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w:A426GLU.OE2=O4

         A0431ILE

H:A441ARG.NH1=N7

H:A441ARG.NH2=N7

H:A346GLN.NE2=N7

         A0476TYR

H:A521TYR.OH=N7

H:A171HIS.NE2=N3

         A0456LYS

         A0517ILE

         A0513MET

         A0221TYR

H:A514SER.OG=N6

         A0030TYR

         A0253PHE

         A0258VAL

         A0256ILE

         A0168TYR

         A0165ASN

         B0431ILE H:A193LYS.NZ=N3

H:A425ARG.NH1=N7

H:A425ARG.NH2=O6

         A0192ASP

H:A439TRP.NE1=O4 V:A349ILE.CG2=C7

         A0438GLN

         A0472SER

H:A172LYS.NZ=O2

V:A473ALA.CB=C7

H:A172LYS.NZ=O2

         A0474ASP

         A0455TYR

         A0379SER

w:A255ASN.ND2=O6


