
Sequences alignment: 

>[Human] KNOP1, NM_001348527.2 Homo sapiens lysine rich nucleolar protein 1 
(KNOP1), transcript variant 1, mRNA 

  
 
 > - 6677 nucleotides 
   
 
1  gactcgaagtggacttccgggtcacggcggagctggctctcacgtggaggcggggaaatt  
61  tcgcccaccggtgagtgccagggcgcgttgcaggcgggccggcgcggggtgtggagattg 
121  caccagaggaagtgcgcggcggggaagatggggaaatgcggtccacccacatccctgaat      
1         M··G··K··C··G··P··P··T··S··L··N· 
 
181  ccgacccctccagtcggtgtgcgcccgctccggcctgaggccgccgcctccagaaagttt 
12 ·P··T··P··P··V··G··V··R··P··L··R··P··E··A··A··A··S··R··K··F· 
 
241  tcccgcctcagagccggccctgggaccccacgtaatccctcccagtctgttgatgcggag 
32 ·S··R··L··R··A··G··P··G··T··P··R··N··P··S··Q··S··V··D··A··E· 
 
301  gcttgggcccatgggagccttggaggaatgatcaccaagacacacaaagtagaccttggg           Ex1|Ex2 
52 ·A··W··A··H··G··S··L··G··G··M··I··T··K··T··H··K··V··D··L··G·    Start of  
                 Isoform c and B 
361  ctcccagagaagaaaaagaagaagaaagtggtcaaagaaccagagactcgatactcagtt      
72  ·L··P··E··K··K··K··K··K··K··V··V··K··E··P··E··T··R··Y··S··V· 
 
421  ttaaacaatgatgattactttgctgatgtttctcctttaagagctacatccccctctaag 
92  ·L··N··N··D··D··Y··F··A··D··V··S··P··L··R··A··T··S··P··S··K· 
 
481  agtgtggcccatgggcaggcacctgagatgcctctagtgaagaaaaagaagaagaaaaag 
112  ·S··V··A··H··G··Q··A··P··E··M··P··L··V··K··K··K··K··K··K··K· 
 
541  aagggtgtcagcaccctttgcgaggagcatgtagaacctgagaccacgctgcctgctaga 
132  ·K··G··V··S··T··L··C··E··E··H··V··E··P··E··T··T··L··P··A··R· 
 
601  cggacagagaagtcacccagcctcaggaagcaggtgtttggccacttggagttcctcagt 
152  ·R··T··E··K··S··P··S··L··R··K··Q··V··F··G··H··L··E··F··L··S· 
 
661  ggggaaaagaaaaataagaagtcacctctagccatgtcccatgcctctggggtgaaaacc 
172  ·G··E··K··K··N··K··K··S··P··L··A··M··S··H··A··S··G··V··K··T· 
 
721  tccccagaccctagacagggtgaggaggaaaccagagttggcaagaagctcaaaaaacac           Ex2|Ex3 
192  ·S··P··D··P··R··Q··G··E··E··E··T··R··V··G··K··K··L··K··K··H· 
 
781  aagaaggaaaaaaagggggcccaggaccccacagccttctcggtccaggacccttggttc 
212  ·K··K··E··K··K··G··A··Q··D··P··T··A··F··S··V··Q··D··P··W··F· 
 
841  tgtgaggccagggaggccagggatgttggggacacttgctcagtggggaagaaggatgag 
232  ·C··E··A··R··E··A··R··D··V··G··D··T··C··S··V··G··K··K··D··E· 
 
901  gaacaggcagccttggggcagaaacggaagcggaagagccccagagaacacaatgggaag     
252  ·E··Q··A··A··L··G··Q··K··R··K··R··K··S··P··R··E··H··N··G··K· 
 
961  gtgaagaagaaaaaaaaaatccaccaggagggagatgccctcccaggccactccaagccc 
272  ·V··K··K··K··K··K··I··H··Q··E··G··D··A··L··P··G··H··S··K··P· 
 



