028 
Microbacterium pygmaeum T AB248875 

Microbacterium terricola T AB234025 
Microbacterium terregens T AB004721 

Microbacterium aurum T Y17229 
Microbacterium invictum T AM949677 

Microbacterium lacus T AB286030 
Microbacterium koreense T AY962574 

Microbacterium schleiferi T AB004723 
.Microbacterium schleiferi T Y17237 

"Microbacterium sp." t EU417656 
QRY_water35_16S
.Microbacterium lacticum T X77441 

Microbacterium awajiense T AB286027 
Microbacterium saccharophilum T AB736273 

Microbacterium deminutum T AB234026 
Microbacterium pumilum T AB234027 

Microbacterium pumilum T KJ009453 
Microbacterium fluvii T AB286028 

Microbacterium keratanolyticum T AB004717 
Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium murale T HE585693 
Microbacterium hydrocarbonoxydans T AJ698726 

Microbacterium foliorum T AJ249780 
Microbacterium natoriense T AY566291 

Microbacterium azadirachtae T EU912487 
Microbacterium ginsengiterrae T EU873314 

Microbacterium aerolatum T AJ309929 
Microbacterium phyllosphaerae T AJ277840 

"Microbacterium shrimpcida" t DQ377339 
Microbacterium paraoxydans T AJ491806 

Microbacterium luteolum T Y17235 
Microbacterium saperdae T Y17236 

Microbacterium oxydans T Y17227 
Microbacterium liquefaciens T X77444 

Microbacterium maritypicum T AJ853910 
Microbacterium maritypicum T AM181506 

Microbacterium resistens T Y14699 
Microbacterium thalassium T AM181507 

Microbacterium chocolatum T AM181503 
Microbacterium flavescens T AB004716 
Microbacterium dextranolyticum T Y17230 

Microbacterium mitrae T GQ351351 
Microbacterium hominis T AM181504 

Microbacterium laevaniformans T Y17234 
"Microbacterium pyrexiae" t DQ673323 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water70_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1284
Nucleotide Composition 317 A - 246 T - 308 C - 413 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1276) is =99.3% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_lacticum T X77441']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_lacticum T X77441 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_lacticum T X77441 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_lacticum T X77441 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond
to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Microbacterium keratanolyticum T AB004717 
Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium murale T HE585693 
Microbacterium hydrocarbonoxydans T AJ698726 

Microbacterium foliorum T AJ249780 
Microbacterium natoriense T AY566291 

Microbacterium azadirachtae T EU912487 
Microbacterium ginsengiterrae T EU873314 

Microbacterium aerolatum T AJ309929 
Microbacterium phyllosphaerae T AJ277840 

"Microbacterium shrimpcida" t DQ377339 
Microbacterium paraoxydans T AJ491806 

Microbacterium luteolum T Y17235 
Microbacterium saperdae T Y17236 

Microbacterium maritypicum T AJ853910 
Microbacterium oxydans T Y17227 

Microbacterium maritypicum T AM181506 
Microbacterium liquefaciens T X77444 

Microbacterium testaceum T X77445 
Microbacterium resistens T Y14699 

Microbacterium thalassium T AM181507 
Microbacterium chocolatum T AM181503 

Microbacterium dextranolyticum T Y17230 
"Microbacterium pyrexiae" t DQ673323 

Microbacterium laevaniformans T Y17234 
Microbacterium flavescens T AB004716 

Microbacterium mitrae T GQ351351 
Microbacterium hominis T AM181504 

Microbacterium oleivorans T AJ698725 
Microbacterium lacticum T D21343 

.Microbacterium flavum T AB286029 
Microbacterium aoyamense T AB234028 

Microbacterium pygmaeum T AB248875 
Microbacterium terricola T AB234025 

Microbacterium terregens T AB004721 
Microbacterium aurum T Y17229 

Microbacterium invictum T AM949677 
Microbacterium lacus T AB286030 

Microbacterium koreense T AY962574 
Microbacterium schleiferi T AB004723 

.Microbacterium schleiferi T Y17237 
"Microbacterium sp." t EU417656 

QRY_water70_16S
.Microbacterium lacticum T X77441 

Microbacterium awajiense T AB286027 
Microbacterium saccharophilum T AB736273 

Microbacterium deminutum T AB234026 
Microbacterium pumilum T AB234027 

Microbacterium pumilum T KJ009453 
Microbacterium fluvii T AB286028 

0.5Quick Bioinformatic Phylogeny of Prokaryotes and Seaview
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water71_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1269
Nucleotide Composition 305 A - 248 T - 299 C - 417 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1270) is =100.% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_oxydans T Y17227', 'Microbacterium_maritypicum T AJ853910', 'Microbacterium_maritypicum T AM181506']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_maritypicum T AM181506 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_maritypicum T AM181506 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_maritypicum T AM181506 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may
correspond to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Microbacterium testaceum T X77445 
Microbacterium lemovicicum T JN243353 

"Microbacterium sp." t EU143357 
Microbacterium neimengense T JN408293 

Microbacterium hatanonis T AB274908 
Microbacterium flavum T AB286029 

Microbacterium pygmaeum T AB248875 
Microbacterium saccharophilum T AB736273 

Microbacterium pumilum T AB234027 
Microbacterium fluvii T AB286028 

Microbacterium aoyamense T AB234028 
Microbacterium aurum T Y17229 

Microbacterium lacus T AB286030 
Microbacterium terricola T AB234025 

Microbacterium lacticum T X77441 
Microbacterium schleiferi T AB004723 

Microbacterium schleiferi T Y17237 
Microbacterium oleivorans T AJ698725 

Microbacterium keratanolyticum T AB004717 
Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium natoriense T AY566291 
Microbacterium hydrocarbonoxydans T AJ698726 

"Microbacterium shrimpcida" t DQ377339 
Microbacterium profundi T EF623999 

Microbacterium murale T HE585693 
Microbacterium ginsengiterrae T EU873314 

Microbacterium aerolatum T AJ309929 
Microbacterium foliorum T AJ249780 

Microbacterium phyllosphaerae T AJ277840 
Microbacterium paraoxydans T AJ491806 
Microbacterium luteolum T AB004718 

Microbacterium luteolum T Y17235 
Microbacterium saperdae T AB004719 

Microbacterium saperdae T Y17236 
.Microbacterium liquefaciens T X77444 

.Microbacterium oxydans T Y17227 
Microbacterium maritypicum T AJ853910 

QRY_water71_16S
.Microbacterium maritypicum T AM181506 

"Microbacterium sp." t KF682192 
"Microbacterium sp." t KF682195 

Microbacterium thalassium T AM181507 
Microbacterium thalassium T AB004713 

Microbacterium yannicii T FN547412 
Microbacterium insulae T EU239498 

Microbacterium resistens T Y14699 
Microbacterium arabinogalactanolyticum T Y17228 

Microbacterium esteraromaticum T Y17231 
"Microbacterium nematophilum" t AF319539 

Microbacterium azadirachtae T EU912487 
0.5Quick Bioinformatic Phylogeny of Prokaryotes and Seaview

--See Legend--

lebibi Quick BioInformatic Phylogeny of Prokaryotes https://umr5558-bibiserv.univ-lyon1.fr/userbatch/pqpIvwPtL/...

