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The predicted phenotype change correlates to experimental assay data
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both terms of the equation contribute to the estimation of phenotype
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2011 Challenge:
predict the function of 84 CBS mutants in high and in low pyridoxine concentration
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2012-13 Challenge:
predict the cell proliferation for 10 variants of the p16 protein

Group name Kendall| RMSD | AUC [#range 10|rank KCC|rank RMSD| rank auc |nk #range {avg rank|Overall rank Best 2
|SPARKS-LAB 063 93] 082 7 1 1 1
Lichtarge Lab 063 185 1 5 2
|BigFolD 60| 158 8 3] 3
[BioFolD 47| 150] 084 3 7
|moult_lab 51 177 6 4 4 7
rmoult_lab .51 18.8] 096 3 4
|moult_lab 038 202[ 088 3 9 e
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|BioFolD! 028] 164] 072 2 11 ©
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[Gough 040 233| 042 5 i
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Predict the competitive growth score (C) of:

Challenge 1: R

high-accuracy subset of
215 single amino acid variants

> | C = 1-EA/100

Challenge 2: Accounting for GOF mutants:

remaining when wild-type amino acid appears less frequently

463 single amino acid variants / than the substitute in the protein family alignment
C = 1+ EA/M00

Challenge 3:

4,427 alleles corresponding to clones C. = C.-Cor -C

with two or more amino acid variants AT M1 V2 ¥UN
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Predict the competitive growth score (C) of:

Challenge 1:
high-accuracy subset of
215 single amino acid variants

Challenge 2:
remaining
463 single amino acid variants

Challenge 3:
4,427 alleles corresponding to clones
with two or more amino acid variants
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