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	Protein Prediction
	Predicted localization
	Predicted number of transmembrane helices

	
	Genomic position
	Nucleotide change
	Amino acid change
	I-Mutant #
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	TargetP ^
	TMHMM *

	SNP-level
	Rv0218
	
	
	
	
	
	

	
	261,869
	C=>T
	R316C
	Decrease of Stability
	Benign
	Other
	5

	Gene-level
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# I-mutant predicts free energy changes of protein stability upon a point mutation under different conditions.
& PolyPhen predicts the possible impact of an amino acid substitution on the structure and function of a human protein using straightforward physical and comparative considerations.
^ TargetP predicts the subcellular location of proteins based on the predicted presence of any N-terminal signal peptides.
* TMHMM predicts transmembrane helices in proteins.




