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1     gctcgtctgcctggctgcggggtgacacggggcttcgccttgggaaggggtcgagggaag  60 
61    cagttagacggctgccgggcggcggctgccgcgcggcacacaatatttatttaattgccc  120 
121   aactaccactgatgaagatatattggagtgactgctgaaattgcctttttgtttttaacc  180 
181   agaggacagtccatttgtttcacttctttttgctttctttactgctatgagctttactga  240 
241   acggctgaaaaacttggaaaataaaatggacatgctgtagtcttgaacataattttttta  300 
                                        M  A  S  R  E  R  L  F  E      9 
301   aggaaaacttaaagtgccagagtgaaagccagaatggcatccagagagaggctctttgaa  360 
      L  W  M  L  Y  C  T  K  K  D  P  D  Y  L  K  L  W  L  D  T       29 
361   ctttggatgctttattgtacaaagaaagatccagattacctgaagctgtggttggacact  420 
      F  V  S  S  Y  E  Q  F  L  D  V  D  F  E  K  L  P  T  R  V       49 
421   tttgtttctagctatgaacaatttttagacgttgactttgaaaagctgcctaccagggta  480 
      D  D  M  P  P  G  I  S  L  L  P  D  N  I  L  Q  V  L  R  I       69 
481   gatgatatgcctccaggaatatctctgcttcctgataatattctgcaggttctgaggatc  540 
      Q  L  L  Q  C  V  Q  K  M  A  D  G  L  E  E  Q  Q  Q  A  L       89 
541   cagcttctacagtgtgttcagaaaatggcagatgggttagaggaacaacagcaagccttg  600 
      S  I  L  L  V  K  F  F  I  I  L  C  R  N  L  S  N  V  E  E       109 
601   tcaattttgcttgtcaagttcttcattattctttgcagaaatctatcaaatgtggaagaa  660 
      I  G  T  C  S  Y  I  N  Y  V  I  T  M  T  T  L  Y  I  Q  Q       129 
661   attgggacttgctcgtacattaattatgtcatcaccatgacaacactctatattcagcaa  720 
      L  K  S  K  K  K  E  K  E  M  A  D  Q  T  C  I  E  E  F  V       149 
721   ttaaaaagcaaaaaaaaagagaaggaaatggcagatcagacatgtattgaagaatttgtg  780 
      I  H  A  L  A  F  C  E  S  L  Y  D  P  Y  R  N  W  R  H  R       169 
781   atccacgcattggcattttgtgaaagcttatatgatccatatcggaattggagacataga  840 
      I  S  G  R  I  L  S  T  V  E  K  S  R  Q  K  Y  K  P  A  S       189 
841   atttcaggacgaatccttagtactgtggaaaagagcagacagaaatataaaccagcttct  900 
      L  T  V  E  F  V  P  F  F  Y  Q  C  F  Q  E  S  E  H  L  K       209 
901   ctcacagtggaattcgtccctttcttttatcaatgttttcaggaaagtgaacatctcaag  960 
      E  S  L  K  C  C  L  L  H  L  F  G  A  I  V  A  G  G  Q  R       229 
961   gaaagtcttaaatgttgcttattgcatctctttggagccattgtagccggtgggcagagg  1020 
      N  A  L  Q  A  I  S  P  A  T  M  E  V  L  M  R  V  L  A  D       249 
1021  aatgctttgcaagcaatttctccagccactatggaagttcttatgcgagtattggcagat  1080 
      C  D  S  W  E  D  G  D  P  E  E  V  G  R  K  A  E  L  T  L       269 
1081  tgtgattcctgggaggatggagatcctgaagaagtgggtaggaaggcagaactaactctg  1140 
      K  C  L  T  E  V  V  H  I  L  L  S  S  N  S  D  Q  R  Q  V       289 
1141  aagtgccttacagaagtggtacatatccttctcagtagcaactctgatcagcgtcaagtg  1200 
      E  T  S  T  I  L  E  N  Y  F  K  L  L  N  S  D  H  S  A  L       309 
1201  gaaaccagtactattctggagaactattttaaattgctaaattcagatcattcagcttta  1260 
      P  N  Q  R  R  S  R  Q  W  E  N  R  F  I  A  L  Q  I  K  M       329 
