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The results reported in Tab.1, Tab.2 and Tab.3 show how the predicted locations have been obtained
by the consensus model for the remaining multi-sites proteins in Gram-negative bacterial proteins dataset,
where 18 proteins are localized in cytoplasm and inner membrane regions (I/C) and 6 proteins in cyto-
plasm and periplasm regions (C/P). The predictions provided by our consensus model have been com-
pared against three state-of-art SCL prediction methods, namely CELLO2GO' [1], BUSCA” [2] and
UniLoc’ [3]. CELL2GO is based on GO terms and uses BLAST to search for homologous sequences.
The recent method BUSCA combines three SCL prediction methods (BaCelLo [4], MemLoci [5] and
SChloro [6]) and methods for identifying signal and transit peptides, glycophosphatidylinositol (GPI)-
anchors and transmembrane domains. Whereas UniL.oc SCL prediction is based on the implicit similar-
ity between proteins, it identifies template proteins based on the number of shared related words using
PSI-BLAST search against NCBI nr* database.
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Tab. 1: The proposed SCL prediction model predictions for some multiple sites proteins localized in cytoplasmic and periplasmic spaces of
Gram-negative bacterial dataset versus CELLO2GO, BUSCA and UniLoc predictions.
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Tab. 2: The proposed SCL prediction model predictions for some multiple sites proteins localized in cytoplasmic and inner membrane
regions of Gram-negative bacterial dataset versus CELLO2GO, BUSCA and UniLoc predictions.
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Tab. 3: The proposed SCL prediction model predictions for some multiple sites proteins localized in cytoplasmic and inner membrane
regions of Gram-negative bacterial dataset versus CELLO2GO, BUSCA and UniLoc predictions.

matics, vol. 27, no. 9, pp. 1224-1230, 2011. |

[6] C. Savojardo, P. Martelli, P. Fariselli, and R. Casadio, “SChloro: directing viridiplantae proteins to six chloroplastic sub-compartments,”
Bioinformatics, vol. 33, no. 3, pp. 347-353, 2016. |



