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REMARK   4 XXXX COMPLIES WITH FORMAT V. 2.0
HELIX  689 689 SER      2  PHE      7  1                                   6
HELIX  690 690 TRP     12  GLU     53  1                                  42
HELIX  691 691 SER     63  ASP    131  1                                  69
HELIX  692 692 GLY    136  THR    176  1                                  41
HELIX  693 693 THR    182  ALA    219  1                                  38
HELIX  694 694 ILE    228  PHE    234  1                                   7
HELIX  695 695 LYS    239  ILE    256  1                                  18
HELIX  696 696 ILE    260  SER    290  1                                  31
HELIX  697 697 VAL    298  ASP    337  1                                  40
HELIX  698 698 LYS    400  GLN    408  1                                   9
HELIX  699 699 ILE    425  THR    427  1                                   3
HELIX  700 700 VAL    430  ILE    436  1                                   7
HELIX  701 701 ILE    451  GLY    458  1                                   8
HELIX  702 702 MET    464  GLU    473  1                                  10
HELIX  703 703 TYR    477  LYS    482  1                                   6
HELIX  704 704 LYS    486  ASP    488  1                                   3
HELIX  705 705 GLY    500  ARG    514  1                                  15
HELIX  706 706 THR    530  ARG    544  1                                  15
HELIX  707 707 LEU    556  VAL    559  1                                   4
HELIX  708 708 HIS    579  GLU    585  1                                   7
HELIX  709 709 ILE    588  THR    594  1                                   7
HELIX  710 710 ARG    609  THR    616  1                                   8
HELIX  711 711 VAL    622  THR    650  1                                  29
HELIX  712 712 THR    657  ARG    708  1                                  52
HELIX  713 713 VAL    711  ASP    715  1                                   5
HELIX  714 714 THR    721  ILE    762  1                                  42
HELIX  715 715 THR    768  GLU    812  1                                  45
HELIX  716 716 PHE    814  THR    816  1                                   3
HELIX  717 717 GLU    823  ALA    871  1                                  49
HELIX  718 718 GLU    882  VAL    901  1                                  20
HELIX  719 719 ALA    909  GLU    923  1                                  15
HELIX  720 720 ARG    957  ASP    959  1                                   3
HELIX  721 721 LYS    986  GLU    994  1                                   9
HELIX  722 722 VAL   1016  ALA   1021  1                                   6
HELIX  723 723 ILE   1037  ILE   1041  1                                   5
HELIX  724 724 GLN   1052  ALA   1062  1                                  11
HELIX  725 725 HIS   1065  GLU   1069  1                                   5
HELIX  726 726 LYS   1074  SER   1076  1                                   3
HELIX  727 727 ASP   1081  GLY   1083  1                                   3
HELIX  728 728 GLY   1088  ARG   1102  1                                  15
HELIX  729 729 THR   1118  ALA   1131  1                                  14
HELIX  730 730 THR   1146  GLN   1148  1                                   3
HELIX  731 731 HIS   1167  ALA   1172  1                                   6
HELIX  732 732 ILE   1176  GLN   1184  1                                   9
SHEET  301 301 1 LEU   359  ARG   362  0
SHEET  302 302 1 VAL   364  PHE   366  0
SHEET  303 303 1 LEU   377  LEU   380  0
SHEET  304 304 1 LEU   382  VAL   384  0
SHEET  305 305 1 THR   389  VAL   393  0
SHEET  306 306 1 MET   417  SER   419  0
SHEET  307 307 1 ILE   437  SER   441  0
SHEET  308 308 1 ILE   518  ASP   522  0
SHEET  309 309 1 THR   548  ILE   552  0
SHEET  310 310 1 VAL   564  GLY   567  0
SHEET  311 311 1 VAL   945  GLY   948  0
SHEET  312 312 1 LEU   968  VAL   970  0
SHEET  313 313 1 THR   975  VAL   979  0
SHEET  314 314 1 LYS  1003  LEU  1005  0
SHEET  315 315 1 GLY  1024  SER  1027  0
SHEET  316 316 1 LEU  1107  ASP  1110  0
SHEET  317 317 1 CYS  1137  ILE  1140  0
SHEET  318 318 1 LEU  1152  PHE  1156  0
SHEET  319 319 1 VAL  1161  GLY  1165  0
ATOM   2012  CD2 LEU   211      13.914  79.608  13.891  1.00  0.00           C
ATOM   2034  CG  TYR   214      11.333  82.853  16.803  1.00  0.00           C
ATOM   2035  CD1 TYR   214      10.159  82.315  17.269  1.00  0.00           C
