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In silico alanine scanning on chain A for PDB-ID cluster2_1.
(file uploaded by user)
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Resi due ddCcal ¢ Degree O Possi bl e
[ kcal / nol ] Buri edness Sal t bri dges

GLU3A 0.12 4.23 -
TYROA 0.15 4.79 -
ARGL5A 0.82 6.14 -
ASP42A 1.26 10. 14 -
LEU44A 0.11 3.67 -
ARGA5A 0.19 4.56 -
ASNAGA 0.22 3.52

ASPATA 0.13 3.71

TYR4A9A 0.16 5.57 -
LEU50A 0.11 3.67 -
MET51A 0. 45 1.89 -
PHE52A 1.39 7.60 -
GLN53A 0.35 6. 04 -
GLN54A 0.15 4.96 -
| LEGOA 0.19 6.34 -
ASP61A 1.76 6.21 -
MET63A 0.93 7.33 -
LYS64A 0. 30 5.49 -
LEUG5A 0.82 3.61 -
VAL66A 0.81 4.27 -
GLN67A 0.11 3.99 -
ARG59A -0.13 3.82 -
I LE71A 0.13 4.50 -
ASN73A 0.00 5.89 -
TYR74A 0.20 4.01 -
SER77A 0.11 3.11 -
LYS78A 0.10 3.32 -
LYS84A 0.12 4.14 -
ASP85A 0.18 6.35

| LEB6A 1.71 1.83

LYS87A 1.10 5.00 -
LEU91A 0.32 2.72 -
MET94A 0.20 2.72 -
GLWI7A 0.25 5.24 -
ASP101A 0.88 4.92 -
GLU104A 0.22 7.39 X
MET105A 0.11 3.61 -
LEU107A 0.38 5. 45 -
LEU108A 1.07 4.50 -
PHE111A 0.23 4.19 -
THR112A 0.31 7.26 -
GLN113A 0.43 1.03 -
GLUL16A 0. 06 2.09 -
LYS120A 0. 07 2.50 -
LEU213A 0.11 3.61 -
SER216A 0.13 4.62 -
ARG217A 0. 47 4.52 X
PHE220A 0. 05 1.68 -
ARG221A 0. 46 4.56 -
PHE222A 0.59 2.50 -
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