24 sur 44 08/01/2015 10:03



in short How-to Cite Tests sets Databases Contact us

Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water72_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1277
Nucleotide Composition 312 A - 246 T - 309 C - 410 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1270) is =99.4% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_sp. ? T EU417656', 'Microbacterium_lacticum T X77441']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_lacticum T X77441 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_lacticum T X77441 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_lacticum T X77441 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond
to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Microbacterium lacticum T D21343 
.Microbacterium flavum T AB286029 

Microbacterium schleiferi T AB004723 
.Microbacterium schleiferi T Y17237 

QRY_water72_16S
.Microbacterium lacticum T X77441 

"Microbacterium sp." t EU417656 
Microbacterium koreense T AY962574 

Microbacterium awajiense T AB286027 
Microbacterium fluvii T AB286028 

Microbacterium pumilum T KJ009453 
Microbacterium saccharophilum T AB736273 

Microbacterium deminutum T AB234026 
Microbacterium pumilum T AB234027 

Microbacterium aoyamense T AB234028 
Microbacterium aurum T Y17229 

Microbacterium invictum T AM949677 
Microbacterium lacus T AB286030 

Microbacterium pygmaeum T AB248875 
Microbacterium terregens T AB004721 

Microbacterium terricola T AB234025 
Microbacterium imperiale T X77442 

Microbacterium paraoxydans T AJ491806 
Microbacterium luteolum T Y17235 

Microbacterium saperdae T Y17236 
Microbacterium liquefaciens T X77444 

Microbacterium oxydans T Y17227 
Microbacterium maritypicum T AM181506 

Microbacterium maritypicum T AJ853910 
Microbacterium murale T HE585693 

Microbacterium hydrocarbonoxydans T AJ698726 
"Microbacterium shrimpcida" t DQ377339 

Microbacterium foliorum T AJ249780 
Microbacterium natoriense T AY566291 

Microbacterium azadirachtae T EU912487 
Microbacterium ginsengiterrae T EU873314 

Microbacterium aerolatum T AJ309929 
Microbacterium phyllosphaerae T AJ277840 

Microbacterium keratanolyticum T AB004717 
Microbacterium keratanolyticum T Y17233 

Microbacterium keratanolyticum T Y14786 
Microbacterium resistens T Y14699 

Microbacterium testaceum T X77445 
Microbacterium oleivorans T AJ698725 

Microbacterium mitrae T GQ351351 
Microbacterium hominis T AM181504 

Microbacterium dextranolyticum T Y17230 
Microbacterium laevaniformans T Y17234 

"Microbacterium pyrexiae" t DQ673323 
Microbacterium chocolatum T AM181503 

Microbacterium thalassium T AM181507 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water73_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1268
Nucleotide Composition 314 A - 244 T - 302 C - 408 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.55     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1266) is =99.8% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae
More than one genus in the extracted sequences. An outgroup will be present in the tree.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_aurum T Y17229']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_aurum T Y17229 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_aurum T Y17229 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_aurum T Y17229 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond to
a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Microbacterium hatanonis T AB274908 
Microbacterium invictum T AM949677 

Microbacterium flavum T AB286029 
Microbacterium awajiense T AB286027 

Microbacterium koreense T AY962574 
Microbacterium pygmaeum T AB248875 

Microbacterium terricola T AB234025 
Microbacterium terregens T AB004721 

.Microbacterium aoyamense T AB234028 
QRY_water73_16S

.Microbacterium aurum T Y17229 
.Microbacterium lacus T AB286030 

Microbacterium saccharophilum T AB736273 
Microbacterium pumilum T KJ009453 

Microbacterium laevaniformans T Y17234 
"Microbacterium pyrexiae" t DQ673323 

Microbacterium pumilum T AB234027 
Microbacterium deminutum T AB234026 

Microbacterium fluvii T AB286028 
Microbacterium schleiferi T AB004723 

Microbacterium schleiferi T Y17237 
Microbacterium lacticum T X77441 

"Microbacterium sp." t EU417656 
Microbacterium kitamiense T AB013907 
Microbacterium kitamiense T AM181505 
Microbacterium aurantiacum T EU863415 

Microbacterium keratanolyticum T AB004717 
Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium resistens T Y14699 
Microbacterium testaceum T X77445 

Microbacterium oleivorans T AJ698725 
Microbacterium azadirachtae T EU912487 

Microbacterium foliorum T AJ249780 
Microbacterium phyllosphaerae T AJ277840 

Microbacterium hydrocarbonoxydans T AJ698726 
Microbacterium profundi T EF623999 

Microbacterium murale T HE585693 
"Microbacterium shrimpcida" t DQ377339 

Microbacterium ginsengiterrae T EU873314 
Microbacterium paraoxydans T AJ491806 

Microbacterium luteolum T Y17235 
Microbacterium saperdae T Y17236 

Microbacterium maritypicum T AJ853910 
Microbacterium oxydans T Y17227 

Microbacterium liquefaciens T X77444 
Microbacterium maritypicum T AM181506 

Leifsonia psychrotolerans T GQ406810 
Herbiconiux ginsengi T DQ473536 

Herbiconiux flava T AB583921 
Herbiconiux solani T FN432340 

0.5Quick Bioinformatic Phylogeny of Prokaryotes and Seaview
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water74_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1269
Nucleotide Composition 316 A - 245 T - 302 C - 406 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.55     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1269) is =100.% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae
More than one genus in the extracted sequences. An outgroup will be present in the tree.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_hatanonis T AB274908', 'Microbacterium_aurum T Y17229']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_aurum T Y17229 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_aurum T Y17229 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_aurum T Y17229 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond to
a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Microbacterium keratanolyticum T AB004717 
Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium profundi T EF623999 
Microbacterium murale T HE585693 

Microbacterium hydrocarbonoxydans T AJ698726 
"Microbacterium shrimpcida" t DQ377339 

Microbacterium phyllosphaerae T AJ277840 
Microbacterium foliorum T AJ249780 

Microbacterium natoriense T AY566291 
Microbacterium azadirachtae T EU912487 

Microbacterium ginsengiterrae T EU873314 
Microbacterium paraoxydans T AJ491806 

Microbacterium luteolum T Y17235 
Microbacterium saperdae T Y17236 

Microbacterium maritypicum T AJ853910 
Microbacterium oxydans T Y17227 

Microbacterium maritypicum T AM181506 
Microbacterium liquefaciens T X77444 

Microbacterium oleivorans T AJ698725 
Microbacterium resistens T Y14699 

Microbacterium testaceum T X77445 
Microbacterium kitamiense T AB013907 
Microbacterium kitamiense T AM181505 

Microbacterium lemovicicum T JN243353 
Microbacterium hatanonis T AB274908 

.Microbacterium aoyamense T AB234028 
Microbacterium pygmaeum T AB248875 

Microbacterium terricola T AB234025 
Microbacterium terregens T AB004721 

Microbacterium fluvii T AB286028 
Microbacterium pumilum T KJ009453 

Microbacterium laevaniformans T Y17234 
"Microbacterium pyrexiae" t DQ673323 

Microbacterium saccharophilum T AB736273 
Microbacterium deminutum T AB234026 

Microbacterium pumilum T AB234027 
Microbacterium awajiense T AB286027 

Microbacterium flavum T AB286029 
Microbacterium schleiferi T AB004723 

Microbacterium schleiferi T Y17237 
Microbacterium koreense T AY962574 

Microbacterium lacticum T X77441 
"Microbacterium sp." t EU417656 

Microbacterium invictum T AM949677 
.Microbacterium lacus T AB286030 

QRY_water74_16S
.Microbacterium aurum T Y17229 

Herbiconiux ginsengi T DQ473536 
Herbiconiux flava T AB583921 

Herbiconiux solani T FN432340 
0.5Quick Bioinformatic Phylogeny of Prokaryotes and Seaview
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water75_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1268
Nucleotide Composition 303 A - 248 T - 300 C - 417 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1266) is =99.8% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_maritypicum T AM181506']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_maritypicum T AM181506 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_maritypicum T AM181506 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_maritypicum T AM181506 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may
correspond to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

"Microbacterium sp." t KF682192 
"Microbacterium sp." t KF682195 

Microbacterium thalassium T AM181507 
Microbacterium thalassium T AB004713 

Microbacterium yannicii T FN547412 
Microbacterium insulae T EU239498 

Microbacterium resistens T Y14699 
Microbacterium arabinogalactanolyticum T Y17228 
Microbacterium esteraromaticum T Y17231 

"Microbacterium nematophilum" t AF319539 
Microbacterium azadirachtae T EU912487 

Microbacterium keratanolyticum T AB004717 
Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium oleivorans T AJ698725 
Microbacterium flavum T AB286029 