1021  tccaggtccatggagagcagccctaggaaaggaagtaaaaagaagccagtcaaagttgag 
292  ·S··R··S··M··E··S··S··P··R··K··G··S··K··K··K··P··V··K··V··E· 
 
1081  gctccggaatacatccccataagtgatgaccctaaggcctccgcaaagaaaaagatgaag    
312  ·A··P··E··Y··I··P··I··S··D··D··P··K··A··S··A··K··K··K··M··K· 
 
1141 tccaaaaagaaggtagagcagccagtcatcgaggagccagctctgaaaaggaagaaaaag 
332  ·S··K··K··K··V··E··Q··P··V··I··E··E··P··A··L··K··R··K··K··K· 
 
1201 aagaagaggaaagagagtggggtagcaggagacccttggaaggaggaaacagacacggac          Ex3|Ex4 
352  ·K··K··R··K··E··S··G··V··A··G··D··P··W··K·[E··E··T··D··T··D·     Region DUF5594 
 
1261 ttagaggtggtgttggaaaaaaaaggcaacatggatgaggcgcacatagaccaggtgagg          Ex4|Ex5 
372  ·L··E··V··V··L··E··K··K··G··N··M··D··E··A··H··I··D··Q··V··R· 
 
1321 cgaaaggccttgcaagaagagatcgatcgcgagtcaggcaaaacggaagcttctgaaacc     
392  ·R··K··A··L··Q··E··E··I··D··R]·E··S··G··K··T··E··A··S··E··T· 
                  Ex5|Ex6 
1381 aggaagtggacgggaacccagtttggccagtgggatactgctggttttgagaacgaggac    
412  ·R··K··W··T··G··T··Q··F··G··Q·[W··D··T··A··G··F··E··N··E··D·     Region SMAP 
                    
1441  caaaaactgaaatttctcagacttatgggtggcttcaaaaacctgtccccttcgttcagc     
432  ·Q··K··L··K··F··L··R··L··M··G··G··F··K··N··L··S··P··S··F··S·     
                                   
1501  cgccccgccagcacgattgcaaggcccaacatggccctcggcaagaaggcggctgacagc     
452  ·R··P··A··S··T··I··A··R··P··N··M··A··L··G··K··K··A··A··D··S· 
 
1561  ctgcagcagaatctgcagcgggactacgaccgggccatgagctggaagtacagccgggga     
472  ·L··Q··Q··N··L··Q··R··D··Y··D··R··A··M··S··W··K··Y··S··R··G· 
 
1621  gccggcctcggcttctccaccgcccccaacaagatcttttacattgacaggaacgcttcc 
492  ·A··G··L··G··F]·S··T··A··P··N··K··I··F··Y··I··D··R··N··A··S· 
 
1681  aagtcagtcaagctggaagattaaactctagagttttgtccccccaaaactgccacaatt     
512  ·K··S··V··K··L··E··D··*  
 
