Figure S3. Taxonomic assignment of scaffold sequences from Human Microbiome Project on which an st/A homologue was found.

100T

90

80

70

60

50

40

Number of reads (percentage)

30
%* %*
20
10
0 ) <2 Ve S < 7z < Q s> Q Q
e — Z £¢ & Q0
Data sets 4¢® €N 25 4 %, < ‘D)@) e’g ) 870 9‘9&
< ~> L2
Legend (Taxa):
B Actinobacteria I Bacteroidetes/Chlorobi group ll Chlamydiae/Verrucomicrobia group Il Cyanobacteria [l Proteobacteria
[Tlunclassified Bacteria [ ] Parabasalia [ Firmicutes [l Spirochaetes % Unassigned

Figure S3. Taxonomic assignment of scaffold sequences from Human Microbiome Project on which an stlA homologue was found.
Scaffold sequences were analysed using BLASTX. The BLASTX results were then downloaded and imported in MEGAN 4 software program which
performed taxonomic assignment of each scaffold based on BLAST reads. Two of the shorter scaffolds indicated with an asterisk (*) could not be
assigned any taxonomic classification.