Microbacterium pygmaeum T AB248875 
Microbacterium terricola T AB234025 

Microbacterium aoyamense T AB234028 
Microbacterium aurum T Y17229 

Microbacterium lacus T AB286030 
Microbacterium saccharophilum T AB736273 

Microbacterium pumilum T AB234027 
Microbacterium fluvii T AB286028 

Microbacterium lacticum T X77441 
Microbacterium schleiferi T AB004723 

Microbacterium schleiferi T Y17237 
"Microbacterium shrimpcida" t DQ377339 

Microbacterium ginsengiterrae T EU873314 
Microbacterium aerolatum T AJ309929 

Microbacterium foliorum T AJ249780 
Microbacterium phyllosphaerae T AJ277840 

Microbacterium profundi T EF623999 
Microbacterium murale T HE585693 

Microbacterium hydrocarbonoxydans T AJ698726 
Microbacterium natoriense T AY566291 

Microbacterium paraoxydans T AJ491806 
Microbacterium luteolum T AB004718 

Microbacterium luteolum T Y17235 
Microbacterium saperdae T AB004719 

Microbacterium saperdae T Y17236 
Microbacterium maritypicum T AJ853910 

.Microbacterium oxydans T Y17227 
.Microbacterium liquefaciens T X77444 
QRY_water75_16S

.Microbacterium maritypicum T AM181506 
Microbacterium testaceum T X77445 

Microbacterium lemovicicum T JN243353 
"Microbacterium sp." t EU143357 

Microbacterium binotii T EF567306 
Microbacterium neimengense T JN408293 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water76_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1270
Nucleotide Composition 313 A - 245 T - 303 C - 409 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1266) is =99.6% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_lacticum T X77441']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_lacticum T X77441 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_lacticum T X77441 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_lacticum T X77441 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond
to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

.Microbacterium flavum T AB286029 
Microbacterium schleiferi T AB004723 

.Microbacterium schleiferi T Y17237 
"Microbacterium sp." t EU417656 

QRY_water76_16S
.Microbacterium lacticum T X77441 

Microbacterium awajiense T AB286027 
Microbacterium koreense T AY962574 

Microbacterium aurum T Y17229 
Microbacterium invictum T AM949677 

Microbacterium lacus T AB286030 
Microbacterium aoyamense T AB234028 

Microbacterium pumilum T KJ009453 
Microbacterium saccharophilum T AB736273 

Microbacterium pumilum T AB234027 
Microbacterium fluvii T AB286028 

Microbacterium deminutum T AB234026 
Microbacterium pygmaeum T AB248875 

Microbacterium terregens T AB004721 
Microbacterium terricola T AB234025 

Microbacterium resistens T Y14699 
Microbacterium chocolatum T AM181503 

Microbacterium laevaniformans T Y17234 
Microbacterium dextranolyticum T Y17230 

Microbacterium flavescens T AB004716 
"Microbacterium pyrexiae" t DQ673323 

Microbacterium mitrae T GQ351351 
Microbacterium hominis T AM181504 

Microbacterium thalassium T AM181507 
Microbacterium testaceum T X77445 

Microbacterium paraoxydans T AJ491806 
Microbacterium luteolum T Y17235 

Microbacterium saperdae T Y17236 
Microbacterium oxydans T Y17227 

Microbacterium maritypicum T AM181506 
Microbacterium maritypicum T AJ853910 

Microbacterium liquefaciens T X77444 
Microbacterium keratanolyticum T AB004717 

Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

"Microbacterium shrimpcida" t DQ377339 
Microbacterium phyllosphaerae T AJ277840 

Microbacterium foliorum T AJ249780 
Microbacterium natoriense T AY566291 

Microbacterium azadirachtae T EU912487 
Microbacterium ginsengiterrae T EU873314 

Microbacterium aerolatum T AJ309929 
Microbacterium hydrocarbonoxydans T AJ698726 

Microbacterium profundi T EF623999 
Microbacterium murale T HE585693 

Microbacterium oleivorans T AJ698725 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water77_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1230
Nucleotide Composition 294 A - 244 T - 297 C - 395 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1230) is =100.% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Proteobacteria-Alphaproteobacteria-Rhizobiales-Methylobacteriaceae-Methylobacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Methylobacterium_thiocyanatum T U58018', 'Methylobacterium_rhodesianum T AB175643', 'Methylobacterium_rhodesianum T AB175642']

ANALYSIS OF PATRISTIC DISTANCES
Methylobacterium_rhodesianum T AB175643 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Methylobacterium_rhodesianum T AB175643 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Methylobacterium_rhodesianum T AB175643 is in the 75th percentile of the Methylobacterium genus inter-species patristic distances : the sequence may
correspond to a member of this genus
The closest sequence based on patristic distances (Methylobacterium_rhodesianum T AB175643) is NOT the FIRST BLAST hit.

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Methylobacterium variabile T AJ851087 
Methylobacterium variabile T AB302931 

Methylobacterium platani T EF426729 
Methylobacterium tarhaniae T JQ864432 

Methylobacterium aquaticum T AB252197 
Methylobacterium aquaticum T AJ635303 

Methylobacterium rhodinum T AB175644 
Methylobacterium rhodinum T D32229 

Methylobacterium salsuginis T EF015478 
Methylobacterium suomiense T AB175645 

Methylobacterium suomiense T AY009404 
Methylobacterium aminovorans T AB175629 

Methylobacterium extorquens T D32224 
Methylobacterium aminovorans T AJ851086 

Methylobacterium zatmanii T AB175647 
Methylobacterium extorquens T AB175633 
Methylobacterium extorquens T AB175631 
Methylobacterium extorquens T AB175632 
Methylobacterium extorquens T AB175630 

QRY_water77_16S
.Methylobacterium rhodesianum T AB175643 
.Methylobacterium rhodesianum T AB175642 

Methylobacterium podarium T AB302930 
Methylobacterium podarium T AF514774 

Methylobacterium rhodesianum T AY009403 
Methylobacterium rhodesianum T AB175635 

Methylobacterium thiocyanatum T U58018 
Methylobacterium thiocyanatum T AB175646 
.Methylobacterium populi T CP001029/1 
Methylobacterium populi T CP001029/2 
Methylobacterium populi T AY251818 

Methylobacterium komagatae T AB252201 
Methylobacterium trifolii T FR847848 

Methylobacterium dankookense T FJ155589 
Methylobacterium oxalidis T AB607860 

Methylobacterium jeotgali T DQ471331 
Methylobacterium cerastii T FR733885 

Methylobacterium marchantiae T FJ157976 
Methylobacterium adhaesivum T AM040156 
Methylobacterium adhaesivum T AB302928 

Methylobacterium iners T EF174497 
Methylobacterium gossipiicola T EU912445 

Methylobacterium goesingense T AY364020 
Methylobacterium bullatum T FJ268657 

Methylobacterium brachythecii T AB703239 
Methylobacterium gnaphalii T AB627071 

Methylobacterium thuringiense T FR847847 
Methylobacterium haplocladii T AB698691 

Methylobacterium organophilum T AB175639 
Methylobacterium organophilum T D32226 
Methylobacterium organophilum T AB175638 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water78_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1270
Nucleotide Composition 313 A - 242 T - 304 C - 411 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1270) is =100.% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_lacticum T X77441']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_lacticum T X77441 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_lacticum T X77441 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_lacticum T X77441 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond
to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Microbacterium testaceum T X77445 
Microbacterium oleivorans T AJ698725 