1261  cctaatcaaaggaggtccagacagtgggaaaaccgatttattgctctacagatcaaaatg  1320 
      L  N  T  I  T  A  M  L  D  C  T  D  R  P  V  L  Q  A  I  F       349 
1321  ctgaataccatcacagccatgttagattgtacagatagacctgttcttcaggccattttt  1380 
      L  N  S  N  C  F  E  H  L  I  R  L  L  Q  N  C  K  V  F  Q       369 
1381  cttaacagcaattgctttgaacatctcatacgactgctacagaactgcaaggtgtttcag  1440 
      G  Q  L  D  C  L  A  I  S  T  I  Q  A  L  T  A  V  M  N  K       389 
1441  ggacaattggattgtttggccatatcaaccattcaggctttgaccgcagtaatgaacaaa  1500 
      S  P  A  A  K  E  V  F  K  E  R  I  G  Y  T  H  M  L  E  V       409 
1501  tctccagctgctaaggaagtatttaaagaaagaattggttatacacatatgcttgaagta  1560 
      L  K  S  L  G  Q  P  P  L  E  L  L  K  E  L  M  N  M  A  V       429 
1561  ttaaaatccctgggtcagccaccactggaattacttaaagaacttatgaatatggctgta  1620 
      E  G  D  H  T  S  V  G  I  L  G  I  S  N  V  Q  P  L  L  L       449 
1621  gagggtgaccacacttcagttgggattttgggcattagtaatgtccaacctctcttgctt  1680 
      L  I  Q  W  L  P  E  L  Q  S  H  D  L  Q  I  F  I  S  D  W       469 
1681  cttatccagtggcttccagaactacaatcccatgacctgcaaatcttcatctctgattgg  1740 
      L  K  R  I  C  C  I  N  R  Q  S  R  T  T  C  V  N  A  N  M       489 
1741  ctgaaaagaatttgttgtattaatagacagagtcgaactacttgtgtcaatgcaaacatg  1800 
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      G  I  R  I  I  E  T  L  D  L  H  S  S  L  H  Q  T  C  A  E       509 
1801  gggattagaatcattgaaacccttgacttgcattcttccctccatcaaacttgtgctgag  1860 
      N  L  I  A  I  H  G  S  L  G  S  Q  S  V  S  S  E  E  I  R       529 
1861  aacttgattgcaatccatggttccttggggagtcagtcagtgagctcagaagaaatccgt  1920 
      R  L  L  R  L  L  R  V  D  E  S  E  S  V  H  P  Y  V  T  P       549 
1921  cgactactgagattgctgagagtggatgaatctgagtctgttcacccttatgtcactccc  1980 
      V  T  R  A  I  L  T  M  A  R  K  L  S  L  E  S  A  L  Q  Y       569 
1981  gtgactcgagcaatcctgacaatggcccgaaaactaagtctagagagtgccctccagtat  2040 
      F  N  L  S  H  S  M  A  G  I  S  V  P  P  I  Q  K  W  P  G       589 
2041  ttcaatttgtcacatagtatggcaggaatttctgtgcctcccatacagaaatggccaggg  2100 
      S  A  F  S  F  S  A  W  F  C  L  D  Q  D  Q  L  T  L  G  I       609 
2101  tctgccttttctttcagtgcttggttttgcttagaccaggatcagttgactcttggcatt  2160 
      A  N  K  G  G  K  R  K  Q  L  Y  S  F  F  T  G  S  G  M  G       629 
2161  gctaacaaaggagggaaaaggaaacaattgtacagtttttttacaggaagtggcatgggt  2220 
      F  E  A  F  I  T  H  S  G  M  L  V  V  A  V  C  T  K  R  E       649 
2221  tttgaagcctttattacccattcaggtatgttggtcgtggcagtgtgcacaaaaagagaa  2280 
      Y  A  T  V  M  L  P  D  H  S  F  C  D  S  L  W  H  N  I  T       669 
2281  tatgcaacggttatgcttcctgaccacagtttctgtgattccctctggcacaacataact  2340 
      V  V  H  M  P  G  K  R  P  F  G  Q  S  F  V  Y  I  Y  D  N       689 
2341  gttgtccacatgcctggaaaaaggccttttggtcagagcttcgtctatatctatgacaat  2400 
