
>NM_145272.3 Homo sapiens chromosome 17 open reading frame 501 
atcccagtctctgatcagggaaagcagggcacagccttgggaagaatggataagcatggt  1      Mutation site2 

                                              M  D  K  H  G      5 

 

gtgaagacccccttgtggaagaaggaaacggaagagctccgggccgaggacgcggagcaa  61     Sumoylation site
34
 

 V  K  T  P  L  W  K  K  E  T  E  E  L  R  A  E  D  A  E  Q      25  Glycosylation site
5
 

 

gaggaagggaaggaggggtcggaggacgaggacgaggacaaccagaggccgctggaggac  121   Phosphorylation site
6 

 E  E  G  K  E  G  S  E  D  E  D  E  D  N  Q  R  P  L  E  D      45  Alpha helices 

 

agcgcgacggagggcgaggagccgccgcgggtagcggaggagggcgaaggccgcgagcgg  181 

 S  A  T  E  G  E  E  P  P  R  V  A  E  E  G  E  G  R  E  R      65 

 

cgctcagtgtcctactgcccgctgcgccaggagtccagcacccagcaggtggcgctgctg  241 

 R  S  V  S  Y  C  P  L  R  Q  E  S  S  T  Q  Q  V  A  L  L      85 

 

cggcgcgcggacagcggcttctggggctggctcggccccttagcgctgctgggcggccta  301 

 R  R  A  D  S  G  F  W  G  W  L  G  P  L  A  L  L  G  G  L      105 

 

acagctcccaccgacaggaagcggagcctcccggaggagccgtgcgtgctggagatccgg  361 

 T  A  P  T  D  R  K  R  S  L  P  E  E  P  C  V  L  E  I  R      125  Beta Sheet 

 

cgacgaccgccgcgccgcgggggctgtgcttgctgcgagctcctcttctgcaagaaatgc  421     Nuc. Local. signal 

 R  R  P  P  R  R  G  G  C  A  C  C  E  L  L  F  C  K  K  C      145 

 

aggagtctgcacagccacccagcctatgtggcgcactgcgttctggatcacccggatctg  481 

 R  S  L  H  S  H  P  A  Y  V  A  H  C  V  L  D  H  P  D  L      165 

 

ggtaaggcgggggccgctgggaactcctgagcgcccccgctcccagcctttgtgccctcc  541 

 G  K  A  G  A  A  G  N  S  *                                    174 

atcatttcctggccccagaccccctaccgaccttctctcttggagcgcggagccctcttc  601 

gacgcattccgcaggaccgccccttctcagctgctgcccagagcgcccccatccgtcaag  661 

aaggcccactgttggtgcttggttcccatctgtcacctagcgcccccagtgcagagccca  721 

gcataacctagagcccgctgtcaacagcgcccaccgagggctccccgcccccacgcagca  781 

ccagcgccaccgcacacctgactctgtccgctcacacagcctcaccttcacctcttgggt  841 

atttcagatccgctctggcccagtgggcagaggcatcgcctagagaaaataacctcaggg  901 

ttccctcatccctctgacaaacctgcctctttccctgaaaccattcaataaaacctctga  961  Poly A signal 

tcaaagtgtcaaaa        10347 

Three different prediction programs (Swiss Model, Phyre2, and Ali2D) were used to predict the formation of 

alpha helices and beta sheets. Results with high probability that appeared in at least two of the programs are 

shown on the conceptual translation above.8,9,10 
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