Microbacterium lacticum T D21343 
.Microbacterium flavum T AB286029 

Microbacterium aoyamense T AB234028 
Microbacterium pygmaeum T AB248875 

Microbacterium terricola T AB234025 
Microbacterium terregens T AB004721 

Microbacterium aurum T Y17229 
Microbacterium invictum T AM949677 

Microbacterium lacus T AB286030 
Microbacterium koreense T AY962574 

Microbacterium schleiferi T AB004723 
.Microbacterium schleiferi T Y17237 

"Microbacterium sp." t EU417656 
QRY_water78_16S

.Microbacterium lacticum T X77441 
Microbacterium awajiense T AB286027 

Microbacterium saccharophilum T AB736273 
Microbacterium deminutum T AB234026 

Microbacterium pumilum T AB234027 
Microbacterium pumilum T KJ009453 

Microbacterium fluvii T AB286028 
Microbacterium keratanolyticum T AB004717 

Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium murale T HE585693 
Microbacterium hydrocarbonoxydans T AJ698726 

Microbacterium foliorum T AJ249780 
Microbacterium natoriense T AY566291 

Microbacterium azadirachtae T EU912487 
Microbacterium ginsengiterrae T EU873314 

Microbacterium aerolatum T AJ309929 
Microbacterium phyllosphaerae T AJ277840 

"Microbacterium shrimpcida" t DQ377339 
Microbacterium paraoxydans T AJ491806 

Microbacterium luteolum T Y17235 
Microbacterium saperdae T Y17236 

Microbacterium liquefaciens T X77444 
Microbacterium oxydans T Y17227 

Microbacterium maritypicum T AM181506 
Microbacterium maritypicum T AJ853910 

Microbacterium resistens T Y14699 
Microbacterium thalassium T AM181507 

Microbacterium chocolatum T AM181503 
Microbacterium flavescens T AB004716 
Microbacterium dextranolyticum T Y17230 

Microbacterium mitrae T GQ351351 
Microbacterium hominis T AM181504 

Microbacterium laevaniformans T Y17234 
"Microbacterium pyrexiae" t DQ673323 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water80_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1269
Nucleotide Composition 316 A - 241 T - 303 C - 409 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1265) is =99.6% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_mitrae T GQ351351', 'Microbacterium_invictum T AM949677']

ANALYSIS OF PATRISTIC DISTANCES
Absence of the closest sequence based on patristic distances Microbacterium_terricola T AB234025 from the proximal cluster.
Look at the tree and branch support
On the basis of patristic Distances, the closest TS sequence is: Microbacterium_terricola T AB234025 AND is NOT in the proximal cluster
The closest sequence has not the same species name as the closest TS
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_terricola T AB234025 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may
correspond to a member of this genus
The closest sequence based on patristic distances (Microbacterium_terricola T AB234025) is NOT the FIRST BLAST hit.

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Microbacterium keratanolyticum T AB004717 
Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium marinum T HQ622524 
Microbacterium insulae T EU239498 

Microbacterium flavescens T Y17232 
Microbacterium chocolatum T AM181503 

"Microbacterium sp." t KF682195 
Microbacterium thalassium T AM181507 

Microbacterium resistens T Y14699 
Microbacterium testaceum T X77445 

Microbacterium oleivorans T AJ698725 
Microbacterium foliorum T AJ249780 

Microbacterium phyllosphaerae T AJ277840 
Microbacterium murale T HE585693 

Microbacterium hydrocarbonoxydans T AJ698726 
"Microbacterium shrimpcida" t DQ377339 

Microbacterium azadirachtae T EU912487 
Microbacterium aerolatum T AJ309929 

Microbacterium ginsengiterrae T EU873314 
Microbacterium natoriense T AY566291 

Microbacterium paraoxydans T AJ491806 
Microbacterium luteolum T Y17235 

Microbacterium saperdae T Y17236 
Microbacterium maritypicum T AJ853910 

Microbacterium maritypicum T AM181506 
Microbacterium oxydans T Y17227 

Microbacterium liquefaciens T X77444 
Microbacterium hatanonis T AB274908 

QRY_water80_16S
Microbacterium terricola T AB234025 

Microbacterium aurum T Y17229 
Microbacterium lacus T AB286030 

.Microbacterium aoyamense T AB234028 
Microbacterium schleiferi T AB004723 

.Microbacterium schleiferi T Y17237 
Microbacterium lacticum T X77441 

"Microbacterium sp." t EU417656 
Microbacterium flavum T AB286029 

Microbacterium awajiense T AB286027 
Microbacterium koreense T AY962574 

Microbacterium deminutum T AB234026 
Microbacterium pumilum T AB234027 

.Microbacterium saccharophilum T AB736273 
Microbacterium pumilum T KJ009453 

Microbacterium fluvii T AB286028 
"Microbacterium pyrexiae" t DQ673323 

Microbacterium terregens T AB004721 
Microbacterium pygmaeum T AB248875 

Microbacterium invictum T AM949677 
Microbacterium mitrae T GQ351351 

0.5Quick Bioinformatic Phylogeny of Prokaryotes and Seaview
--See Legend--

lebibi Quick BioInformatic Phylogeny of Prokaryotes https://umr5558-bibiserv.univ-lyon1.fr/userbatch/pqpIvwPtL/...

32 sur 44 08/01/2015 10:03



in short How-to Cite Tests sets Databases Contact us

Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water37_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1279
Nucleotide Composition 317 A - 244 T - 306 C - 412 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1279) is =100.% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_lacticum T X77441']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_lacticum T X77441 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_lacticum T X77441 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_lacticum T X77441 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond
to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

.Microbacterium flavum T AB286029 
Microbacterium schleiferi T AB004723 

.Microbacterium schleiferi T Y17237 
"Microbacterium sp." t EU417656 

QRY_water37_16S
.Microbacterium lacticum T X77441 

Microbacterium awajiense T AB286027 
Microbacterium koreense T AY962574 

Microbacterium aurum T Y17229 
Microbacterium invictum T AM949677 

Microbacterium lacus T AB286030 
Microbacterium aoyamense T AB234028 

Microbacterium pumilum T KJ009453 
Microbacterium saccharophilum T AB736273 

Microbacterium pumilum T AB234027 
Microbacterium deminutum T AB234026 

Microbacterium fluvii T AB286028 
Microbacterium pygmaeum T AB248875 

Microbacterium terregens T AB004721 
Microbacterium terricola T AB234025 

Microbacterium oleivorans T AJ698725 
Microbacterium keratanolyticum T AB004717 

Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium murale T HE585693 
Microbacterium hydrocarbonoxydans T AJ698726 

"Microbacterium shrimpcida" t DQ377339 
Microbacterium phyllosphaerae T AJ277840 

Microbacterium foliorum T AJ249780 
Microbacterium natoriense T AY566291 

Microbacterium azadirachtae T EU912487 
Microbacterium ginsengiterrae T EU873314 

Microbacterium aerolatum T AJ309929 
Microbacterium resistens T Y14699 

Microbacterium chocolatum T AM181503 
"Microbacterium pyrexiae" t DQ673323 

Microbacterium laevaniformans T Y17234 
Microbacterium flavescens T AB004716 

Microbacterium dextranolyticum T Y17230 
Microbacterium mitrae T GQ351351 

Microbacterium hominis T AM181504 
Microbacterium thalassium T AM181507 

Microbacterium thalassium T AB004713 
Microbacterium paraoxydans T AJ491806 

Microbacterium luteolum T Y17235 
Microbacterium saperdae T Y17236 

Microbacterium oxydans T Y17227 
Microbacterium maritypicum T AM181506 

Microbacterium maritypicum T AJ853910 
Microbacterium liquefaciens T X77444 

Microbacterium testaceum T X77445 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water81_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1233
Nucleotide Composition 292 A - 244 T - 296 C - 401 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1233) is =100.% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Proteobacteria-Alphaproteobacteria-Rhizobiales-Methylobacteriaceae-Methylobacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Methylobacterium_thiocyanatum T U58018', 'Methylobacterium_rhodesianum T AB175643', 'Methylobacterium_rhodesianum T AB175642']

ANALYSIS OF PATRISTIC DISTANCES
Methylobacterium_rhodesianum T AB175643 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Methylobacterium_rhodesianum T AB175643 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Methylobacterium_rhodesianum T AB175643 is in the 75th percentile of the Methylobacterium genus inter-species patristic distances : the sequence may
correspond to a member of this genus
The closest sequence based on patristic distances (Methylobacterium_rhodesianum T AB175643) is NOT the FIRST BLAST hit.

