
                    10        20        30        40        50        60        70        80        90       100                  

           ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 

TsuRTP006TsuRTP006TsuRTP006TsuRTP006  ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AAATCCTCAAAGAAATCCTCAAAGAAATCCTCAAAGAAATCCTCAAAG--------------------------------------------AAGAAAGAAAGAAAGA  

TsuRTP007TsuRTP007TsuRTP007TsuRTP007  ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GGGG--------------------------------------------AAAAAAAAAAAAAAAA  

TsuRTP008TsuRTP008TsuRTP008TsuRTP008  --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------AATCCTCAAAGAATCCTCAAAGAATCCTCAAAGAATCCTCAAAG--------------------------------------------AAGAAAGAAAGAAAGA  

TsuRTP009TsuRTP009TsuRTP009TsuRTP009  ATCCATTTCATCTTCACACAATATCTTTGGTGTGGAGACTTAGAGACACCATCCATTTCATCTTCACACAATATCTTTGGTGTGGAGACTTAGAGACACCATCCATTTCATCTTCACACAATATCTTTGGTGTGGAGACTTAGAGACACCATCCATTTCATCTTCACACAATATCTTTGGTGTGGAGACTTAGAGACACCAAACTTTTGGTGTTTTGGAGATCAAATCCTCAAAGAAACTTTTGGTGTTTTGGAGATCAAATCCTCAAAGAAACTTTTGGTGTTTTGGAGATCAAATCCTCAAAGAAACTTTTGGTGTTTTGGAGATCAAATCCTCAAAG--------------------------------------------AAGAAAGAAAGAAAGA  

TsuRTP010TsuRTP010TsuRTP010TsuRTP010  --------------------------------CATCTTCACACAACATCTTTGGTGTGGAGACTTAGAGACACCAAACTTTTGGTGTTTTGGAGAACAAATCCTCAAAATCCTCAAAAGAAGAACATCTTCACACAACATCTTTGGTGTGGAGACTTAGAGACACCAAACTTTTGGTGTTTTGGAGAACAAATCCTCAAAATCCTCAAAAGAAGAACATCTTCACACAACATCTTTGGTGTGGAGACTTAGAGACACCAAACTTTTGGTGTTTTGGAGAACAAATCCTCAAAATCCTCAAAAGAAGAACATCTTCACACAACATCTTTGGTGTGGAGACTTAGAGACACCAAACTTTTGGTGTTTTGGAGAACAAATCCTCAAAATCCTCAAAAGAAGAA  

                                                                                                                                                                                                                                                                                                                                                                                                                                      *  **  **  **  *  

 

                   110       120       130       140       150       160       170       180       190       200          

           ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 

TsuRTP006TsuRTP006TsuRTP006TsuRTP006  AAAAAAAA----GGAGCACTAAAAGGGAGGAAATCACAAGGAAGATTCAAGGAGCAAGGAGGTGAGGAGCACTAAAAGGGAGGAAATCACAAGGAAGATTCAAGGAGCAAGGAGGTGAGGAGCACTAAAAGGGAGGAAATCACAAGGAAGATTCAAGGAGCAAGGAGGTGAGGAGCACTAAAAGGGAGGAAATCACAAGGAAGATTCAAGGAGCAAGGAGGTGACTTGAAGGCCCTCCACTTGGGTGAATCCTTGAAGGCCCTCCACTTGGGTGAATCCTTGAAGGCCCTCCACTTGGGTGAATCCTTGAAGGCCCTCCACTTGGGTGAATCCCTTGTCCTTGTCCTTGTCCTTGT----GCAATCAAGGGCAATCAAGGGCAATCAAGGGCAATCAAGG  