ATOM   2036  CD2 TYR   214      12.505  82.531  17.448  1.00  0.00           C
ATOM   2037  CE1 TYR   214      10.159  81.478  18.362  1.00  0.00           C
ATOM   2038  CE2 TYR   214      12.511  81.696  18.539  1.00  0.00           C
ATOM   2039  CZ  TYR   214      11.334  81.165  19.001  1.00  0.00           C
ATOM   2040  OH  TYR   214      11.336  80.304  20.120  1.00  0.00           O



ATOM   2041  HH  TYR   214      12.149  80.088  20.562  1.00  0.00           H
ATOM   2372  OE2 GLU   249       6.543  82.005  22.842  1.00  0.00           O
ATOM   2409  CD  ARG   253       5.356  79.726  18.559  1.00  0.00           C
ATOM   2410  NE  ARG   253       6.155  80.733  19.313  1.00  0.00           N
ATOM   2411  HE  ARG   253       6.083  80.779  20.329  1.00  0.00           H
ATOM   2412  CZ  ARG   253       6.983  81.595  18.653  1.00  0.00           C
ATOM   2413  NH1 ARG   253       7.098  81.523  17.294  1.00  0.00           N
ATOM   2415 2HH1 ARG   253       6.570  80.824  16.771  1.00  0.00           H
ATOM   2416  NH2 ARG   253       7.688  82.529  19.352  1.00  0.00           N
ATOM   2418 2HH2 ARG   253       7.602  82.583  20.367  1.00  0.00           H
ATOM   2438  CB  ILE   256       9.143  80.857  12.960  1.00  0.00           C
ATOM   2439  CG1 ILE   256      10.680  80.882  12.807  1.00  0.00           C
ATOM   2440  CG2 ILE   256       8.710  79.710  13.893  1.00  0.00           C
ATOM   2441  CD1 ILE   256      11.336  79.564  12.395  1.00  0.00           C
ATOM   2448  CG  LYS   257       6.217  76.852  14.087  1.00  0.00           C
ATOM   2449  CD  LYS   257       5.403  76.753  15.357  1.00  0.00           C
ATOM   2450  CE  LYS   257       6.234  76.439  16.605  1.00  0.00           C
ATOM   2451  NZ  LYS   257       7.125  77.574  16.932  1.00  0.00           N
ATOM   2452  HZ1 LYS   257       7.678  77.365  17.763  1.00  0.00           H
ATOM   2453  HZ2 LYS   257       6.607  78.447  17.031  1.00  0.00           H
ATOM   2454  HZ3 LYS   257       7.713  77.835  16.140  1.00  0.00           H
ATOM   2481  CG2 ILE   260       9.533  76.160  12.814  1.00  0.00           C
ATOM   2482  CD1 ILE   260       7.180  74.112  13.652  1.00  0.00           C
ATOM   6613  CB  THR   695       5.499  77.489  23.143  1.00  0.00           C
ATOM   6614  OG1 THR   695       6.300  76.383  22.761  1.00  0.00           O
ATOM   6615  HG1 THR   695       5.758  75.674  22.434  1.00  0.00           H
ATOM   6616  CG2 THR   695       6.374  78.634  23.672  1.00  0.00           C
ATOM   6666  CZ  ARG   699       8.796  82.288  24.426  1.00  0.00           C
ATOM   6670  NH2 ARG   699       9.711  81.574  23.711  1.00  0.00           N
ATOM   6671 1HH2 ARG   699      10.316  82.045  23.038  1.00  0.00           H
ATOM   6672 2HH2 ARG   699       9.803  80.569  23.857  1.00  0.00           H
ATOM   7008  CA  ALA   733      10.261  76.027  23.921  1.00  0.00           C
ATOM   7009  CB  ALA   733      11.517  76.660  23.301  1.00  0.00           C
ATOM   7036  CG  LYS   736       7.131  72.532  20.705  1.00  0.00           C
ATOM   7037  CD  LYS   736       7.295  73.746  19.785  1.00  0.00           C
ATOM   7038  CE  LYS   736       7.173  73.412  18.297  1.00  0.00           C
ATOM   7039  NZ  LYS   736       8.409  72.748  17.826  1.00  0.00           N
ATOM   7040  HZ1 LYS   736       8.328  72.525  16.834  1.00  0.00           H
ATOM   7041  HZ2 LYS   736       8.639  71.926  18.385  1.00  0.00           H
ATOM   7042  HZ3 LYS   736       9.241  73.302  18.027  1.00  0.00           H
TER   11280      ALA  1185
HETATM11281  C   LIG     1      10.292  76.541  19.108  1.00  0.00           C
HETATM11282  C   LIG     1       9.085  76.959  19.970  1.00  0.00           C
HETATM11283  C   LIG     1       8.742  78.453  19.910  1.00  0.00           C
HETATM11284  C   LIG     1       8.741  79.137  21.269  1.00  0.00           C
HETATM11285  C   LIG     1      10.947  77.737  18.388  1.00  0.00           C
HETATM11286  C   LIG     1      10.205  78.225  17.138  1.00  0.00           C
HETATM11287  C   LIG     1      11.181  78.668  16.057  1.00  0.00           C
HETATM11288  C   LIG     1       9.917  75.469  18.094  1.00  0.00           C
HETATM11289  O   LIG     1       9.188  75.644  17.125  1.00  0.00           O
HETATM11290  O   LIG     1      10.498  74.274  18.370  1.00  0.00           O
HETATM11291  H   LIG     1      11.443  74.375  18.617  1.00  0.00           H
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