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Methylobacterium variabile T AJ851087 
Methylobacterium variabile T AB302931 

Methylobacterium platani T EF426729 
Methylobacterium tarhaniae T JQ864432 

Methylobacterium aquaticum T AB252197 
Methylobacterium aquaticum T AJ635303 

Methylobacterium rhodinum T AB175644 
Methylobacterium rhodinum T D32229 

Methylobacterium salsuginis T EF015478 
Methylobacterium suomiense T AB175645 

Methylobacterium suomiense T AY009404 
Methylobacterium aminovorans T AJ851086 

Methylobacterium aminovorans T AB175629 
Methylobacterium extorquens T D32224 

Methylobacterium zatmanii T AB175647 
Methylobacterium extorquens T AB175633 
Methylobacterium extorquens T AB175631 
Methylobacterium extorquens T AB175632 
Methylobacterium extorquens T AB175630 

QRY_water81_16S
.Methylobacterium rhodesianum T AB175643 
.Methylobacterium rhodesianum T AB175642 

Methylobacterium podarium T AB302930 
Methylobacterium podarium T AF514774 

Methylobacterium rhodesianum T AY009403 
Methylobacterium rhodesianum T AB175635 

Methylobacterium thiocyanatum T U58018 
Methylobacterium thiocyanatum T AB175646 
.Methylobacterium populi T CP001029/1 
Methylobacterium populi T CP001029/2 
Methylobacterium populi T AY251818 

Methylobacterium komagatae T AB252201 
Methylobacterium trifolii T FR847848 

Methylobacterium dankookense T FJ155589 
Methylobacterium oxalidis T AB607860 

Methylobacterium jeotgali T DQ471331 
Methylobacterium cerastii T FR733885 

Methylobacterium marchantiae T FJ157976 
Methylobacterium adhaesivum T AM040156 

Methylobacterium adhaesivum T AB302928 
Methylobacterium iners T EF174497 

Methylobacterium gossipiicola T EU912445 
Methylobacterium goesingense T AY364020 

Methylobacterium bullatum T FJ268657 
Methylobacterium brachythecii T AB703239 

Methylobacterium gnaphalii T AB627071 
Methylobacterium thuringiense T FR847847 
Methylobacterium haplocladii T AB698691 

Methylobacterium organophilum T AB175639 
Methylobacterium organophilum T D32226 
Methylobacterium organophilum T AB175638 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water82_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1268
Nucleotide Composition 312 A - 243 T - 303 C - 410 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1266) is =99.8% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_lacticum T X77441']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_lacticum T X77441 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_lacticum T X77441 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_lacticum T X77441 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond
to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

.Microbacterium flavum T AB286029 
Microbacterium schleiferi T AB004723 

.Microbacterium schleiferi T Y17237 
"Microbacterium sp." t EU417656 

QRY_water82_16S
.Microbacterium lacticum T X77441 

Microbacterium awajiense T AB286027 
Microbacterium koreense T AY962574 

Microbacterium aurum T Y17229 
Microbacterium invictum T AM949677 

Microbacterium lacus T AB286030 
Microbacterium aoyamense T AB234028 

Microbacterium pumilum T KJ009453 
Microbacterium saccharophilum T AB736273 

Microbacterium pumilum T AB234027 
Microbacterium fluvii T AB286028 

Microbacterium deminutum T AB234026 
Microbacterium pygmaeum T AB248875 

Microbacterium terregens T AB004721 
Microbacterium terricola T AB234025 

Microbacterium resistens T Y14699 
Microbacterium chocolatum T AM181503 

Microbacterium laevaniformans T Y17234 
Microbacterium dextranolyticum T Y17230 

Microbacterium flavescens T AB004716 
"Microbacterium pyrexiae" t DQ673323 

Microbacterium mitrae T GQ351351 
Microbacterium hominis T AM181504 

Microbacterium thalassium T AM181507 
Microbacterium testaceum T X77445 

Microbacterium paraoxydans T AJ491806 
Microbacterium luteolum T Y17235 

Microbacterium saperdae T Y17236 
Microbacterium oxydans T Y17227 

Microbacterium maritypicum T AM181506 
Microbacterium maritypicum T AJ853910 

Microbacterium liquefaciens T X77444 
Microbacterium keratanolyticum T AB004717 

Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

"Microbacterium shrimpcida" t DQ377339 
Microbacterium phyllosphaerae T AJ277840 

Microbacterium foliorum T AJ249780 
Microbacterium natoriense T AY566291 

Microbacterium azadirachtae T EU912487 
Microbacterium ginsengiterrae T EU873314 

Microbacterium aerolatum T AJ309929 
Microbacterium hydrocarbonoxydans T AJ698726 

Microbacterium profundi T EF623999 
Microbacterium murale T HE585693 

Microbacterium oleivorans T AJ698725 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water83_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1268
Nucleotide Composition 311 A - 242 T - 304 C - 411 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1266) is =99.8% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_lacticum T X77441']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_lacticum T X77441 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_lacticum T X77441 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_lacticum T X77441 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond
to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Microbacterium testaceum T X77445 
Microbacterium oleivorans T AJ698725 

Microbacterium lacticum T D21343 
.Microbacterium flavum T AB286029 

Microbacterium aoyamense T AB234028 
Microbacterium pygmaeum T AB248875 

Microbacterium terricola T AB234025 
Microbacterium terregens T AB004721 

Microbacterium aurum T Y17229 
Microbacterium invictum T AM949677 

Microbacterium lacus T AB286030 
Microbacterium koreense T AY962574 

Microbacterium schleiferi T AB004723 
.Microbacterium schleiferi T Y17237 

"Microbacterium sp." t EU417656 
QRY_water83_16S

.Microbacterium lacticum T X77441 
Microbacterium awajiense T AB286027 

Microbacterium saccharophilum T AB736273 
Microbacterium deminutum T AB234026 

Microbacterium pumilum T AB234027 
Microbacterium pumilum T KJ009453 

Microbacterium fluvii T AB286028 
Microbacterium keratanolyticum T AB004717 

Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium murale T HE585693 
Microbacterium hydrocarbonoxydans T AJ698726 

Microbacterium foliorum T AJ249780 
Microbacterium natoriense T AY566291 

Microbacterium azadirachtae T EU912487 
Microbacterium ginsengiterrae T EU873314 

Microbacterium aerolatum T AJ309929 
Microbacterium phyllosphaerae T AJ277840 

"Microbacterium shrimpcida" t DQ377339 
Microbacterium paraoxydans T AJ491806 

Microbacterium luteolum T Y17235 
Microbacterium saperdae T Y17236 

Microbacterium liquefaciens T X77444 
Microbacterium oxydans T Y17227 

Microbacterium maritypicum T AJ853910 
Microbacterium maritypicum T AM181506 

Microbacterium resistens T Y14699 
Microbacterium thalassium T AM181507 

Microbacterium chocolatum T AM181503 
Microbacterium flavescens T AB004716 
Microbacterium dextranolyticum T Y17230 

Microbacterium mitrae T GQ351351 
Microbacterium hominis T AM181504 

Microbacterium laevaniformans T Y17234 
"Microbacterium pyrexiae" t DQ673323 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water84_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1231
Nucleotide Composition 290 A - 244 T - 296 C - 401 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1229) is =99.8% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Proteobacteria-Alphaproteobacteria-Rhizobiales-Methylobacteriaceae-Methylobacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Methylobacterium_thiocyanatum T U58018', 'Methylobacterium_rhodesianum T AB175643', 'Methylobacterium_rhodesianum T AB175642']

ANALYSIS OF PATRISTIC DISTANCES
Methylobacterium_rhodesianum T AB175643 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Methylobacterium_rhodesianum T AB175643 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Methylobacterium_rhodesianum T AB175643 is in the 75th percentile of the Methylobacterium genus inter-species patristic distances : the sequence may
correspond to a member of this genus
The closest sequence based on patristic distances (Methylobacterium_rhodesianum T AB175643) is NOT the FIRST BLAST hit.

