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REMARK   4 XXXX COMPLIES WITH FORMAT V. 2.0
HELIX  601 601 SER      2  PHE      7  1                                   6
HELIX  602 602 TRP     12  GLU     53  1                                  42
HELIX  603 603 SER     63  ASP    131  1                                  69
HELIX  604 604 GLY    136  THR    176  1                                  41
HELIX  605 605 THR    182  VAL    220  1                                  39
HELIX  606 606 ILE    228  PHE    234  1                                   7
HELIX  607 607 LYS    239  ILE    256  1                                  18
HELIX  608 608 ILE    260  SER    290  1                                  31
HELIX  609 609 VAL    298  LYS    334  1                                  37
HELIX  610 610 LYS    400  GLN    408  1                                   9
HELIX  611 611 ILE    425  THR    427  1                                   3
HELIX  612 612 VAL    430  ILE    436  1                                   7
HELIX  613 613 ILE    451  GLY    458  1                                   8
HELIX  614 614 MET    464  GLU    473  1                                  10
HELIX  615 615 TYR    477  LYS    482  1                                   6
HELIX  616 616 LYS    486  ASP    488  1                                   3
HELIX  617 617 GLY    500  ARG    514  1                                  15
HELIX  618 618 THR    530  ARG    544  1                                  15
HELIX  619 619 LEU    556  VAL    559  1                                   4
HELIX  620 620 HIS    579  GLU    585  1                                   7
HELIX  621 621 ILE    588  THR    594  1                                   7
HELIX  622 622 ARG    609  THR    616  1                                   8
HELIX  623 623 VAL    622  THR    650  1                                  29
HELIX  624 624 THR    657  ARG    708  1                                  52
HELIX  625 625 VAL    711  ASP    715  1                                   5
HELIX  626 626 THR    721  ILE    762  1                                  42
HELIX  627 627 THR    768  GLU    812  1                                  45
HELIX  628 628 PHE    814  THR    816  1                                   3
HELIX  629 629 GLU    823  ALA    871  1                                  49
HELIX  630 630 GLU    882  VAL    901  1                                  20
HELIX  631 631 THR    909  GLU    923  1                                  15
HELIX  632 632 ARG    957  ASP    959  1                                   3
HELIX  633 633 LYS    986  GLU    994  1                                   9
HELIX  634 634 VAL   1016  ALA   1021  1                                   6
HELIX  635 635 ILE   1037  ILE   1041  1                                   5
HELIX  636 636 GLN   1052  ALA   1062  1                                  11
HELIX  637 637 HIS   1065  GLU   1069  1                                   5
HELIX  638 638 LYS   1074  SER   1076  1                                   3
HELIX  639 639 ASP   1081  GLY   1083  1                                   3
HELIX  640 640 GLY   1088  ARG   1102  1                                  15
HELIX  641 641 THR   1118  ALA   1131  1                                  14
HELIX  642 642 THR   1146  GLN   1148  1                                   3
HELIX  643 643 HIS   1167  ALA   1172  1                                   6
HELIX  644 644 ILE   1176  GLN   1184  1                                   9
SHEET  263 263 1 LEU   359  ARG   362  0
SHEET  264 264 1 VAL   364  PHE   366  0
SHEET  265 265 1 LEU   377  LEU   380  0
SHEET  266 266 1 LEU   382  VAL   384  0
SHEET  267 267 1 THR   389  VAL   393  0
SHEET  268 268 1 MET   417  SER   419  0
SHEET  269 269 1 ILE   437  SER   441  0
SHEET  270 270 1 ILE   518  ASP   522  0
SHEET  271 271 1 THR   548  ILE   552  0
SHEET  272 272 1 VAL   564  GLY   567  0
SHEET  273 273 1 VAL   945  GLY   948  0
SHEET  274 274 1 LEU   968  VAL   970  0
SHEET  275 275 1 THR   975  VAL   979  0
SHEET  276 276 1 LYS  1003  LEU  1005  0
SHEET  277 277 1 GLY  1024  SER  1027  0
SHEET  278 278 1 LEU  1107  ASP  1110  0
SHEET  279 279 1 CYS  1137  ILE  1140  0
SHEET  280 280 1 LEU  1152  GLN  1157  0
SHEET  281 281 1 ARG  1160  GLY  1165  0
ATOM    933  CG1 VAL   100      40.488  56.091  16.905  1.00  0.00           C
ATOM    934  CG2 VAL   100      39.555  55.453  14.571  1.00  0.00           C
ATOM    960  CB  TRP   103      41.394  60.787  16.867  1.00  0.00           C
ATOM    961  CG  TRP   103      40.603  61.490  17.970  1.00  0.00           C
