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H:A306ASN.ND2=N7

         A0077SER

H:A78ARG.NH1=N7

H:A78ARG.NH2=O6

         A0418LEU          A0422LYS          A0401PHE          A0053LYS H:A103GLN.NE2=O2

         A0099LYS

H:A110ARG.NH2=O2

H:A110ARG.NE=O2

         A0179PHE

         A0176LYS

         A0175SER

H:A202CYS.SG=N3

         A0612LYS          A0615ILE H:A558GLU.OE2=N6          A0577TYR

         A0578ALA

         A0559ILE

         A0581TYR

         A0566LYS

         A0567PHE

         A0421ARG H:A287THR.OG1=N6

H:A287THR.OG1=N7

         A0003GLN

H:A376CYS.SG=O2

w:A286GLU.OE2=O2

w:A351ASN.ND2=O2

w:A353HIS.NE2=O2

H:A93SER.OG=O2          A0097ILE H:A552ARG.NH2=N3          A0586HIS w:A502ARG.NH2=O2 w:A513GLN.OE1=N3 w:A506GLN.NE2=N3          A0269GLN H:A266LYS.NZ=O2 H:C59ASN.ND2=O2          C0052ARG

         C0057HIS

         A0570TYR

         C0048ALA

         C0038SER