1741  gctttgattattccatttatgctggagattacaaattttttttgtgaaaaaatcagatct 
1801  tggtgaggacctcgagcagtaagatataaataactcccataagcttagcgttccagtaat 
1861  ggaacactaggcataaatggtttattcagttgtgcaaatgaaagccatctgacagttggc 
1921  tcacattgaacacctgtggagattaaggacgaggacaactatattgatgggcttggatga 
1981  actggggcagggcagctcatatttcgggagccaggagaacgagtgagtgctaaaacctcc 
2041  tgttttctgtgttaaacattccgtccctgtttgagacatcagtatgtacagttaactttt 
2101  gttgagtgtttagcaggtactagggacatactagtgttttccttaatgtatttaatcttc 
2161  ataattatgaaatgggtgctattattagccccatcttatagatgaggcaactgaggttca 
2221  gggataaagtaataaaattgcctggggtcacccagccactaagtgcagggtgttgtactt   polyA signal sequence 
2281  ttgtacccgaagccctaagttcactattcgccactctgaatgtcccctttagggaatttc   major polyA site 
2341  caccagaatcctcgttggggattgaaatgtctttagatggaggaaaaagttttatgacaa 
2401  gtctgcatctctgataaaaagtggagtgaatgaggaacggagaatcgcaaactccttttc 
2461  cttccttttcctttcccctgtcatagagcagctgtaggcagagaggtgtctgagttgtta 
2521  ccaaacacatgtgactgagctgctgctgctgggaaatgtgcctctaaaccagtcctgcct 
2581  tttccactggtgtcccttcggccctaagtgctgaggtaggatttttgtgctttgactgga 
2641  ttctgaacaaggcattttaggaagagtggttagtcccgcaaatgaatcaatggcagatcc 
2701  cagggacgtgtgtgtgtgttttgagataggctctcactctgtcacccaggctggagtgta 
2761  gtggcatatcacggcttgttgcaaccactacctatccagcttaagtgatcctcccacctc 
2821  agcctcccaagtagctgggactgtgggtgtgcaccacaacaaccagctagtgtttaaaat 
2881  tttttgtagagatggggtctcactatattgtccaggctagtcccaaactcctggactcaa 
2941  ctcatgctcctgcctcagcccccaagagctgggatcacaggtgtgagccactgtgcccag 