ATOM    962  CD2 TRP   103      39.189  61.724  17.897  1.00  0.00           C
ATOM    963  CD1 TRP   103      41.006  62.008  19.172  1.00  0.00           C
ATOM    964  NE1 TRP   103      39.940  62.543  19.844  1.00  0.00           N
ATOM    965  HE1 TRP   103      39.976  62.987  20.762  1.00  0.00           H



ATOM    966  CE2 TRP   103      38.812  62.381  19.072  1.00  0.00           C
ATOM    967  CE3 TRP   103      38.273  61.421  16.931  1.00  0.00           C
ATOM    968  CZ2 TRP   103      37.515  62.740  19.297  1.00  0.00           C
ATOM    969  CZ3 TRP   103      36.965  61.787  17.161  1.00  0.00           C
ATOM    970  CH2 TRP   103      36.594  62.435  18.321  1.00  0.00           C
ATOM    977  SG  CYS   104      41.914  59.187  21.116  1.00  0.00           S
ATOM   7460  CG  GLU   785      31.696  52.261  19.003  1.00  0.00           C
ATOM   7461  CD  GLU   785      31.328  53.190  17.860  1.00  0.00           C
ATOM   7463  OE2 GLU   785      31.087  54.393  18.147  1.00  0.00           O
ATOM   7501  CG  LEU   789      32.864  56.198  22.771  1.00  0.00           C
ATOM   7502  CD1 LEU   789      32.100  56.612  21.503  1.00  0.00           C
ATOM   7503  CD2 LEU   789      32.676  57.238  23.889  1.00  0.00           C
ATOM   8054  NZ  LYS   844      41.764  59.589  25.470  1.00  0.00           N
ATOM   8056  HZ2 LYS   844      40.851  59.523  25.019  1.00  0.00           H
ATOM   8057  HZ3 LYS   844      42.298  59.028  24.806  1.00  0.00           H
ATOM   8090  CA  PHE   848      38.925  53.646  20.140  1.00  0.00           C
ATOM   8091  CB  PHE   848      38.801  55.165  20.291  1.00  0.00           C
ATOM   8092  CG  PHE   848      38.166  55.340  21.625  1.00  0.00           C
ATOM   8093  CD1 PHE   848      36.797  55.288  21.745  1.00  0.00           C
ATOM   8094  CD2 PHE   848      38.925  55.527  22.754  1.00  0.00           C
ATOM   8095  CE1 PHE   848      36.194  55.437  22.969  1.00  0.00           C
ATOM   8096  CE2 PHE   848      38.329  55.677  23.981  1.00  0.00           C
ATOM   8097  CZ  PHE   848      36.961  55.634  24.091  1.00  0.00           C
ATOM   8098  C   PHE   848      39.123  53.287  18.721  1.00  0.00           C
ATOM   8099  O   PHE   848      38.160  53.068  17.990  1.00  0.00           O
ATOM   8120  CG2 THR   851      36.239  51.587  19.269  1.00  0.00           C
ATOM   8123  N   PHE   852      36.265  51.314  16.459  1.00  0.00           N
ATOM   8124  HN  PHE   852      36.949  51.810  17.031  1.00  0.00           H
ATOM   8125  CA  PHE   852      35.652  52.001  15.347  1.00  0.00           C
ATOM   8126  CB  PHE   852      36.183  53.442  15.203  1.00  0.00           C
ATOM   8127  CG  PHE   852      35.772  54.032  13.892  1.00  0.00           C
ATOM   8128  CD1 PHE   852      34.463  53.996  13.468  1.00  0.00           C
TER   11279      ALA  1185
HETATM11280  O   LIG     1      34.344  60.836  20.343  1.00  0.00           O
HETATM11281  N   LIG     1      35.518  58.880  19.762  1.00  0.00           N
HETATM11282  N   LIG     1      33.620  59.636  18.564  1.00  0.00           N
HETATM11283  C   LIG     1      36.467  58.983  20.838  1.00  0.00           C
HETATM11284  C   LIG     1      35.544  57.636  19.044  1.00  0.00           C
HETATM11285  C   LIG     1      37.853  58.820  20.644  1.00  0.00           C
HETATM11286  C   LIG     1      36.700  57.142  18.412  1.00  0.00           C
HETATM11287  C   LIG     1      38.470  58.627  19.328  1.00  0.00           C
HETATM11288  C   LIG     1      37.960  57.886  18.340  1.00  0.00           C
HETATM11289  C   LIG     1      35.998  59.261  22.138  1.00  0.00           C
HETATM11290  C   LIG     1      34.365  56.862  18.996  1.00  0.00           C
HETATM11291  C   LIG     1      38.726  58.957  21.739  1.00  0.00           C
HETATM11292  C   LIG     1      36.641  55.918  17.721  1.00  0.00           C
HETATM11293  C   LIG     1      34.475  59.832  19.636  1.00  0.00           C
HETATM11294  C   LIG     1      36.875  59.378  23.217  1.00  0.00           C
HETATM11295  C   LIG     1      34.327  55.642  18.321  1.00  0.00           C
HETATM11296  C   LIG     1      38.241  59.227  23.016  1.00  0.00           C
HETATM11297  C   LIG     1      35.464  55.171  17.681  1.00  0.00           C
HETATM11298  H   LIG     1      32.852  60.279  18.403  1.00  0.00           H
HETATM11299  H   LIG     1      33.779  58.954  17.832  1.00  0.00           H
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