      G  Q  Q  K  V  S  A  P  L  R  F  P  A  M  N  E  P  F  T  S       709 
2401  ggacaacagaaggtttctgcccctctcagatttcctgccatgaatgaaccctttacttcc  2460 
      C  C  I  G  S  A  G  Q  R  T  T  T  P  P  P  S  Q  I  P  D       729 
2461  tgttgcattggttcagctgggcaaagaaccaccactcctccaccatcccaaatcccagat  2520 
      P  P  F  S  S  P  I  T  P  H  R  T  S  F  G  G  I  L  S  S       749 
2521  ccacctttctcttctcccattacccctcatcggacatcatttggtggaattctgtcatca  2580 
      A  S  W  G  G  T  I  E  K  S  K  L  I  T  K  L  I  S  A  G       769 
2581  gcctcctggggaggaacaattgaaaaatcaaaattgattaccaaattgatatcagctgga  2640 
      T  Q  D  S  E  W  G  C  P  T  S  L  E  G  Q  L  G  S  V  I       789 
2641  acccaagacagtgaatgggggtgtcccacatctctggagggtcagctaggatctgttatc  2700 
      I  F  Y  E  P  L  Q  P  P  Q  V  K  A  L  Y  L  A  G  P  N       809 
2701  atcttttatgaaccactacaacctcctcaggtgaaggcattatatttagcaggtccaaat  2760 
      C  L  S  P  W  K  C  Q  E  S  D  M  A  D  L  P  G  N  I  L       829 
2761  tgtttaagcccttggaagtgtcaagagtctgacatggccgacctgcctggtaacatcctt  2820 
      L  Y  Y  T  A  K  A  C  K  N  S  I  C  L  D  L  S  T  N  C       849 
2821  ctttactacacagcaaaggcctgcaaaaattcaatctgtcttgatttatctactaattgt  2880 
      L  H  G  R  L  T  G  N  K  V  V  N  W  D  I  K  D  I  I  N       869 
2881  ttgcatggaagattaacaggaaacaaagtagtgaactgggacattaaggatatcataaac  2940 
      C  I  G  G  L  N  V  L  F  P  L  L  E  Q  I  S  H  F  S  E       889 
2941  tgcataggtgggttaaatgtactctttcctttattggaacaaatcagccactttagtgaa  3000 
      G  Q  I  P  E  E  K  N  E  S  T  V  P  E  S  V  T  P  V  E       909 
3001  ggacagattcctgaagaaaagaatgaaagcacagttcctgaatcagtaacacctgttgaa  3060 
      G  D  W  L  V  W  T  S  T  K  A  S  E  S  R  L  E  R  N  L       929 
3061  ggagattggctcgtatggacttccacaaaggcctcagagtcaagactagagagaaaccta  3120 
      V  A  T  F  I  L  I  V  K  H  F  I  Q  R  H  P  I  N  Q  G       949 
3121  gttgcaacatttatcttaattgtgaaacattttattcagagacatcctatcaaccagggc  3180 
      N  L  I  H  S  H  G  V  A  T  L  G  A  L  L  Q  K  V  P  S       969 
3181  aatcttattcactcccatggagttgcaactcttggtgctttacttcagaaggtgccaagc  3240 
      T  L  M  D  V  N  V  L  M  A  V  Q  L  L  I  E  Q  V  S  L       989 
3241  accttgatggatgttaatgtgttgatggcagttcagttactaattgaacaagtatcatta  3300 
      E  K  N  M  Q  L  L  Q  Q  M  Y  Q  Y  L  L  F  D  F  R  I       1009 
3301  gagaaaaatatgcagctcctgcaacaaatgtatcaatatttactctttgactttcgtatt  3360 
      W  N  R  G  D  F  P  F  R  I  G  H  I  Q  Y  L  S  T  I  I       1029 
3361  tggaaccgtggagattttccctttcgaatcggtcacatacagtatctttcaaccatcatt  3420 
      K  D  S  R  R  V  F  R  K  K  Y  G  V  Q  F  L  L  D  T  L       1049 
3421  aaagacagcaggagagttttccgaaagaagtatggtgtgcagtttctcctagatacactt  3480 
      R  I  Y  Y  G  N  G  C  K  Y  N  E  L  S  L  D  D  I  R  T       1069 
3481  aggatttattatgggaatggttgtaaatataatgaactatctctagatgatattcgaaca  3540 