3001  ccccagggatgtgtctgatgagattcttttttatcacaaggaagagaatcccaggtgact 
3061  tctgtaggtggatattgaatgccaggaggagatgaacgtgtggagatgacacgggaagtt 
3121  gcctcatcggctgtggggacagcgtttccaagcctggactctacagcaagcctcaaagag 
3181  ctccaggtccagtggcccaagtcgcatgtgaccatctgtgaccaccttctttccactcac 
3241  ctagctttttgcatcccaaaatacaggttctgactgggacattttcacgatcgtttggcc 
3301  tgaacatgcctcctacagacatcccagcccaggcaggcctcgatggccagaaagttcagt 
3361  ctcacgtggcaggaaggcctgattagggcctggttcaacagctcgccaaggaagcattct 
3421  ctccatcatctccagtgttggcttcatcaaggctagtacaaagatggcagtaacagttcc 
3481  aggcagcatatcaagaccctagaacattccagaggaagaaaagcctttttgtgtctcaag 
3541  gaaacttccagaagcctccattgctgggcaatgagtcatctgcccatagctgcacccgcc 
3601  cctgtcatgggaaggctggtgattcccttcagtcaagaagagtggatgctggtgaagtgg 
3661  ccatggtgtccacagctgcccattgggcagaggtgaggcaggcacttcaggcagtttccc 
3721  tggctctgaaccctgatccgcaagcattggccaggtcaatagttggacaagtatgtgcta 
3781  caaggacctacttgggccacttccctcaggacgtgaacttgtcctgcctttctttcctgg 
3841  attcaaccttgagatacataatgggagaggccgtggaaagcccaagaggcagtgttctgg 
3901  atttgagtgagtgccttctgggcacctcctcctttgatggagaaacaaatccctcctgac 
3961  cttgagcaacactacaggaatgtgcctggtgtaaacaggaaccagccgttcgtttctttt 
4021  tttttgagatggagtctcacggtcgcgcaggctggagtgtggtggcgtgatctcggctca 
4081  ttgtaacctctgcttcctgggttcaagcgattcttgtgcctcagtctcctgagtagctgg 
4141  aatcggccgtttactactcatagtttttatcttgccaagaggtcaccctgacgttggcct 
4201  gccttagctctgttaaaaaggttgtgctctgccaggtgcggtgactcacgcctgtaatcc 
4261  cagcactttgggaggccaaggtgggcggatcacgaggtcaagagttcgagaccagcctga 
4321  ccaacatggtgaaaccccgtctctactaaaaatacaaaaattagctgggtgggtgtggtg 
4381  tcacgggcttgtaatcccggctactcaggaggctgacaggagaatcgcttgaacccggga 
4441  ggtggaggttgtagtgagctgggatggtgccactgcacactctagccccgggcaacagaa 
4501  tgagactctgtctcaaaaacaaacaaaaaaaaactgtctttgggtgattgtggagaggtg 
4561  atcatatgtccgctgtgttgctcccatccaagccctggtgactggtagctctcatgaggg 
4621  tgtgatggtcaggccttgcccctggtgtaaattctgtctgtaataggctgtgactttcta 
4681  actcaacatcaccactggcttaggagttccatttgcacagggggagctttattgcttttc 
4741  tatatacataagaactttacgtctcaccagtggaggttgggcagccaagacaccacaatg 
4801  ctgggtgtcttcagaatggacttaatcttgtccttttgctttctgccagtgcagatcacc 
4861  atctctcagatgagcaggaccccaccctctggcagtcttgtcttgggagaatcactctga 
4921  gctcccatcctttgtaaattaacattggtttgagcaccaccctccatcacggctgcagtg 
4981  agccatgattgcaccactgtgttccagcctgggtgacagagcaagaccccattccaaaaa 
5041  aaaaaaaaaatttgccaaatagacacagtcctcacaaaagaagttggcagaataacaccc 
5101  cttcctaccacatctcctcagaacctgtgtatttgttaggttacgaaacaaaagggaatt 
5161  aagtttgctaatcagctgaccttaaaacaggaagaggatcccgtgtttctgggtgggccg 
5221  gaggaatcacaaagatccctaaatgtggaagaggaaggcaaaaaagagtccacatcaaag 
5281  agacttaagaaagacttgactagacactgctggttttgaagatgggaagggaagggtcag 
5341  aagccaaggaatgtgtgtgctgtctagaagctggaaaaggcaaggaagtagattctcccc 
5401  tagagcctcccagaaggagcgtagccctgctgatgccttaattttagctcagtgagacca 
5461  ggcggacttaagacctatagaaccgtcagatgacaacattatgttttaagccgctacaat 
5521  tgtggcaatttgttaaagtaacaatagaagacctaatgtaagtaagtctcatgtggaagt 
5581  tgccatggttttgtttttctttctttttttttttttgagacagtctcactctcactccac 
5641  gcccaggctggagtgcagaggcgtgatctcagctcactgcaacctccacctccagggttc 
5701  aagcgattctcctgcctcagcctcctgagaagctgggattacaggtgagcaccaccacac 
5761  ccagctaatttttttttgtatttttagtagagatggagtttcaccatgttggccaggatg 
5821  gtcttgatctcttggcctcatgatccacctacctcagcctcccaaagtgttggtattaca 
5881  ggcatgagccaccgcacccaggccccatcatttttattttctacaattctggctgacatc 
5941  ttattgctccatccttgctaatgatagacttcatctcacatagaccagtgttttcagaga 
6001  ccggcttattgattcagtaaagggctgggggaaactgcacacacaaggacatataaaatc 
6061  taagcctctgcctgggccacatgacaggattcagaagcacctttgatataatgggtgccc 
6121  gacctcatgtgaaagtccaagttcaggtgtaatgtgagagcggtaagaattcactggcct 
6181  aggcttgggaactaatgctgcccaccacgttcagcctcagaggagaagaaatgacttgaa 
6241  gaacataatttgtgaatttgccaattgtttttcattttatagcatcacacagtaaaagta 
6301  gataaaataattttaatgaaaatacttctgtgggccaggtgcggtggcttacgcctgtaa 
6361  tcccagcactttgggaggccgaggcggcggatcacctgaggtcaggagttctagaccagc 



6421  ctgaccaacatggagaaaccccatctctactaaaaatacaaaattagctgggtgtggtgg 
6481  cgcactcctgttatcccagctactcaggaggctgaggcaggagaattgcttagactcggg 
6541  aggcggaggttggggtgagccgagatcacgccattgtactccagcctgggcaacaagagt 
6601  gaaactgtctcaaaaaaaagaaaaaaaaacagaattttgtgaaataaaggccacttggga polyA signal sequence 
6661  gtatctgagccacccca       major polyA site 
 
 
 

 


