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membrane transport systems encoding genes set.
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_E generated by 7RIAGE can be directly integrated in GSM e W, available in its database is automatically extracted

N
E— Select TC family: =
Scrapping. % TCDB BLAST: / Higher frequency and bit score -g
|dentify ’ e TC numbers * E>.<pected value: <1E-6 . )
metabolites + Metabolites St score: =50 Select reactions: @
. TC families Coverage: >80% E
ey l * Reactions Auto accept Compute score
BiGG
\ / Create reactions From homologous | 5= x5+ d-a)x5,
genes with e-
for TC Systems value < 1E-50 All other
metabolites.
\ Organism’s genome
> Locus 1
MPDAKKQGRSNKA...
Store in internal - > Locus 2
Neo4J database q’%’syr/ MDVIKKKHWWQS... &
O O
(E% ﬂ)rganism’s annotation:
> Locus 1 (2.A.1.#.#)
/ ~ 0 —= 0 “ K gal (out) <-> gal (in)
> Locus 2 (3.A.1.#.#)
Tl'aﬂsyt COntentS mal (out) + ATP -> mal (in) + ADP + Pi
é’ TC systems (TC Number, Accession) / TranSyT versus
a Accessions 17221
nd:’ TC Numbers 13349
ay Metabolites: 381
TC Families 1176 —
Equations A28 Perfect 40% (292)
Metabohteg 6015 Transport reactions: 1495 — ” (97)
Descendent metabolites 5002 — |_
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ABC 10 6 43 59
 Symport | 44 | 26 | 28 | 98 .
Uniport 24 55 120 199 Conclusions
;D 12 * lranSyT's approach was able to automatically create reactions for nearly 70% the iAF1260 model transporters.
Moreover, it allowed identifying transport reactions incorrectly assigned to genes unable to transport such
_ Total | 97 | 106 | 223 | J metabolite.
lranSyTis currently being implemented in both mer/in and KBase.
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