Comment [ER26]: GàT,	AspàTyr	

Comment [ER27]: Insertion	of	second	T,	frameshift	to	
Leucine	

Comment [ER28]: AàG,	GlnàArg	

Comment [ER29]: Ex14/15	

Comment [ER30]: Ex15/16	

Comment [ER31]: Ex16/17	

Comment [ER32]: Insertion	of	additional	TA,	frameshift	to	
Serine	

Comment [ER33]: Deletion,	causes	frameshift	to	Pro	(P)		

Comment [ER34]: Ex17/18	

Comment [ER35]: A	à	C,	AsnàThr	

Comment [ER36]: Ex18/19	

Comment [ER37]: Ex19/20	

Comment [ER38]: Ex20/21	

Comment [ER39]: Ex	21/22	

Comment [ER40]: Ex	22/23	

Comment [ER41]: Ex	23/24	



      I  R  T  S  L  Y  G  L  I  K  Y  F  L  C  K  G  G  S  H  E       1089 
3541  ataaggacttctttgtatggactaattaaatattttctgtgcaaaggtggatctcatgaa  3600 
      E  I  Q  S  I  M  G  Y  I  A  A  T  N  E  E  E  Q  L  F  G       1109 
3601  gagatacaaagtattatggggtacatagctgctactaatgaagaagaacagctctttgga  3660 
      I  L  D  V  L  F  S  L  L  R  T  S  P  T  R  G  Q  L  F  L       1129 
3661  attttggacgtgctcttcagtctcctacgtaccagcccaaccagaggtcagcttttctta  3720 
      L  L  F  E  P  G  N  A  D  I  L  Y  A  L  L  L  N  Q  K  Y       1149 
3721  ctgctttttgaaccaggaaatgctgacatactgtacgcattgctcttaaatcagaagtac  3780 
      S  D  R  L  R  E  I  I  F  K  I  M  E  Q  M  L  K  C  T  N       1169 
3781  tctgacagactaagagaaatcatttttaagattatggaacaaatgttgaaatgcacgaac  3840 
      V  Y  E  R  S  K  Q  H  I  R  L  R  E  V  G  Y  S  G  L  G       1189 
3841  gtttatgagcgtagtaaacaacatattcgactcagagaagttggctactcgggactggga  3900 
      L  L  L  N  E  A  L  V  N  T  S  L  I  K  N  L  T  H  Q  I       1209 
3901  ctccttcttaatgaagcacttgttaatacttctcttattaaaaacctcacccatcaaatc  3960 
      I  N  T  D  P  V  I  N  F  K  D  L  L  S  V  V  Y  I  S  H       1229 
3961  ataaatacagatcctgttattaatttcaaagatctactatctgtggtatatatatctcac  4020 
      R  A  H  I  N  V  R  V  A  I  C  R  K  V  L  Q  I  L  Q  F       1249 
4021  agagcacatataaatgttagagtggccatctgcagaaaggttttgcaaattttgcagttc  4080 
      Q  P  D  A  A  H  Q  I  S  Q  Q  V  G  W  Q  D  T  L  V  R       1269 
4081  cagccagatgcagcacatcaaatatcacagcaagtgggttggcaagacaccttagttagg  4140 
      L  F  L  K  A  K  F  E  N  G  N  T  L  H  K  H  S  R  A  V       1289 
4141  ctttttttaaaagcaaaatttgaaaacggaaatactcttcataagcacagtagagctgtt  4200 
      L  M  K  D  N  D  K  N  M  S  T  E  D  T  K  K  N  S  D  E       1309 
4201  ttaatgaaagacaatgataaaaatatgtcaactgaagataccaagaagaactctgatgaa  4260 
      K  T  D  E  E  K  I  T  S  F  A  S  A  N  V  S  S  D  Q  W       1329 
4261  aaaacagatgaggaaaaaatcacctcttttgcctcagctaatgtgtcttcggatcagtgg  4320 
      S  L  E  D  R  H  S  L  D  S  N  T  P  L  F  P  E  D  S  S       1349 
4321  agtttggaggatagacactctttagactcaaacacaccattatttccagaagatagctct  4380 
      V  G  E  L  S  F  K  S  E  N  Q  E  E  F  W  H  S  N  P  S       1369 
4381  gtgggagaattgtctttcaaatcagagaatcaagaggaattctggcatagtaacccttca  4440 
      H  L  S  L  D  L  S  G  I  D  S  C  E  M  S  D  S  G  S  Q       1389 
