










• Methods 
– DNA Extraction using MoBio Powersoil Kit  
– Illumina Prep  
– HiSeq Sequencing 
– MetaPhlAn for preliminary analysis 
 

• 124 taxa, 33 species found 
– 18 new species not seen on the subway 
 

• Additional collections in winter 2014 and spring 
2015  
   



Taxa Breakdown 

Archaea, 2% 

Bacteria, 91% 

Unclassified, 7% 



Potential Pathogens 

Pseudomonas putidas 

 

Escherichia coli 

 Enterococcus faecalis 

 

Propionibacterium acnes 

 

 



DNA Yield and Species Diversity 
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Eubacterium_hallii
Methanocorpusculum_labreanum
Faecalibacterium_unclassified
Methanosarcina_acetivorans
Nakamurella_multipartita
Escherichia_unclassified
Bifidobacterium_adolescentis
Enterococcus_unclassified
Propionibacterium_unclassified
Methanosarcina_unclassified
Pseudoalteromonas_unclassified
Enterobacter_unclassified
Enterococcus_faecalis
Mycobacterium_gilvum
Cellulophaga_unclassified
Eubacterium_rectale
Ruminococcus_bromii
Citrobacter_unclassified
Propionibacterium_acnes
Pantoea_vagans
Methanobrevibacter_unclassified
Pseudomonas_putida
Escherichia_coli
Erwinia_billingiae
Bifidobacterium_unclassified
Methanobrevibacter_smithii
Sulfurimonas_unclassified
Candidatus_Pelagibacter_ubique
Desulfococcus_oleovorans
Pseudomonas_unclassified
Beggiatoa_unclassified
Mycobacterium_unclassified
Desulfobacterium_autotrophicum
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