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REMARK   4 XXXX COMPLIES WITH FORMAT V. 2.0
HELIX  733 733 SER      2  PHE      7  1                                   6
HELIX  734 734 TRP     12  GLU     53  1                                  42
HELIX  735 735 SER     63  ASP    131  1                                  69
HELIX  736 736 GLY    136  THR    176  1                                  41
HELIX  737 737 THR    182  ALA    219  1                                  38
HELIX  738 738 ILE    228  PHE    234  1                                   7
HELIX  739 739 LYS    239  ILE    256  1                                  18
HELIX  740 740 ILE    260  SER    290  1                                  31
HELIX  741 741 VAL    298  ASP    337  1                                  40
HELIX  742 742 LYS    400  GLN    408  1                                   9
HELIX  743 743 ILE    425  THR    427  1                                   3
HELIX  744 744 VAL    430  ILE    436  1                                   7
HELIX  745 745 ILE    451  GLY    458  1                                   8
HELIX  746 746 MET    464  GLU    473  1                                  10
HELIX  747 747 TYR    477  LYS    482  1                                   6
HELIX  748 748 LYS    486  ASP    488  1                                   3
HELIX  749 749 GLY    500  ARG    514  1                                  15
HELIX  750 750 THR    530  ARG    544  1                                  15
HELIX  751 751 LEU    556  VAL    559  1                                   4
HELIX  752 752 HIS    579  GLU    585  1                                   7
HELIX  753 753 ILE    588  THR    594  1                                   7
HELIX  754 754 ARG    609  THR    616  1                                   8
HELIX  755 755 VAL    622  THR    650  1                                  29
HELIX  756 756 THR    657  ARG    708  1                                  52
HELIX  757 757 VAL    711  ASP    715  1                                   5
HELIX  758 758 THR    721  ILE    762  1                                  42
HELIX  759 759 THR    768  GLU    812  1                                  45
HELIX  760 760 PHE    814  THR    816  1                                   3
HELIX  761 761 GLU    823  ALA    871  1                                  49
HELIX  762 762 GLU    882  VAL    901  1                                  20
HELIX  763 763 ALA    909  GLU    923  1                                  15
HELIX  764 764 ARG    957  ASP    959  1                                   3
HELIX  765 765 LYS    986  GLU    994  1                                   9
HELIX  766 766 VAL   1016  ALA   1021  1                                   6
HELIX  767 767 ILE   1037  ILE   1041  1                                   5
HELIX  768 768 GLN   1052  ALA   1062  1                                  11
HELIX  769 769 HIS   1065  GLU   1069  1                                   5
HELIX  770 770 LYS   1074  SER   1076  1                                   3
HELIX  771 771 ASP   1081  GLY   1083  1                                   3
HELIX  772 772 GLY   1088  ARG   1102  1                                  15
HELIX  773 773 THR   1118  ALA   1131  1                                  14
HELIX  774 774 THR   1146  GLN   1148  1                                   3
HELIX  775 775 HIS   1167  ALA   1172  1                                   6
HELIX  776 776 ILE   1176  GLN   1184  1                                   9
SHEET  320 320 1 LEU   359  ARG   362  0
SHEET  321 321 1 VAL   364  PHE   366  0
SHEET  322 322 1 LEU   377  LEU   380  0
SHEET  323 323 1 LEU   382  VAL   384  0
SHEET  324 324 1 THR   389  VAL   393  0
SHEET  325 325 1 MET   417  SER   419  0
SHEET  326 326 1 ILE   437  SER   441  0
SHEET  327 327 1 ILE   518  ASP   522  0
SHEET  328 328 1 THR   548  ILE   552  0
SHEET  329 329 1 VAL   564  GLY   567  0
SHEET  330 330 1 VAL   945  GLY   948  0
SHEET  331 331 1 LEU   968  VAL   970  0
SHEET  332 332 1 THR   975  VAL   979  0
SHEET  333 333 1 LYS  1003  LEU  1005  0
SHEET  334 334 1 GLY  1024  SER  1027  0
SHEET  335 335 1 LEU  1107  ASP  1110  0
SHEET  336 336 1 CYS  1137  ILE  1140  0
SHEET  337 337 1 LEU  1152  PHE  1156  0
SHEET  338 338 1 VAL  1161  GLY  1165  0
ATOM   2133  CA  ALA   226       9.910  93.500  38.101  1.00  0.00           C
ATOM   2134  CB  ALA   226      11.371  93.906  38.347  1.00  0.00           C
ATOM   2138  HN  ALA   227      10.234  94.773  40.251  1.00  0.00           H
ATOM   2148  CG2 ILE   228       7.263  92.112  42.369  1.00  0.00           C
ATOM   2153  HN  ARG   229       6.959  94.604  43.303  1.00  0.00           H
ATOM   5682  CA  THR   597      18.990  90.373  46.923  1.00  0.00           C
ATOM   5686  CG2 THR   597      20.276  90.164  44.812  1.00  0.00           C
ATOM   5687  C   THR   597      19.196  88.727  46.907  1.00  0.00           C



