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REMARK   4 XXXX COMPLIES WITH FORMAT V. 2.0
HELIX  513 513 SER      2  PHE      7  1                                   6
HELIX  514 514 TRP     12  GLU     53  1                                  42
HELIX  515 515 SER     63  ASP    131  1                                  69
HELIX  516 516 GLY    136  THR    176  1                                  41
HELIX  517 517 THR    182  VAL    220  1                                  39
HELIX  518 518 ILE    228  PHE    234  1                                   7
HELIX  519 519 LYS    239  ILE    256  1                                  18
HELIX  520 520 ILE    260  SER    290  1                                  31
HELIX  521 521 VAL    298  LYS    334  1                                  37
HELIX  522 522 LYS    400  GLN    408  1                                   9
HELIX  523 523 ILE    425  THR    427  1                                   3
HELIX  524 524 VAL    430  ILE    436  1                                   7
HELIX  525 525 ILE    451  GLY    458  1                                   8
HELIX  526 526 MET    464  GLU    473  1                                  10
HELIX  527 527 TYR    477  LYS    482  1                                   6
HELIX  528 528 LYS    486  ASP    488  1                                   3
HELIX  529 529 GLY    500  ARG    514  1                                  15
HELIX  530 530 THR    530  ARG    544  1                                  15
HELIX  531 531 LEU    556  VAL    559  1                                   4
HELIX  532 532 HIS    579  GLU    585  1                                   7
HELIX  533 533 ILE    588  THR    594  1                                   7
HELIX  534 534 ARG    609  THR    616  1                                   8
HELIX  535 535 VAL    622  THR    650  1                                  29
HELIX  536 536 THR    657  ARG    708  1                                  52
HELIX  537 537 VAL    711  ASP    715  1                                   5
HELIX  538 538 THR    721  ILE    762  1                                  42
HELIX  539 539 THR    768  GLU    812  1                                  45
HELIX  540 540 PHE    814  THR    816  1                                   3
HELIX  541 541 GLU    823  ALA    871  1                                  49
HELIX  542 542 GLU    882  VAL    901  1                                  20
HELIX  543 543 THR    909  GLU    923  1                                  15
HELIX  544 544 ARG    957  ASP    959  1                                   3
HELIX  545 545 LYS    986  GLU    994  1                                   9
HELIX  546 546 VAL   1016  ALA   1021  1                                   6
HELIX  547 547 ILE   1037  ILE   1041  1                                   5
HELIX  548 548 GLN   1052  ALA   1062  1                                  11
HELIX  549 549 HIS   1065  GLU   1069  1                                   5
HELIX  550 550 LYS   1074  SER   1076  1                                   3
HELIX  551 551 ASP   1081  GLY   1083  1                                   3
HELIX  552 552 GLY   1088  ARG   1102  1                                  15
HELIX  553 553 THR   1118  ALA   1131  1                                  14
HELIX  554 554 THR   1146  GLN   1148  1                                   3
HELIX  555 555 HIS   1167  ALA   1172  1                                   6
HELIX  556 556 ILE   1176  GLN   1184  1                                   9
SHEET  225 225 1 LEU   359  ARG   362  0
SHEET  226 226 1 VAL   364  PHE   366  0
SHEET  227 227 1 LEU   377  LEU   380  0
SHEET  228 228 1 LEU   382  VAL   384  0
SHEET  229 229 1 THR   389  VAL   393  0
SHEET  230 230 1 MET   417  SER   419  0
SHEET  231 231 1 ILE   437  SER   441  0
SHEET  232 232 1 ILE   518  ASP   522  0
SHEET  233 233 1 THR   548  ILE   552  0
SHEET  234 234 1 VAL   564  GLY   567  0
SHEET  235 235 1 VAL   945  GLY   948  0
SHEET  236 236 1 LEU   968  VAL   970  0
SHEET  237 237 1 THR   975  VAL   979  0
SHEET  238 238 1 LYS  1003  LEU  1005  0
SHEET  239 239 1 GLY  1024  SER  1027  0
SHEET  240 240 1 LEU  1107  ASP  1110  0
SHEET  241 241 1 CYS  1137  ILE  1140  0
SHEET  242 242 1 LEU  1152  GLN  1157  0
SHEET  243 243 1 ARG  1160  GLY  1165  0
