
agaccagtcagggacgcggcaggaaatggaagagcctccgcaagaggctctggctgaacc 60 Start, Kozak RBS1, ex1, 52(g-> del) 

                          M  E  E  P  P  Q  E  A  L  A  E  P 12 A10-> N 
 

cttgaaacatgaaagcccagccgctccctcaagtgctggccacactaagggccaggaaga 120 Phos/OGlyc Site 

 L  K  H  E  S  P  A  A  P  S  S  A  G  H  T  K  G  Q  E  E  32  Sumoylation  
 

agacgaccagaagaaccaggccgaaaggaaggcagataaccacactgctcacagaatagc 180  

 D  D  Q  K  N  Q  A  E  R  K  A  D  N  H  T  A  H  R  I  A  52 Negative Charge 

 

tgaccagactgccctaagagtgcctagccaggctgaatccagcatatttagccaagctac 240  

 D  Q  T  A  L  R  V  P  S  Q  A  E  S  S  I  F  S  Q  A  T  72 

 

caacggagtagctgaacaaaatgggcatagtacacctggtcaggctggccgcagagcatc 300 281(a->g) 

 N  G  V  A  E  Q  N  G  H  S  T  P  G  Q  A  G  R  R  A  S  92  Q86->Q 

 

caaccctgctgatgtttctgaccttagagcagatgatcaggttaatcaaacaccgtctga 360 342(t->a),344(a->t) 

 N  P  A  D  V  S  D  L  R  A  D  D  Q  V  N  Q  T  P  S  E  112 N106->K, N106->Y 

 

acagactaaaggcaaggcatctagccaagctaataatgtacagcatgaacagagtgatgg 420  

 Q  T  K  G  K  A  S  S  Q  A  N  N  V  Q  H  E  Q  S  D  G  132 

 

tcaggtgtctggcctgacggaggaaagaactgctgaacagactgaacgaagattacctac 480  

 Q  V  S  G  L  T  E  E  R  T  A  E  Q  T  E  R  R  L  P  T  152 

 

ccaggctgagagaagaacttctgggcagattgatggtagactggctatgccatctgacca 540  

 Q  A  E  R  R  T  S  G  Q  I  D  G  R  L  A  M  P  S  D  Q  172 Highly Conserved 

 

gagaggttccagacagaccgaccacagaatggcaggccagtctgagagaagagcttccga 600 589(a->c) 

 R  G  S  R  Q  T  D  H  R  M  A  G  Q  S  E  R  R  A  S  E  192 R189->T 

 

gcagatggaccgcagaatgtctggcgaggctgagcgaagaacttctgagcagattacaca 660  

 Q  M  D  R  R  M  S  G  E  A  E  R  R  T  S  E  Q  I  T  H  212 

 

cagattatccaaactatctgagagaagaccttctgtgcagattgacagtgggtcatccgt 720  

 R  L  S  K  L  S  E  R  R  P  S  V  Q  I  D  S  G  S  S  V  232 

 

cccatctgaccaaagtccttctgtacagattgacagtggatcgtccgtaccatctgacca 780  

 P  S  D  Q  S  P  S  V  Q  I  D  S  G  S  S  V  P  S  D  Q  252 Positive Charge 

 

aagaccttccgtacagattgaccgcagaatgtcagggaaagttaggagaagaagttctga 840 {EF-Calcium  

 R  P  S  V  Q  I  D  R  R  M  S  G  K  V  R {R  R  S  S  E  272 Binding domain} 

                                                                 806(a->g), R261->G 

 

gaagactgactacagattggctggcctggctgacccaggaacttctgagcagactgacct 900 Bipartite NLS 

 K  T  D  Y  R  L  A  G  L  A  D  P  G  T  S  E  Q  T  D  L  292 

 

cagattgtatggcctcgttgaccacaaaacatctgtaaagactcaccaccaagtgtacgg 960  

 R  L  Y  G  L  V  D  H  K  T  S  V  K  T  H  H  Q  V  Y  G  312 

 

 

                                                           
1 Kozak, M. (1991) J. Biol. Chem. 266, 19867-1987 

http://www.jbc.org/cgi/reprint/266/30/19867.pdf


ccaagccactgaactagctgaacaccaggctattgaccaagctcatagtaatgctgatca 1020  

 Q  A  T  E  L  A  E  H  Q  A  I  D  Q  A  H  S  N  A  D  Q  332 

 

acctccagttgacaatgctcactacactgaatctgaccagactgaccacttagcagacag 1080 1073g->del,1074(a->del) 

 P  P  V  D  N  A  H  Y  T  E  S  D  Q  T  D  H  L  A  D  R  352  D351->G, D351->R 

 

acaagctaatcataaagaccagctgtcttactatgaaacacgtggccagtctgaagacag 1140  

 Q  A  N  H  K  D  Q  L  S  Y  Y  E  T  R  G  Q  S  E  D  R  372 

 

aatatttccccagttaggcaacagcaaagaggacaaagaggctgactacagagtacaacc 1200  

 I  F  P  Q  L  G  N  S  K  E  D  K  E  A  D  Y  R  V  Q  P  392 

 

ctgcaaatttgaggatagccaagtagacctcaattccaagccttcagttgaaatggaaac 1260 [Uroplakin 1B] 

 C  K  F [E  D  S  Q  V  D  L  N  S}  K  P  S  V  E  M  E  T  412 {Calcium end} 

 

tcagaatgcaaccactatcccaccctacaacccagttgatgccagattcaccagtaactt 1320  

 Q  N  A  T  T  I  P  P  Y  N  P  V  D  A  R  F  T  S  N  F  432 

 

ccaagcaaaagaccaagctcttttcccaagactcccctccatctcatccaaattgaacta 1380 1350(g->Dele) 

 Q  A  K  D  Q  A  L  F  P  R  L  P  S  I  S  S  K  L  N  Y  452  R442->D 

 

taccagcagtcaagaaaaaactcaagccatagtaaccaaatct|gatgaattttcagaaat 1440 ex1|ex 

 T  S  S  Q  E  K  T  Q  A  I  V  T  K  S   D  E  F  S  E  I  472 

 

tgaccaaggaaagggttatcatatacgcaatcaaacttatagaaggttcccttctatagt 1500 

 D  Q  G  K  G] Y  H  I  R  N  Q  T  Y  R  R  F  P  S  I  V  492 

ttatgaagatccttaccaagtttcactccaatacatggaaaaacaccacattctgcaaat 1560 1507a->t),1517(c->g)  

 Y  E  D  P  Y  Q  V  S  L  Q  Y  M  E  K  H  H  I  L  Q  I  512  Alpha-helix                                                                                                                                                                 
                                                            82.3% Confidence      

                                                                 D495->Y, Q498->R 

 

attccag|cagattactgaaaacttagtctatgaaaagccagaggaccccctgaattttat 1620 ex2|ex3 

 F  Q  Q  I  T  E  N  L  V  Y  E  K  P  E  D  P  L  N  F  M   532  

 

 

gctgtgccaggtatagaattggagaaaaagaacaacctttttattctctttattgtaaaa 1680 Stop, 1621(g->t) 
 L  C  Q  V   *                                              536 L533->L 

 

tacagcacacatacagcaaagtgtatagaacaaagtacgtacaactctgaattcttatga 1740 

agtaaacatacctgtaactaccattcaagtttttaaaaaataaataaaacataaccagca 1800 Poly-A  

Signal  

 