ATOM   5689  N   LEU   598      19.177  87.729  45.714  1.00  0.00           N
ATOM   5690  CA  LEU   598      19.244  86.108  45.417  1.00  0.00           C
ATOM   5691  CB  LEU   598      17.949  85.392  45.856  1.00  0.00           C
ATOM   5692  CG  LEU   598      17.683  85.365  47.372  1.00  0.00           C
ATOM   5693  CD1 LEU   598      17.269  86.743  47.902  1.00  0.00           C
ATOM   6833  CA  PHE   714       7.733  88.145  45.774  1.00  0.00           C
ATOM   6834  CB  PHE   714       7.086  89.161  44.823  1.00  0.00           C
ATOM   6835  CG  PHE   714       7.122  88.629  43.429  1.00  0.00           C
ATOM   6837  CD2 PHE   714       7.905  89.240  42.480  1.00  0.00           C
ATOM   6839  CE2 PHE   714       7.941  88.777  41.187  1.00  0.00           C
ATOM   6840  CZ  PHE   714       7.184  87.692  40.822  1.00  0.00           C
ATOM   6841  C   PHE   714       7.712  88.768  47.138  1.00  0.00           C
ATOM   6842  O   PHE   714       8.619  89.499  47.528  1.00  0.00           O
ATOM   6864  CB  PRO   717      11.230  87.185  46.648  1.00  0.00           C
ATOM   6865  CG  PRO   717      11.501  88.428  47.509  1.00  0.00           C
ATOM   6866  C   PRO   717      12.358  85.270  47.653  1.00  0.00           C
ATOM   6868  N   LYS   718      12.511  84.536  46.525  1.00  0.00           N
ATOM   6869  HN  LYS   718      11.722  84.497  45.880  1.00  0.00           H
ATOM   6870  CA  LYS   718      13.688  83.813  46.167  1.00  0.00           C
ATOM   6879  C   LYS   718      13.696  83.735  44.670  1.00  0.00           C
ATOM   6881  N   ASN   719      12.897  84.568  43.972  1.00  0.00           N
ATOM   6882  HN  ASN   719      12.321  85.275  44.428  1.00  0.00           H
ATOM   6883  CA  ASN   719      12.909  84.397  42.552  1.00  0.00           C
ATOM   6890  C   ASN   719      12.921  85.730  41.887  1.00  0.00           C
ATOM   6891  O   ASN   719      11.880  86.336  41.646  1.00  0.00           O
ATOM   6892  N   THR   720      14.123  86.155  41.476  1.00  0.00           N
ATOM   6893  HN  THR   720      14.910  85.513  41.572  1.00  0.00           H
ATOM   6894  CA  THR   720      14.384  87.443  40.912  1.00  0.00           C
ATOM   6895  CB  THR   720      15.858  87.710  40.788  1.00  0.00           C
ATOM   6896  OG1 THR   720      16.106  88.988  40.224  1.00  0.00           O
ATOM   6897  HG1 THR   720      15.714  89.682  40.741  1.00  0.00           H
ATOM   6899  C   THR   720      13.765  87.555  39.560  1.00  0.00           C
ATOM   6900  O   THR   720      13.332  86.576  38.952  1.00  0.00           O
ATOM   6901  N   THR   721      13.716  88.808  39.071  1.00  0.00           N
ATOM   6902  HN  THR   721      14.114  89.563  39.630  1.00  0.00           H
ATOM   6903  CA  THR   721      13.135  89.130  37.810  1.00  0.00           C
ATOM   6904  CB  THR   721      13.350  90.565  37.436  1.00  0.00           C
ATOM   6905  OG1 THR   721      12.763  91.422  38.401  1.00  0.00           O
ATOM   6906  HG1 THR   721      12.899  92.332  38.164  1.00  0.00           H
ATOM   6907  CG2 THR   721      12.743  90.811  36.047  1.00  0.00           C
ATOM   6926  CD1 LEU   724      10.919  85.281  38.856  1.00  0.00           C
TER   11280      ALA  1185
HETATM11281  O   LIG     1      13.421  92.319  42.430  1.00  0.00           O
HETATM11282  O   LIG     1      10.816  89.088  40.510  1.00  0.00           O
HETATM11283  N   LIG     1      11.617  89.363  42.686  1.00  0.00           N
HETATM11284  N   LIG     1      12.160  90.869  41.150  1.00  0.00           N
HETATM11285  C   LIG     1      12.450  90.294  43.448  1.00  0.00           C
HETATM11286  C   LIG     1      12.757  91.296  42.311  1.00  0.00           C
HETATM11287  C   LIG     1      11.459  89.707  41.346  1.00  0.00           C
HETATM11288  H   LIG     1      11.200  88.527  43.086  1.00  0.00           H
HETATM11289  H   LIG     1      12.219  91.360  40.265  1.00  0.00           H
HETATM11290  C   LIG     1      11.684  91.028  44.557  1.00  0.00           C
HETATM11291  C   LIG     1      10.333  91.330  44.389  1.00  0.00           C
HETATM11292  C   LIG     1       9.637  91.998  45.396  1.00  0.00           C
HETATM11293  C   LIG     1      10.293  92.364  46.572  1.00  0.00           C
HETATM11294  C   LIG     1      11.645  92.063  46.739  1.00  0.00           C
HETATM11295  C   LIG     1      12.340  91.394  45.732  1.00  0.00           C
HETATM11296  C   LIG     1      13.669  89.525  43.966  1.00  0.00           C
HETATM11297  C   LIG     1      13.545  88.187  44.352  1.00  0.00           C
HETATM11298  C   LIG     1      14.656  87.488  44.824  1.00  0.00           C
HETATM11299  C   LIG     1      15.894  88.122  44.913  1.00  0.00           C
HETATM11300  C   LIG     1      16.023  89.457  44.528  1.00  0.00           C
HETATM11301  C   LIG     1      14.912  90.157  44.056  1.00  0.00           C
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