4441  catttgagtttagacctcagtggaattgactcatgtgaaatgagtgatagtggaagtcaa  4500 
      V  P  D  S  L  P  S  T  P  S  P  V  E  S  T  K  S  F  S  V       1409 
4501  gtgccagacagtctgcctagcacaccatccccagtagagtctactaaatcgttttctgtg  4560 
      H  S  D  R  E  S  S  I  T  N  D  M  G  F  S  D  D  F  S  L       1429 
4561  cactctgacagagaaagcagcatcacaaatgatatgggctttagtgatgacttctcttta  4620 
      L  E  S  Q  E  R  C  E  E  E  L  L  Q  L  L  T  H  I  L  N       1449 
4621  cttgaaagccaagagagatgtgaggaggagcttcttcaattactgacacatattttgaat  4680 
      Y  V  M  C  K  G  L  E  K  S  D  D  D  T  W  I  E  R  G  Q       1469 
4681  tatgtaatgtgtaagggactagaaaagtctgatgatgatacttggattgaacgaggacaa  4740 
      V  F  S  A  L  S  K  P  G  I  S  S  E  L  L  R  P  S  D  E       1489 
4741  gtgttttcagcactaagtaaaccaggaatatccagtgaactacttcgaccatcagatgaa  4800 
      I  K  L  T  L  L  Q  K  M  L  E  W  A  I  S  E  N  R  E  A       1509 
4801  ataaaactaactttgctacaaaagatgttagaatgggcaatctcagaaaacagagaagca  4860 
      K  T  N  P  V  T  A  E  N  A  F  R  L  V  L  I  I  Q  D  F       1529 
4861  aaaactaatccagtaactgctgaaaacgccttccgactagtgctgatcatacaggacttt  4920 
      L  Q  S  E  G  L  V  N  S  N  M  W  T  E  K  L  L  E  D  M       1549 
4921  cttcagtcagagggactagttaattcaaacatgtggaccgagaagcttttagaggatatg  4980 
      M  L  L  F  D  C  L  S  V  C  Y  S  E  S  P  V  W  V  K  L       1569 
4981  atgctgctctttgactgtctgtcagtctgctattctgaaagtccagtatgggtaaaactc  5040 
      S  Q  I  Q  I  Q  L  L  L  G  F  I  G  R  G  N  L  Q  V  C       1589 
5041  tctcaaattcagatccagttgcttctaggattcattggaaggggtaatttgcaggtttgt  5100 
      A  M  A  S  A  K  L  N  T  L  L  Q  T  K  V  I  E  N  Q  D       1609 
5101  gcaatggcatcagctaagctaaatacccttcttcagaccaaagtgattgaaaatcaggat  5160 
      E  A  C  Y  I  L  G  K  L  E  H  V  L  S  Q  S  I  K  E  Q       1629 
5161  gaagcatgttacattttagggaagctggaacatgttctaagtcaatcaatcaaggaacag  5220 
      T  E  I  Y  S  F  L  I  P  L  V  R  T  L  V  S  K  I  Y  E       1649 
5221  actgaaatctactcatttctgattccccttgttcgtaccctggtttccaaaatttatgag  5280 
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      L  L  F  M  N  L  H  L  P  S  L  P  F  T  N  G  S  S  S  F       1669 
5281  cttctcttcatgaacttgcacctaccttctttaccttttaccaatggtagctcctcattt  5340 
      F  E  D  F  Q  E  Y  C  N  S  N  E  W  Q  V  Y  I  E  K  Y       1689 
5341  tttgaagattttcaagaatattgtaattcaaatgaatggcaagtttacattgaaaaatat  5400 
      I  V  P  Y  M  K  Q  Y  E  A  H  T  F  Y  D  G  H  E  N  M       1709 
5401  attgtaccttatatgaagcagtatgaagctcatacattttacgatggtcatgagaacatg  5460 
      A  L  Y  W  K  D  C  Y  E  A  L  M  V  N  M  H  K  R  D  R       1729 
5461  gcactttattggaaggattgttatgaagctttaatggtaaatatgcataaacgagaccgg  5520 
      E  G  G  E  S  K  L  K  F  Q  E  L  F  V  E  P  F  N  R  K       1749 
5521  gaaggaggggaaagcaagctcaaatttcaggagctgtttgtggagccatttaatcgaaaa  5580 
