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	pVHL missense mutation
	Root Mean Square (RMS)
	Number of C- atoms aligned

	F136L
	0.458
	132 to 132 atoms

	F119L
	0.258
	141 to 141 atoms

	N78S
	0.233
	136 to 136 atoms

	Y98H
	0.218
	136 to 136 atoms




