Figure S1

P-value P-value

P-value

A C D F G H | K L M N P Q R _ S T VNV Toal
5 > A 43 40 00 00 80 07 18 05 23 0.0 107 10 00 1.0 158 26.7 9.5 86.3
28 C 32 03 00 00 22 00 45 05 43 03 353 05 00 00 50 40 75 676
%% G 30 13 10 00 80 00 08 10 00 00 113 17 00 00 88 162 2.8 56.0
8 g U 55 03 00 10 68 03 28 00 83 27 417 138 10 0.0 123 7.2 13.2 117.0
“~ Total 16.0 6.0 1.0 1.0 250 1.0 10.0 2.0 150 3.0 99.0 17.0 1.0 1.0 42.0 54.0 33.0 327
A C D F G H | K L M N P Q R S T V Total
o> A 42 16 03 03 66 03 26 05 40 08 261 45 03 03 11.1 143 87 863
©2 ¢ 33 12 02 02 52 02 21 04 31 06 205 35 02 02 87 11.2 6.8 67.6
8;;_% G 27 10 02 02 43 02 17 03 26 05 169 29 02 02 72 92 56 56.0
X g U 57 21 04 04 89 04 36 07 54 11 354 61 04 04 150 19.3 11.8 117.0
* Total 16.0 6.0 1.0 1.0 250 1.0 100 2.0 150 3.0 99.0 170 1.0 1.0 42.0 540 33.0 327
P-value(Aln4, residue 4) = 5.7 x 107
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