      A  R  Q  E  N  L  R  Y  N  N  M  L  K  Q  L  S  S  Q  Q  L       1769 
5581  gcacgccaagagaacctgaggtataataatatgcttaaacaacttagcagtcaacagtta  5640 
      A  T  L  R  R  W  K  A  I  Q  L  Y  L  T  C  E  R  G  P  W       1789 
5641  gccactcttagacgctggaaagcaatacagctctatcttacatgtgaaaggggaccttgg  5700 
      A  K  R  K  Q  N  P  I  H  W  K  L  A  N  V  E  N  Y  S  R       1809 
5701  gctaaaaggaaacagaatccaattcactggaagctagctaatgtagagaattattcccgc  5760 
      M  R  L  K  L  V  P  N  Y  N  F  K  T  H  E  E  A  S  A  L       1829 
5761  atgagacttaagctggtaccgaattataatttcaaaacccatgaggaagctagtgccttg  5820 
      R  D  N  L  G  I  Q  H  S  Q  P  S  S  D  T  L  L  L  E  V       1849 
5821  agagataatctgggtatccaacactcacagccttccagtgatacattgcttttggaagta  5880 
      V  K  Q  V  K  V  S  D  M  V  E  D  K  L  D  L  P  E  E  D       1869 
5881  gtgaaacaagtaaaagttagtgatatggtggaggataaattagaccttcctgaagaggat  5940 
      I  T  A  R  V  N  V  D  E  K  E  E  Q  D  Q  K  E  K  L  V       1889 
5941  ataacagctagagtaaatgttgatgagaaagaagaacaggatcaaaaagaaaaattggta  6000 
      L  M  E  D  C  E  L  I  T  I  I  D  V  I  P  G  R  L  E  I       1909 
6001  ttgatggaagactgtgaactcattacaataattgatgtaattcctggcagattagaaatc  6060 
      T  T  Q  H  I  Y  F  Y  D  G  S  I  E  K  E  D  G  V  G  F       1929 
6061  actactcaacacatttacttctatgatggcagcattgaaaaagaagatggagtaggcttt  6120 
      D  F  K  W  P  H  S  Q  I  R  E  I  H  L  R  R  Y  N  L  R       1949 
6121  gatttcaagtggcctcattctcaaattcgagagattcatctccggcgttacaatttaaga  6180 
      R  S  A  L  E  I  F  H  V  D  Q  S  N  Y  F  L  N  F  K  K       1969 
6181  agatcagcccttgagatttttcatgttgaccaatccaactactttctcaatttcaaaaaa  6240 
      E  V  R  N  K  I  Y  S  R  L  L  S  L  H  S  P  N  S  Y  Y       1989 
6241  gaggttagaaacaaaatatatagccgactgttgtcacttcattccccaaatagttattat  6300 
      G  S  R  S  P  Q  E  L  F  K  A  S  G  L  T  Q  K  W  V  N       2009 
6301  ggaagcagatcaccacaggagttattcaaagcatcaggattgacacagaaatgggtaaac  6360 
      R  E  I  S  N  F  D  Y  L  I  Q  I  N  T  M  A  G  R  T  Y       2029 
6361  agagagatatcaaattttgactacctcattcaaataaatacaatggcaggacgaacctat  6420 
      N  D  L  A  Q  Y  P  V  F  P  W  I  L  Q  D  Y  T  S  E  E       2049 
6421  aatgaccttgcacagtatcctgtgtttccctggattttacaagattatacttcggaagag  6480 
      L  D  L  N  N  P  A  V  F  R  D  L  S  K  P  I  G  V  V  N       2069 
6481  ttggaccttaataaccctgctgtatttcgagatctttccaaaccaattggggtagttaat  6540 
      E  K  N  A  K  A  M  R  E  K  Y  E  N  F  E  D  P  M  G  T       2089 
6541  gaaaaaaacgccaaagctatgagagaaaaatatgaaaattttgaggatcctatgggaact  6600 
      I  D  K  F  H  Y  G  T  H  Y  S  N  S  A  G  V  M  H  Y  L       2109 
6601  attgataagtttcactatggtactcactattcaaattctgcgggggtcatgcactatctc  6660 
      I  R  V  E  P  F  T  T  L  H  I  Q  L  Q  S  G  R  F  D  C       2129 
6661  attcgtgtagaaccgttcaccaccctccacatccaacttcagagtggaaggtttgactgt  6720 