ATOM   2037  CE1 TYR   214      10.902  80.773  20.029  1.00  0.00           C
ATOM   2039  CZ  TYR   214      12.100  80.564  20.667  1.00  0.00           C
ATOM   2040  OH  TYR   214      12.147  79.798  21.850  1.00  0.00           O
ATOM   2041  HH  TYR   214      11.354  79.423  22.214  1.00  0.00           H
ATOM   2370  CD  GLU   249       5.727  81.062  23.310  1.00  0.00           C
ATOM   2372  OE2 GLU   249       6.787  80.511  23.712  1.00  0.00           O
ATOM   2409  CD  ARG   253       6.219  78.863  19.125  1.00  0.00           C
ATOM   2410  NE  ARG   253       6.980  79.810  19.988  1.00  0.00           N



ATOM   2411  HE  ARG   253       7.029  79.644  20.993  1.00  0.00           H
ATOM   2412  CZ  ARG   253       7.612  80.896  19.455  1.00  0.00           C
ATOM   2416  NH2 ARG   253       8.236  81.787  20.280  1.00  0.00           N
ATOM   2418 2HH2 ARG   253       8.236  81.634  21.288  1.00  0.00           H
ATOM   2450  CE  LYS   257       7.006  75.492  16.779  1.00  0.00           C
ATOM   2451  NZ  LYS   257       7.688  76.244  17.856  1.00  0.00           N
ATOM   2452  HZ1 LYS   257       7.845  75.638  18.661  1.00  0.00           H
ATOM   2453  HZ2 LYS   257       7.181  77.092  18.110  1.00  0.00           H
ATOM   2454  HZ3 LYS   257       8.552  76.678  17.531  1.00  0.00           H
ATOM   6575  CA  GLY   691       4.755  72.289  20.223  1.00  0.00           C
ATOM   6576  C   GLY   691       4.423  73.721  20.473  1.00  0.00           C
ATOM   6577  O   GLY   691       4.725  74.265  21.534  1.00  0.00           O
ATOM   6578  N   GLU   692       3.815  74.392  19.480  1.00  0.00           N
ATOM   6580  CA  GLU   692       3.534  75.776  19.677  1.00  0.00           C
ATOM   6609  CB  THR   695       5.659  76.395  23.848  1.00  0.00           C
ATOM   6610  OG1 THR   695       6.452  75.288  23.444  1.00  0.00           O
ATOM   6611  HG1 THR   695       7.108  75.568  22.817  1.00  0.00           H
ATOM   6612  CG2 THR   695       6.537  77.476  24.493  1.00  0.00           C
ATOM   6661  HE  ARG   699       7.697  79.949  25.914  1.00  0.00           H
ATOM   6666  NH2 ARG   699       9.618  81.222  24.754  1.00  0.00           N
ATOM   6667 1HH2 ARG   699       9.507  80.267  24.414  1.00  0.00           H
ATOM   7004  CA  ALA   733      10.379  74.943  24.899  1.00  0.00           C
ATOM   7005  CB  ALA   733      11.684  75.603  24.424  1.00  0.00           C
ATOM   7006  C   ALA   733      10.678  73.484  25.103  1.00  0.00           C
ATOM   7007  O   ALA   733      10.242  72.634  24.326  1.00  0.00           O
ATOM   7008  N   GLN   734      11.362  73.145  26.205  1.00  0.00           N
ATOM   7031  CB  LYS   736       7.695  71.862  22.825  1.00  0.00           C
ATOM   7032  CG  LYS   736       7.417  71.733  21.330  1.00  0.00           C
ATOM   7033  CD  LYS   736       8.370  70.818  20.562  1.00  0.00           C
ATOM   7034  CE  LYS   736       8.183  70.920  19.048  1.00  0.00           C
ATOM   7035  NZ  LYS   736       8.510  72.290  18.590  1.00  0.00           N
ATOM   7036  HZ1 LYS   736       8.385  72.358  17.580  1.00  0.00           H
ATOM   7037  HZ2 LYS   736       9.444  72.578  18.880  1.00  0.00           H
ATOM   7038  HZ3 LYS   736       7.974  72.999  19.090  1.00  0.00           H
TER   11279      ALA  1185
HETATM11280  C   LIG     1       9.841  75.022  21.373  1.00  0.00           C
HETATM11281  C   LIG     1      10.449  76.437  21.359  1.00  0.00           C
HETATM11282  C   LIG     1       9.468  77.552  20.973  1.00  0.00           C
HETATM11283  C   LIG     1       8.744  78.168  22.160  1.00  0.00           C
HETATM11284  C   LIG     1      10.912  73.917  21.262  1.00  0.00           C
HETATM11285  C   LIG     1      12.357  74.396  21.440  1.00  0.00           C
HETATM11286  C   LIG     1      13.201  73.345  22.146  1.00  0.00           C
HETATM11287  C   LIG     1       8.800  74.844  20.277  1.00  0.00           C
HETATM11288  O   LIG     1       7.592  74.764  20.462  1.00  0.00           O
HETATM11289  O   LIG     1       9.358  74.796  19.040  1.00  0.00           O
HETATM11290  H   LIG     1      10.317  75.004  19.063  1.00  0.00           H
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