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REMARK   4 XXXX COMPLIES WITH FORMAT V. 2.0
HELIX  425 425 SER      2  PHE      7  1                                   6
HELIX  426 426 TRP     12  LEU     52  1                                  41
HELIX  427 427 SER     63  ASP    131  1                                  69
HELIX  428 428 GLY    136  THR    176  1                                  41
HELIX  429 429 THR    182  VAL    220  1                                  39
HELIX  430 430 ILE    228  PHE    234  1                                   7
HELIX  431 431 LYS    239  ILE    256  1                                  18
HELIX  432 432 ILE    260  SER    290  1                                  31
HELIX  433 433 VAL    298  ASP    337  1                                  40
HELIX  434 434 LYS    400  GLN    408  1                                   9
HELIX  435 435 ILE    425  THR    427  1                                   3
HELIX  436 436 VAL    430  ILE    436  1                                   7
HELIX  437 437 ILE    451  GLY    458  1                                   8
HELIX  438 438 MET    464  GLU    473  1                                  10
HELIX  439 439 TYR    477  LYS    482  1                                   6
HELIX  440 440 LYS    486  ASP    488  1                                   3
HELIX  441 441 GLY    500  ARG    514  1                                  15
HELIX  442 442 THR    530  ARG    544  1                                  15
HELIX  443 443 LEU    556  VAL    559  1                                   4
HELIX  444 444 HIS    579  GLU    585  1                                   7
HELIX  445 445 ILE    588  THR    594  1                                   7
HELIX  446 446 ARG    609  THR    616  1                                   8
HELIX  447 447 VAL    622  THR    650  1                                  29
HELIX  448 448 THR    657  ARG    708  1                                  52
HELIX  449 449 VAL    711  ASP    715  1                                   5
HELIX  450 450 THR    721  ILE    762  1                                  42
HELIX  451 451 THR    768  GLU    812  1                                  45
HELIX  452 452 PHE    814  THR    816  1                                   3
HELIX  453 453 GLU    823  ALA    871  1                                  49
HELIX  454 454 GLU    882  VAL    901  1                                  20
HELIX  455 455 ALA    909  GLU    923  1                                  15
HELIX  456 456 ARG    957  ASP    959  1                                   3
HELIX  457 457 LYS    986  GLU    994  1                                   9
HELIX  458 458 VAL   1016  ALA   1021  1                                   6
HELIX  459 459 ILE   1037  ILE   1041  1                                   5
HELIX  460 460 GLN   1052  ALA   1062  1                                  11
HELIX  461 461 HIS   1065  GLU   1069  1                                   5
HELIX  462 462 LYS   1074  SER   1076  1                                   3
HELIX  463 463 ASP   1081  GLY   1083  1                                   3
HELIX  464 464 GLY   1088  ARG   1102  1                                  15
HELIX  465 465 THR   1118  ALA   1131  1                                  14
HELIX  466 466 THR   1146  GLN   1148  1                                   3
HELIX  467 467 HIS   1167  ALA   1172  1                                   6
HELIX  468 468 ILE   1176  GLN   1184  1                                   9
SHEET  187 187 1 LEU   359  ARG   362  0
SHEET  188 188 1 VAL   364  PHE   366  0
SHEET  189 189 1 LEU   377  LEU   380  0
SHEET  190 190 1 LEU   382  VAL   384  0
SHEET  191 191 1 THR   389  VAL   393  0
SHEET  192 192 1 MET   417  SER   419  0
SHEET  193 193 1 ILE   437  SER   441  0
SHEET  194 194 1 ILE   518  ASP   522  0
SHEET  195 195 1 THR   548  ILE   552  0
SHEET  196 196 1 VAL   564  GLY   567  0
SHEET  197 197 1 VAL   945  GLY   948  0
SHEET  198 198 1 LEU   968  VAL   970  0
SHEET  199 199 1 THR   975  VAL   979  0
SHEET  200 200 1 LYS  1003  LEU  1005  0
SHEET  201 201 1 GLY  1024  SER  1027  0
SHEET  202 202 1 LEU  1107  ASP  1110  0
SHEET  203 203 1 CYS  1137  ILE  1140  0
SHEET  204 204 1 LEU  1152  GLN  1157  0
SHEET  205 205 1 ARG  1160  GLY  1165  0
ATOM   2482  CD1 ILE   260       7.709  73.724  13.212  1.00  0.00           C
ATOM   6543  CD1 PHE   687       6.343  68.104  14.843  1.00  0.00           C
ATOM   6545  CE1 PHE   687       7.467  68.255  14.063  1.00  0.00           C
ATOM   6548  C   PHE   687       3.888  69.585  15.598  1.00  0.00           C
ATOM   6549  O   PHE   687       4.131  69.900  16.760  1.00  0.00           O
ATOM   6550  N   GLY   688       4.299  70.333  14.560  1.00  0.00           N