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Methylobacterium variabile T AJ851087 
Methylobacterium variabile T AB302931 

Methylobacterium platani T EF426729 
Methylobacterium tarhaniae T JQ864432 

Methylobacterium aquaticum T AB252197 
Methylobacterium aquaticum T AJ635303 

Methylobacterium rhodinum T AB175644 
Methylobacterium rhodinum T D32229 

Methylobacterium salsuginis T EF015478 
Methylobacterium suomiense T AB175645 

Methylobacterium suomiense T AY009404 
Methylobacterium aminovorans T AB175629 

Methylobacterium extorquens T D32224 
Methylobacterium aminovorans T AJ851086 

Methylobacterium zatmanii T AB175647 
Methylobacterium extorquens T AB175633 
Methylobacterium extorquens T AB175631 
Methylobacterium extorquens T AB175632 
Methylobacterium extorquens T AB175630 

QRY_water84_16S
.Methylobacterium rhodesianum T AB175643 
.Methylobacterium rhodesianum T AB175642 

Methylobacterium podarium T AB302930 
Methylobacterium podarium T AF514774 

Methylobacterium rhodesianum T AY009403 
Methylobacterium rhodesianum T AB175635 

Methylobacterium thiocyanatum T U58018 
Methylobacterium thiocyanatum T AB175646 
.Methylobacterium populi T CP001029/1 
Methylobacterium populi T CP001029/2 
Methylobacterium populi T AY251818 

Methylobacterium komagatae T AB252201 
Methylobacterium trifolii T FR847848 

Methylobacterium dankookense T FJ155589 
Methylobacterium oxalidis T AB607860 

Methylobacterium jeotgali T DQ471331 
Methylobacterium cerastii T FR733885 

Methylobacterium marchantiae T FJ157976 
Methylobacterium adhaesivum T AM040156 

Methylobacterium adhaesivum T AB302928 
Methylobacterium iners T EF174497 

Methylobacterium gossipiicola T EU912445 
Methylobacterium goesingense T AY364020 

Methylobacterium bullatum T FJ268657 
Methylobacterium brachythecii T AB703239 

Methylobacterium gnaphalii T AB627071 
Methylobacterium thuringiense T FR847847 
Methylobacterium haplocladii T AB698691 

Methylobacterium organophilum T AB175639 
Methylobacterium organophilum T D32226 
Methylobacterium organophilum T AB175638 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water85_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1231
Nucleotide Composition 291 A - 244 T - 296 C - 400 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1229) is =99.8% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Proteobacteria-Alphaproteobacteria-Rhizobiales-Methylobacteriaceae-Methylobacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Methylobacterium_thiocyanatum T U58018', 'Methylobacterium_rhodesianum T AB175643', 'Methylobacterium_rhodesianum T AB175642']

ANALYSIS OF PATRISTIC DISTANCES
Methylobacterium_rhodesianum T AB175643 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Methylobacterium_rhodesianum T AB175643 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Methylobacterium_rhodesianum T AB175643 is in the 75th percentile of the Methylobacterium genus inter-species patristic distances : the sequence may
correspond to a member of this genus
The closest sequence based on patristic distances (Methylobacterium_rhodesianum T AB175643) is NOT the FIRST BLAST hit.

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Methylobacterium variabile T AJ851087 
Methylobacterium variabile T AB302931 

Methylobacterium platani T EF426729 
Methylobacterium tarhaniae T JQ864432 

Methylobacterium aquaticum T AB252197 
Methylobacterium aquaticum T AJ635303 

Methylobacterium rhodinum T AB175644 
Methylobacterium rhodinum T D32229 

Methylobacterium salsuginis T EF015478 
Methylobacterium suomiense T AB175645 

Methylobacterium suomiense T AY009404 
Methylobacterium extorquens T D32224 

Methylobacterium aminovorans T AB175629 
Methylobacterium aminovorans T AJ851086 

Methylobacterium zatmanii T AB175647 
Methylobacterium extorquens T AB175633 
Methylobacterium extorquens T AB175631 
Methylobacterium extorquens T AB175632 
Methylobacterium extorquens T AB175630 

QRY_water85_16S
.Methylobacterium rhodesianum T AB175643 
.Methylobacterium rhodesianum T AB175642 

Methylobacterium podarium T AB302930 
Methylobacterium podarium T AF514774 

Methylobacterium rhodesianum T AY009403 
Methylobacterium rhodesianum T AB175635 
Methylobacterium thiocyanatum T U58018 

Methylobacterium thiocyanatum T AB175646 
.Methylobacterium populi T CP001029/1 
Methylobacterium populi T CP001029/2 
Methylobacterium populi T AY251818 

Methylobacterium komagatae T AB252201 
Methylobacterium trifolii T FR847848 

Methylobacterium dankookense T FJ155589 
Methylobacterium oxalidis T AB607860 

Methylobacterium jeotgali T DQ471331 
Methylobacterium cerastii T FR733885 

Methylobacterium marchantiae T FJ157976 
Methylobacterium adhaesivum T AM040156 

Methylobacterium adhaesivum T AB302928 
Methylobacterium iners T EF174497 

Methylobacterium gossipiicola T EU912445 
Methylobacterium goesingense T AY364020 

Methylobacterium bullatum T FJ268657 
Methylobacterium brachythecii T AB703239 

Methylobacterium gnaphalii T AB627071 
Methylobacterium thuringiense T FR847847 
Methylobacterium haplocladii T AB698691 

Methylobacterium organophilum T AB175639 
Methylobacterium organophilum T D32226 
Methylobacterium organophilum T AB175638 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water38_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1270
Nucleotide Composition 314 A - 243 T - 303 C - 410 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1270) is =100.% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_flavum T AB286029', 'Microbacterium_lacticum T X77441']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_lacticum T X77441 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_lacticum T X77441 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_lacticum T X77441 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond
to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

.Microbacterium flavum T AB286029 
QRY_water38_16S
.Microbacterium lacticum T X77441 

Microbacterium schleiferi T AB004723 
.Microbacterium schleiferi T Y17237 

"Microbacterium sp." t EU417656 
Microbacterium awajiense T AB286027 

Microbacterium koreense T AY962574 
Microbacterium aurum T Y17229 

Microbacterium invictum T AM949677 
Microbacterium lacus T AB286030 

Microbacterium aoyamense T AB234028 
Microbacterium pumilum T KJ009453 

Microbacterium saccharophilum T AB736273 
Microbacterium pumilum T AB234027 

Microbacterium fluvii T AB286028 
Microbacterium deminutum T AB234026 

Microbacterium pygmaeum T AB248875 
Microbacterium terregens T AB004721 

Microbacterium terricola T AB234025 
Microbacterium keratanolyticum T AB004717 

Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium paraoxydans T AJ491806 
Microbacterium luteolum T Y17235 

Microbacterium saperdae T Y17236 
Microbacterium liquefaciens T X77444 

Microbacterium oxydans T Y17227 
Microbacterium maritypicum T AM181506 

Microbacterium maritypicum T AJ853910 
Microbacterium hydrocarbonoxydans T AJ698726 

Microbacterium profundi T EF623999 
Microbacterium murale T HE585693 

"Microbacterium shrimpcida" t DQ377339 
Microbacterium phyllosphaerae T AJ277840 

Microbacterium foliorum T AJ249780 
Microbacterium natoriense T AY566291 

Microbacterium azadirachtae T EU912487 
Microbacterium ginsengiterrae T EU873314 

Microbacterium aerolatum T AJ309929 
Microbacterium testaceum T X77445 

Microbacterium resistens T Y14699 
Microbacterium thalassium T AM181507 

Microbacterium chocolatum T AM181503 
Microbacterium flavescens T AB004716 
Microbacterium dextranolyticum T Y17230 