      A  D  R  Q  F  H  S  I  P  A  T  W  Q  A  L  M  D  N  P  Y       2149 
6721  gcagatcgacagttccattctattcctgctacctggcaagctcttatggataatccatat  6780 
      D  V  K  E  L  I  P  E  F  F  Y  F  P  E  F  L  E  N  Q  N       2169 
6781  gatgttaaagaacttattcctgaattcttctatttcccagagtttttggaaaatcaaaat  6840 
      Q  F  N  L  G  R  L  Q  I  S  K  E  L  V  N  D  V  I  L  P       2189 
6841  caatttaacttgggtcgtctacagatttccaaagaattagtaaatgatgtcattctcccg  6900 
      K  W  A  K  S  A  E  D  F  I  Y  K  H  R  K  A  L  E  S  E       2209 
6901  aaatgggctaaatcagctgaagatttcatctataaacataggaaagctttggagtctgaa  6960 
      Y  V  S  A  H  L  H  E  W  I  D  L  I  F  G  Y  K  Q  R  G       2229 
6961  tatgtttcagctcatcttcatgaatggatagatctgatctttggctataaacagagggga  7020 
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      P  A  A  V  E  A  L  N  V  F  Y  Y  C  S  Y  E  G  A  V  D       2249 
7021  ccagctgcagtagaggcactcaacgttttctattattgtagttatgaaggagctgtggat  7080 
      L  D  A  L  T  D  E  K  E  R  K  A  L  E  G  M  I  N  N  F       2269 
7081  ctggatgccttaacagatgagaaagaaagaaaagccttagaagggatgattaataatttt  7140 
      G  Q  T  P  C  Q  L  L  K  E  P  H  P  P  R  L  S  A  E  E       2289 
7141  gggcaaacaccctgtcaattattaaaggaaccacaccctccaagattatcagcagaagaa  7200 
      A  V  Q  K  P  T  K  I  D  T  S  T  L  N  L  F  Q  H  L  P       2309 
7201  gcagtgcagaagccaaccaaaatagacacttcaaccctaaacctgtttcaacaccttcct  7260 
      E  L  K  S  F  F  I  E  G  I  S  D  G  I  P  L  L  K  A  T       2329 
7261  gaactcaagtcattttttatagaggggattagtgatggtattccactattaaaggccacc  7320 
      I  P  K  N  Q  Y  R  S  F  M  S  Q  G  S  P  E  L  L  I  T       2349 
7321  atccccaaaaatcagtatcgttcttttatgtctcaaggcagccctgagttactgataaca  7380 
      I  S  M  N  Y  V  I  G  T  H  G  W  L  P  Y  D  R  N  I  S       2369 
7381  ataagcatgaattatgttattggaacccatggatggttgccttatgacagaaacatttct  7440 
      N  Y  F  T  F  I  K  D  Q  T  V  T  N  P  K  T  Q  R  S  I       2389 
7441  aattactttacattcatcaaggatcaaactgtgacaaatccaaaaactcagcgcagtata  7500 
      N  G  S  F  A  P  G  L  E  I  T  S  K  L  F  V  V  S  H  D       2409 
7501  aatggttcttttgctcccgggctagagatcacttctaagctatttgtagtatcacatgat  7560 
      A  K  L  L  F  S  A  G  Y  W  D  N  S  I  Q  V  M  S  L  T       2429 
7561  gcaaagttgctcttcagtgctggatactgggataatagcattcaagtgatgtcacttaca  7620 
      K  G  K  I  I  S  H  I  I  R  H  M  D  I  V  T  C  L  A  T       2449 
7621  aaaggcaaaattatctcacacatcatccggcatatggatattgtgacttgcttagctaca  7680 
      D  Y  C  G  I  H  L  I  S  G  S  R  D  T  T  C  M  I  W  Q       2469 
7681  gattactgtggaatacatttgatttctggttccagagatactacatgtatgatatggcaa  7740 
      I  T  Q  Q  G  G  V  P  V  G  L  A  S  K  P  F  Q  I  L  Y       2489 
7741  ataacacaacagggaggtgttcctgtgggcttagcatctaaaccttttcagattctttat  7800 
      G  H  T  N  E  V  L  S  V  G  I  S  T  E  L  D  M  A  V  S       2509 
7801  ggacacaccaacgaggtactgagtgtcggcatcagcactgagctagacatggcagtgtca  7860 
