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2  I II.  

Residues 
(Region I) 

Ratio(%) In/Out 
Residues 

(Region II) 

Ratio(%) In/Out 

Wild-type Mutant Wild-type Mutant 

Ile 172 1/21   8/13  i Thr 114  8/51  o 1/22   

Phe 173 00/0  i 00/0  i Ala 115 00/0  i 00/0  i 

Lys 174 7/15  i 4/21   Val 116 20/0  i 00/6  i 

Phe 175 00/0  i 00/0   i Glu 117 0/21   3/43   

Arg 176 4/34   9/62   o Val 118 00/0  i 00/0  i 

Gly 177 6/46   6/17   i  Asn 119 9/27   1/62  o 

Glu 178 100 o 4/74  o  Pro 120 0/77  o 1/86  o 

Gly 179 4/69   4/91  o Ala 121 2/91  o 100 o 

Lys 180 50/6  i 00/1  i Asn 122 1/45   6/53  o 

Ala 181 6/83  o 1/81  o Arg 123 50/7  i 40/6  i 

Trp 182 40/3  i 60/5  i Asn 124 2/55  o 9/74  o 

Asp183 00/0  i 00/0  i Gln 125 1/51  o 5/19  i 

Trp 184 9/71  o 9/59  o Glu 126 0/38   - - 

Glu 185 7/27   4/25   Thr 127 0/35   100 o 

Val 186 10/0  i 00/0  i Ser 128 9/18  i 0/68  o 

Ser 187 80/0  i 50/1  i Glu 129 0/92  o 6/59  o 

Ser 188 0/66   5/53  o Glu 130 6/55  o 0/43   
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