Microbacterium mitrae T GQ351351 
Microbacterium hominis T AM181504 

Microbacterium laevaniformans T Y17234 
"Microbacterium pyrexiae" t DQ673323 

Microbacterium oleivorans T AJ698725 
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water39_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1278
Nucleotide Composition 318 A - 246 T - 303 C - 411 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.55     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1273) is =99.6% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae
More than one genus in the extracted sequences. An outgroup will be present in the tree.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_hatanonis T AB274908', 'Microbacterium_aurum T Y17229']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_aurum T Y17229 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_aurum T Y17229 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_aurum T Y17229 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond to
a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Microbacterium keratanolyticum T AB004717 
Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium profundi T EF623999 
Microbacterium murale T HE585693 

Microbacterium hydrocarbonoxydans T AJ698726 
"Microbacterium shrimpcida" t DQ377339 

Microbacterium phyllosphaerae T AJ277840 
Microbacterium foliorum T AJ249780 

Microbacterium natoriense T AY566291 
Microbacterium azadirachtae T EU912487 

Microbacterium ginsengiterrae T EU873314 
Microbacterium paraoxydans T AJ491806 

Microbacterium luteolum T Y17235 
Microbacterium saperdae T Y17236 

Microbacterium liquefaciens T X77444 
Microbacterium oxydans T Y17227 

Microbacterium maritypicum T AM181506 
Microbacterium maritypicum T AJ853910 

Microbacterium oleivorans T AJ698725 
Microbacterium resistens T Y14699 

Microbacterium testaceum T X77445 
Microbacterium kitamiense T AB013907 
Microbacterium kitamiense T AM181505 

Microbacterium lemovicicum T JN243353 
Microbacterium hatanonis T AB274908 

QRY_water39_16S
.Microbacterium aurum T Y17229 

.Microbacterium aoyamense T AB234028 
Microbacterium pygmaeum T AB248875 

Microbacterium terricola T AB234025 
Microbacterium terregens T AB004721 

Microbacterium fluvii T AB286028 
Microbacterium pumilum T KJ009453 

Microbacterium laevaniformans T Y17234 
"Microbacterium pyrexiae" t DQ673323 

Microbacterium saccharophilum T AB736273 
Microbacterium deminutum T AB234026 

Microbacterium pumilum T AB234027 
Microbacterium awajiense T AB286027 

Microbacterium flavum T AB286029 
Microbacterium schleiferi T AB004723 

Microbacterium schleiferi T Y17237 
Microbacterium koreense T AY962574 

Microbacterium lacticum T X77441 
"Microbacterium sp." t EU417656 

.Microbacterium lacus T AB286030 
Microbacterium invictum T AM949677 

Herbiconiux ginsengi T DQ473536 
Herbiconiux flava T AB583921 

Herbiconiux solani T FN432340 
0.5Quick Bioinformatic Phylogeny of Prokaryotes and Seaview
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water40_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1267
Nucleotide Composition 288 A - 258 T - 292 C - 428 G -      0 N 0.0 %  Gaps % =1.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1260) is =99.4% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Micrococcaceae
More than one genus in the extracted sequences. An outgroup will be present in the tree.

Phylogenetic tree analysis
Proximal Cluster ['Micrococcus_luteus T AM992194', 'Micrococcus_aloeverae T KF524364']

ANALYSIS OF PATRISTIC DISTANCES
Micrococcus_aloeverae T KF524364 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Micrococcus_aloeverae T KF524364 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Micrococcus_aloeverae T KF524364 is in the 75th percentile of the Micrococcus genus inter-species patristic distances : the sequence may correspond to
a member of this genus
The closest sequence based on patristic distances (Micrococcus_aloeverae T KF524364) is NOT the FIRST BLAST hit.

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Zhihengliuella salsuginis T AB778264 
Zhihengliuella alba T AB778263 
Zhihengliuella alba T EU847536 

Zhihengliuella flava T AB778260 
Micrococcus lactis T FN673681 

Zhihengliuella aestuarii T EU939716 
Zhihengliuella aestuarii T AB778262 

"Micrococcus chenggongense" t DQ660308 
Micrococcus terreus T FJ423763 

"Micrococcus xinjiangensis" t DQ923132 
Citricoccus nitrophenolicus T GU797177 

Citricoccus zhacaiensis T EU305672 
Citricoccus parietis T FM992367 

Micrococcus antarcticus T AJ005932 
Micrococcus cohnii T FR832424 

Micrococcus lylae T X80750 
Micrococcus endophyticus T EU005372 

"Micrococcus alkanovora" t AY702663 
"Micrococcus indicus" t AM158920 

Micrococcus flavus T DQ491453 
Micrococcus luteus T AM992194 

Micrococcus luteus T CP001628 
Micrococcus luteus T AF542073 
.Micrococcus luteus T AJ536198 

"Micrococcus thailandicus" t AB247644 
.Micrococcus yunnanensis T FJ214355 

QRY_water40_16S
.Micrococcus aloeverae T KF524364 

Arthrobacter oryzae T AB279889 
Arthrobacter humicola T AB279890 

Arthrobacter phenanthrenivorans T CP002379/1 
Arthrobacter phenanthrenivorans T CP002379/2 

Arthrobacter pascens T X80740 
Arthrobacter globiformis T X80736 
Arthrobacter globiformis T AB089841 

Arthrobacter woluwensis T X93353 
Arthrobacter crystallopoietes T X80738 

Arthrobacter rhombi T Y15885 
Arthrobacter sulfureus T X83409 

Arthrobacter antarcticus T AM931709 
Arthrobacter gangotriensis T AJ606061 

Arthrobacter psychrophenolicus T AJ616763 
Arthrobacter cryotolerans T GQ406812 

Arthrobacter kerguelensis T AJ606062 
Arthrobacter bergerei T AJ609630 

Arthrobacter arilaitensis T AJ609628 
Arthrobacter nicotianae T X80739 

Arthrobacter mysorens T AJ639831 
Arthrobacter mysorens T AJ617482 

Arthrobacter protophormiae T X80745 
Arthrobacter soli T EF660748 

0.5Quick Bioinformatic Phylogeny of Prokaryotes and Seaview
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water41_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1278
Nucleotide Composition 318 A - 246 T - 303 C - 411 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.55     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1273) is =99.6% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae
More than one genus in the extracted sequences. An outgroup will be present in the tree.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_hatanonis T AB274908', 'Microbacterium_aurum T Y17229']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_aurum T Y17229 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_aurum T Y17229 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_aurum T Y17229 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond to
a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Microbacterium keratanolyticum T AB004717 
Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium profundi T EF623999 
Microbacterium murale T HE585693 

Microbacterium hydrocarbonoxydans T AJ698726 
"Microbacterium shrimpcida" t DQ377339 

Microbacterium phyllosphaerae T AJ277840 
Microbacterium foliorum T AJ249780 

Microbacterium natoriense T AY566291 
Microbacterium azadirachtae T EU912487 

Microbacterium ginsengiterrae T EU873314 
Microbacterium paraoxydans T AJ491806 

Microbacterium luteolum T Y17235 
Microbacterium saperdae T Y17236 

Microbacterium oxydans T Y17227 
Microbacterium maritypicum T AM181506 

Microbacterium maritypicum T AJ853910 
Microbacterium liquefaciens T X77444 

Microbacterium oleivorans T AJ698725 
Microbacterium resistens T Y14699 

Microbacterium testaceum T X77445 
Microbacterium kitamiense T AB013907 
Microbacterium kitamiense T AM181505 