      G  S  R  D  G  T  V  I  I  H  T  I  Q  K  G  Q  Y  M  R  T       2529 
7861  ggatcaagggatggaacggtgattatacataccattcagaaaggtcagtacatgaggact  7920 
      L  R  P  P  C  E  S  S  L  F  L  T  I  P  N  L  A  I  S  W       2549 
7921  ttacgaccaccttgtgagagttctctgttcctgaccattcctaatttggctatatcttgg  7980 
      E  G  H  I  V  V  Y  S  S  T  E  E  K  T  T  L  K  D  K  N       2569 
7981  gaaggacatattgttgtctactccagcactgaagaaaagaccaccctcaaggataagaat  8040 
      A  L  H  L  F  S  I  N  G  K  Y  L  G  S  Q  I  L  K  E  Q       2589 
8041  gcattacatctgttttctataaatggcaagtatctagggtctcaaatcctgaaggaacaa  8100 
      V  S  D  I  C  I  I  G  E  H  I  V  T  G  S  I  Q  G  F  L       2609 
8101  gtatcagatatatgtataatcggagaacacattgtcacaggcagcatacaaggattcctg  8160 
      S  I  R  D  L  H  S  L  N  L  S  I  N  P  L  A  M  R  L  P       2629 
8161  tctataagagatctccacagcttgaatctcagcatcaacccattagccatgcgactgcct  8220 
      I  H  C  V  C  V  T  K  E  Y  S  H  I  L  V  G  L  E  D  G       2649 
8221  atccattgtgtttgtgtcaccaaagaatacagccatattcttgtaggtttagaagatggc  8280 
      K  L  I  V  V  G  V  G  K  P  A  E  M  R  S  G  Q  L  S  R       2669 
8281  aaattgattgtagtgggtgttggcaagcctgctgagatgcgttcaggtcagctttctcga  8340 
      K  F  W  G  S  S  K  R  L  S  Q  I  S  A  G  E  T  E  Y  N       2689 
8341  aaattttggggatcgagcaagcggctcagccagatttcagctggagaaactgaatataat  8400 
      T  Q  D  S  K  *                                                 2694 
8401  actcaagattccaagtgattgttatttccattttctgttatgattactgaaacctgattt  8460 
8461  attgctttgtcactttaaccacatctctcaactctctgcaatgttgcaaggcttttatcc  8520 
8521  ctgaaaatcatttacagataaccacaatttgctgtggtatataaactaattcttggtcta  8580 
8581  tactaagatgtatttgagaaaatacatttgatttgattttgtggcccattcctaaaggtc  8640 
8641  attgtatccatttttaaaacaaactaaaatgagaacattaggttcaattttcttattatt  8700 
8701  ccaaatgataaaatttaagatttttctaataaaagagtacagataatgggacagttgaga  8760 
8761  gagatggctttaaatacattcttaagtaatcattttcctatttactgaccactgtaatga  8820 
8821  aaatatatcaatttatttatggaactcctgattggggataatattttaaaggtatctgtt  8880 
8881  gcacacttggattttcaaaactcggtgaaagttacaagtttgcatggtaagaataaaata  8940 
8941  agaatattgaaactggtacattagctaattctattactacttagcgtgtttctaatgaga  9000 
9001  agttactgaaatctattactgtccttaataaaaattgagtagaaaaaagtggaactag  9058 
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Key to colors and analyzing: 
Red *: Stop codon 
Letterletter: Intron sites, first letter is ending of one exon, second is 
beginning of another exon. 
Blue M: Methionine 
Bolded Letters: the different domains within the gene 
Alpha helix 
Beta sheet 
Bold red letters: DUF4704 
Bold italicized letters: DUF4804 
Bold black letters: PH_BEACH domain 
Bold italicized letters: BEACH domain 
Bold underlined letters: WD40  
Bold orange letters – Phosphorylated Tyrosine, Serine or threonine (NetPhos) 
 XX - Phosphorylated residue per GPS 
 


