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V:S32SER.CB=C7

         S0033ASN

H:S30ARG.NH1=N7

H:S30ARG.NH2=O6

         S0038GLN w:S40SER.OG=O4

         S0079SER

w:S28LYS.NZ=O4

         S0068TYR H:S77ARG.NH1=O4          R0073VAL          R0046THR H:R75GLN.NE2=O4

         R0024ILE

         R0022SER

H:R44TYR.OH=N4 H:R26GLN.NE2=N7          R0028ASN

H:S28LYS.NZ=N7 H:S26GLN.NE2=N7 w:S140THR.OG1=N3

         S0024ILE

         S0075ASP

         S0022SER

         S0044ALA

w:S140THR.OG1=O2

         S0046THR          S0073VAL w:R139LYS.NZ=N2 w:R140THR.OG1=N2 H:R68ARG.NH2=N7

H:R68ARG.NH1=O6

         R0066TYR H:R40ARG.NH1=N7

H:R40ARG.NH2=N7

H:R40ARG.NH2=O6

H:R38ARG.NH1=N7 w:R30ASN.ND2=O4          R0032SER


