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Supplementary Results

Function prediction using FS-Weighted Averaging

Precision—Recall Analysis

Figure S1 shows the precision versus recall graphs for the prediction of informative
GO terms for the molecular function and cellular component categories.
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Figure S1 — Precision—Recall Analysis of predictions by three methods

Precision vs. Recall graphs of the predictions of informative GO terms from the Gene
Ontology biological process category using 1) Neighbor Counting (NC); 2) Chi-
Square; and 3) FS-Weighted Averaging (WA) for seven genomes.

Left — Graphs for GO terms from the molecular function category

Right — Graphs for GO terms from the cellular component category



Receiver Operating Characteristics
Figure S2 shows the number of informative GO terms from the molecular function
and cellular component categories that can be predicted equal or above a range of

ROC thresholds.
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Figure S2 - ROC Analysis of predictions by three methods
Graphs showing the number of informative terms from the Gene Ontology biological

process category that can be predicted above or equal various ROC thresholds using
1) Neighbor Counting (NC); 2) Chi-Square; and 3) FS-Weighted Averaging (WA) for
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seven genomes.
Left — Graphs for GO terms from the molecular function category
Right — Graphs for GO terms from the cellular component category
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