Microbacterium lemovicicum T JN243353 
Microbacterium hatanonis T AB274908 

QRY_water41_16S
.Microbacterium aurum T Y17229 

.Microbacterium aoyamense T AB234028 
Microbacterium pygmaeum T AB248875 

Microbacterium terricola T AB234025 
Microbacterium terregens T AB004721 

Microbacterium fluvii T AB286028 
Microbacterium pumilum T KJ009453 

Microbacterium laevaniformans T Y17234 
"Microbacterium pyrexiae" t DQ673323 

Microbacterium saccharophilum T AB736273 
Microbacterium deminutum T AB234026 

Microbacterium pumilum T AB234027 
Microbacterium awajiense T AB286027 

Microbacterium flavum T AB286029 
Microbacterium schleiferi T AB004723 

Microbacterium schleiferi T Y17237 
Microbacterium koreense T AY962574 

Microbacterium lacticum T X77441 
"Microbacterium sp." t EU417656 

.Microbacterium lacus T AB286030 
Microbacterium invictum T AM949677 

Herbiconiux ginsengi T DQ473536 
Herbiconiux flava T AB583921 

Herbiconiux solani T FN432340 
0.5Quick Bioinformatic Phylogeny of Prokaryotes and Seaview
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water42_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1280
Nucleotide Composition 316 A - 244 T - 307 C - 413 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1280) is =100.% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_lacticum T X77441']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_lacticum T X77441 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_lacticum T X77441 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_lacticum T X77441 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond
to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Microbacterium oleivorans T AJ698725 
Microbacterium keratanolyticum T AB004717 

Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium aerolatum T AJ309929 
Microbacterium ginsengiterrae T EU873314 

Microbacterium azadirachtae T EU912487 
Microbacterium natoriense T AY566291 

Microbacterium murale T HE585693 
Microbacterium hydrocarbonoxydans T AJ698726 

"Microbacterium shrimpcida" t DQ377339 
Microbacterium foliorum T AJ249780 

Microbacterium phyllosphaerae T AJ277840 
Microbacterium resistens T Y14699 

Microbacterium testaceum T X77445 
Microbacterium paraoxydans T AJ491806 

Microbacterium luteolum T AB004718 
Microbacterium luteolum T Y17235 

Microbacterium saperdae T Y17236 
Microbacterium maritypicum T AJ853910 

Microbacterium oxydans T Y17227 
Microbacterium maritypicum T AM181506 

Microbacterium liquefaciens T X77444 
.Microbacterium flavum T AB286029 

Microbacterium invictum T AM949677 
Microbacterium lacus T AB286030 

Microbacterium aurum T Y17229 
Microbacterium aoyamense T AB234028 

Microbacterium deminutum T AB234026 
Microbacterium saccharophilum T AB736273 

Microbacterium pumilum T KJ009453 
Microbacterium fluvii T AB286028 

Microbacterium pumilum T AB234027 
Microbacterium pygmaeum T AB248875 

Microbacterium terricola T AB234025 
Microbacterium terregens T AB004721 

Microbacterium awajiense T AB286027 
Microbacterium koreense T AY962574 

Microbacterium schleiferi T AB004723 
.Microbacterium schleiferi T Y17237 

"Microbacterium sp." t EU417656 
QRY_water42_16S
.Microbacterium lacticum T X77441 

Microbacterium mitrae T GQ351351 
Microbacterium hominis T AM181504 

Microbacterium chocolatum T AM181503 
Microbacterium thalassium T AM181507 

"Microbacterium pyrexiae" t DQ673323 
Microbacterium dextranolyticum T Y17230 

Microbacterium laevaniformans T Y17234 
Microbacterium flavescens T AB004716 

0.5Quick Bioinformatic Phylogeny of Prokaryotes and Seaview
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Results
Query data
Database: procaryota_SSU-rDNA-16S_TS-stringent
Note: The use of the stringent database (all the GenBank sequences for a given species) may lead to errors due to the low quality identification of some sequences, a careful analysis is
necessary.
Original name of the query (from fasta) : QRY_water43_16S. leBiBI ref : pqpIvwPtL

Sequence composition
Length of Query sequence is : 1269
Nucleotide Composition 312 A - 242 T - 304 C - 411 G -      0 N 0.0 %  Gaps % =0.0
GC%=0.56     

Quality of the BLAST analysis
The number of Blast hits is OK
All is OK, the best BLAST hit length (1269) is =100.% of the query length

Biodiversity level
All extracted sequences appear to belong to Bacteria and their lowest shared taxon is: Bacteria-Actinobacteria-Actinobacteridae-Actinomycetales-Micrococcineae-Microbacteriaceae-
Microbacterium
CAUTION ! One genus only in the extracted sequences. No outgroup may be pertinent enough for a good phylogeny. You may need to increase the number of desired sequences or use a
more stringent database.

Phylogenetic tree analysis
Proximal Cluster ['Microbacterium_lacticum T X77441']

ANALYSIS OF PATRISTIC DISTANCES
Microbacterium_lacticum T X77441 is the closest sequence based on patristic distances
On the basis of patristic Distances, the closest sequence is: Microbacterium_lacticum T X77441 AND is in the proximal cluster
No statistics available for patristic distances between members of the species of the closest sequence
Remark: the patristic distance to Microbacterium_lacticum T X77441 is in the 75th percentile of the Microbacterium genus inter-species patristic distances : the sequence may correspond
to a member of this genus

lebibi Quick BioInformatic Phylogeny of Prokaryotes
Summary of the methods and database used during this session
Analysis Extraction of similar sequences for ingroup sequences: Query
There are 44 sequences in your batch
BLAST using the procaryota_SSU-rDNA-16S_TS-stringent database. Trying to extract 50 sequences with expect lower than 0.1
ALIGNMENT using mafft Options : speed oriented
BMGE use for alignment optimization Options :defaults parameters
TREE : phylogenetic tree using fasttree
Evolution model GTR -gamma

RESULTS

Microbacterium testaceum T X77445 
Microbacterium oleivorans T AJ698725 

Microbacterium lacticum T D21343 
.Microbacterium flavum T AB286029 

Microbacterium aoyamense T AB234028 
Microbacterium pygmaeum T AB248875 

Microbacterium terricola T AB234025 
Microbacterium terregens T AB004721 

Microbacterium aurum T Y17229 
Microbacterium invictum T AM949677 

Microbacterium lacus T AB286030 
Microbacterium koreense T AY962574 

Microbacterium schleiferi T AB004723 
.Microbacterium schleiferi T Y17237 

"Microbacterium sp." t EU417656 
QRY_water43_16S
.Microbacterium lacticum T X77441 

Microbacterium awajiense T AB286027 
Microbacterium saccharophilum T AB736273 

Microbacterium deminutum T AB234026 
Microbacterium pumilum T AB234027 

Microbacterium pumilum T KJ009453 
Microbacterium fluvii T AB286028 

Microbacterium keratanolyticum T AB004717 
Microbacterium keratanolyticum T Y17233 
Microbacterium keratanolyticum T Y14786 

Microbacterium murale T HE585693 
Microbacterium hydrocarbonoxydans T AJ698726 

Microbacterium foliorum T AJ249780 
Microbacterium natoriense T AY566291 

Microbacterium azadirachtae T EU912487 
Microbacterium ginsengiterrae T EU873314 

Microbacterium aerolatum T AJ309929 
Microbacterium phyllosphaerae T AJ277840 

"Microbacterium shrimpcida" t DQ377339 
Microbacterium paraoxydans T AJ491806 

Microbacterium luteolum T Y17235 
Microbacterium saperdae T Y17236 

Microbacterium maritypicum T AJ853910 
Microbacterium oxydans T Y17227 

Microbacterium maritypicum T AM181506 
Microbacterium liquefaciens T X77444 

Microbacterium resistens T Y14699 
Microbacterium thalassium T AM181507 

Microbacterium chocolatum T AM181503 
Microbacterium flavescens T AB004716 
Microbacterium dextranolyticum T Y17230 

Microbacterium mitrae T GQ351351 
Microbacterium hominis T AM181504 

Microbacterium laevaniformans T Y17234 
"Microbacterium pyrexiae" t DQ673323 

0.5Quick Bioinformatic Phylogeny of Prokaryotes and Seaview
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