Table 4. Frequency shifts of amino acid residue substitutions in specific framework (FR) regions of a protein sequence. Substitutions are shown using the single-letter amino acid code in the format original residue → new residue, accompanied by their respective frequency changes (%).mutations are recommended by Biophi.
	Region
	position
	Aho numbering position
	Sequence 
	Residue Frequency (human)

	FR2
	44
	H51
	W → G
	0.3% → 99%

	

FR3

	75
	H85
	A → S
	38% → 59%

	
	76
	H86
	E → K
	2% → 92%

	
	87
	H97
	K → R
	9% → 86%

	
	88
	H98
	P → A
	3% → 75%

	
	89
	H99
	D → E
	5% → 93%

	FR4
	115
	H144
	Q → L
	0.8% → 68%