ATOM   6552  CA  GLY   688       5.002  71.557  14.810  1.00  0.00           C
ATOM   6553  C   GLY   688       4.071  72.445  15.577  1.00  0.00           C



ATOM   6554  O   GLY   688       4.470  73.100  16.538  1.00  0.00           O
ATOM   6574  N   GLY   691       4.144  71.997  18.927  1.00  0.00           N
ATOM   6575  HN  GLY   691       4.227  71.655  17.970  1.00  0.00           H
ATOM   6576  CA  GLY   691       5.252  72.679  19.531  1.00  0.00           C
ATOM   7008  O   ALA   733      10.937  73.177  23.353  1.00  0.00           O
ATOM   7020  O   GLN   734      11.655  70.427  24.746  1.00  0.00           O
ATOM   7031  CA  LYS   736       8.047  71.063  22.906  1.00  0.00           C
ATOM   7032  CB  LYS   736       8.001  72.197  21.859  1.00  0.00           C
ATOM   7033  CG  LYS   736       9.344  72.552  21.215  1.00  0.00           C
ATOM   7034  CD  LYS   736       9.204  73.328  19.901  1.00  0.00           C
ATOM   7035  CE  LYS   736       8.085  74.373  19.909  1.00  0.00           C
ATOM   7040  C   LYS   736       8.835  69.930  22.322  1.00  0.00           C
ATOM   7041  O   LYS   736       8.300  69.043  21.655  1.00  0.00           O
ATOM   7042  N   GLY   737      10.142  69.914  22.630  1.00  0.00           N
ATOM   7043  HN  GLY   737      10.529  70.656  23.213  1.00  0.00           H
ATOM   7044  CA  GLY   737      11.004  68.868  22.152  1.00  0.00           C
ATOM   7045  C   GLY   737      10.582  67.519  22.675  1.00  0.00           C
ATOM   7046  O   GLY   737      10.577  66.539  21.930  1.00  0.00           O
ATOM   7058  CG2 ILE   739       5.681  67.773  21.823  1.00  0.00           C
ATOM   7062  N   GLY   740       7.436  66.026  20.471  1.00  0.00           N
ATOM   7063  HN  GLY   740       7.804  66.907  20.829  1.00  0.00           H
ATOM   7064  CA  GLY   740       7.607  65.699  19.075  1.00  0.00           C
ATOM   7065  C   GLY   740       8.352  64.407  18.997  1.00  0.00           C
ATOM   8604  CA  PHE   904      15.146  65.624  14.719  1.00  0.00           C
ATOM   8605  CB  PHE   904      14.008  64.635  15.047  1.00  0.00           C
ATOM   8606  CG  PHE   904      12.976  64.663  13.969  1.00  0.00           C
ATOM   8607  CD1 PHE   904      12.059  65.689  13.964  1.00  0.00           C
ATOM   8609  CE1 PHE   904      11.078  65.767  13.006  1.00  0.00           C
ATOM   8612  C   PHE   904      15.494  66.352  15.986  1.00  0.00           C
ATOM   8613  O   PHE   904      16.614  66.816  16.192  1.00  0.00           O
ATOM   8614  N   ALA   905      14.484  66.433  16.878  1.00  0.00           N
ATOM   8615  HN  ALA   905      13.630  65.933  16.631  1.00  0.00           H
ATOM   8616  CA  ALA   905      14.460  67.137  18.135  1.00  0.00           C
ATOM   8617  CB  ALA   905      13.175  66.794  18.918  1.00  0.00           C
ATOM   8620  N   PRO   906      15.985  67.482  19.992  1.00  0.00           N
ATOM   8622  CD  PRO   906      15.042  68.348  20.688  1.00  0.00           C
TER   11272      ALA  1185
HETATM11273  O   LIG     1      13.231  70.589  18.490  1.00  0.00           O
HETATM11274  N   LIG     1      11.119  70.283  17.496  1.00  0.00           N
HETATM11275  N   LIG     1      11.393  70.729  19.805  1.00  0.00           N
HETATM11276  C   LIG     1      11.639  70.035  16.178  1.00  0.00           C
HETATM11277  C   LIG     1       9.718  70.010  17.659  1.00  0.00           C
HETATM11278  C   LIG     1      11.116  70.658  15.028  1.00  0.00           C
HETATM11279  C   LIG     1       8.725  70.625  16.874  1.00  0.00           C
HETATM11280  C   LIG     1      10.065  71.680  15.067  1.00  0.00           C
HETATM11281  C   LIG     1       9.008  71.666  15.884  1.00  0.00           C
HETATM11282  C   LIG     1      12.717  69.138  16.026  1.00  0.00           C
HETATM11283  C   LIG     1       9.324  69.066  18.629  1.00  0.00           C
HETATM11284  C   LIG     1      11.689  70.386  13.772  1.00  0.00           C
HETATM11285  C   LIG     1       7.373  70.311  17.101  1.00  0.00           C
HETATM11286  C   LIG     1      12.003  70.501  18.583  1.00  0.00           C
HETATM11287  C   LIG     1      13.264  68.867  14.771  1.00  0.00           C
HETATM11288  C   LIG     1       7.980  68.753  18.831  1.00  0.00           C
HETATM11289  C   LIG     1      12.750  69.493  13.644  1.00  0.00           C
HETATM11290  C   LIG     1       7.003  69.378  18.069  1.00  0.00           C
HETATM11291  H   LIG     1      11.958  70.901  20.631  1.00  0.00           H
HETATM11292  H   LIG     1      10.396  70.869  19.922  1.00  0.00           H
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