TsuRTP007TsuRTP007TsuRTP007TsuRTP007  AGAGAGAG----GAGACACTAAAAGGGAGGAAATCACAAGGAAGATTCAAGGAGCAAGGAGGTGAGAGACACTAAAAGGGAGGAAATCACAAGGAAGATTCAAGGAGCAAGGAGGTGAGAGACACTAAAAGGGAGGAAATCACAAGGAAGATTCAAGGAGCAAGGAGGTGAGAGACACTAAAAGGGAGGAAATCACAAGGAAGATTCAAGGAGCAAGGAGGTGACTTGAAGGCCCTCCTTGAAGGCCCTCCTTGAAGGCCCTCCTTGAAGGCCCTC----ACTTGGGTGAATCACTTGGGTGAATCACTTGGGTGAATCACTTGGGTGAATCCCTTGTAGCAATCAAGGCCTTGTAGCAATCAAGGCCTTGTAGCAATCAAGGCCTTGTAGCAATCAAGG  

TsuRTP008TsuRTP008TsuRTP008TsuRTP008  AAAGGAGCACTAAAAGGGAAAGGAGCACTAAAAGGGAAAGGAGCACTAAAAGGGAAAGGAGCACTAAAAGGGAGGAAATCACAAGGAAGATTCAAGGAGCAAGGAGGTGAAGGAAATCACAAGGAAGATTCAAGGAGCAAGGAGGTGAAGGAAATCACAAGGAAGATTCAAGGAGCAAGGAGGTGAAGGAAATCACAAGGAAGATTCAAGGAGCAAGGAGGTGACTTGAAGGCCCTCCACTTGGGTGAATCCTTGAAGGCCCTCCACTTGGGTGAATCCTTGAAGGCCCTCCACTTGGGTGAATCCTTGAAGGCCCTCCACTTGGGTGAATCCCTTGTCCTTGTCCTTGTCCTTGT----GCAATCAAGGGCAATCAAGGGCAATCAAGGGCAATCAAGG  

TsuRTP009TsuRTP009TsuRTP009TsuRTP009  AAAGGAGCACTAAAAGGGAGGAAATCACAAGGAAGATTCAAGGAGCAAGGAGGTGAAAAGGAGCACTAAAAGGGAGGAAATCACAAGGAAGATTCAAGGAGCAAGGAGGTGAAAAGGAGCACTAAAAGGGAGGAAATCACAAGGAAGATTCAAGGAGCAAGGAGGTGAAAAGGAGCACTAAAAGGGAGGAAATCACAAGGAAGATTCAAGGAGCAAGGAGGTGACTTGAAGGCCCTCCACTTGGGTGAATCCTTGAAGGCCCTCCACTTGGGTGAATCCTTGAAGGCCCTCCACTTGGGTGAATCCTTGAAGGCCCTCCACTTGGGTGAATCCCTTGTCCTTGTCCTTGTCCTTGT----GTAATCAAGGGTAATCAAGGGTAATCAAGGGTAATCAAGG  

TsuRTP010TsuRTP010TsuRTP010TsuRTP010  AAAGGAGCACTAAAAGGGAGAAAATCACAAGGAAGATCCAAGGAGCAAAAAGGAGCACTAAAAGGGAGAAAATCACAAGGAAGATCCAAGGAGCAAAAAGGAGCACTAAAAGGGAGAAAATCACAAGGAAGATCCAAGGAGCAAAAAGGAGCACTAAAAGGGAGAAAATCACAAGGAAGATCCAAGGAGCAAGGAGGTGAGGAGGTGAGGAGGTGAGGAGGTGACTTGAAGGCCCTCCACTTGGGTGAATCCTTGAAGGCCCTCCACTTGGGTGAATCCTTGAAGGCCCTCCACTTGGGTGAATCCTTGAAGGCCCTCCACTTGGGTGAATCCCTTGTCCTTGTCCTTGTCCTTGT----GCAATCAAGGGCAATCAAGGGCAATCAAGGGCAATCAAGG  

                                      *  *   ************* **************** ******************************* ******************* * *********  *   ************* **************** ******************************* ******************* * *********  *   ************* **************** ******************************* ******************* * *********  *   ************* **************** ******************************* ******************* * ********  

 

                   210       220       230       240       250       260       270       280       290       300          

           ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 

TsuRTP006TsuRTP006TsuRTP006TsuRTP006  ATGAGCTTCAAGGGTAAAGAATCTCTAAATTCTTATTCTCTTTAATTTTGTTAAAGAGTCTTATGGTTCACCATATACTAGGCTTTGAAAGTCATGGGTATGAGCTTCAAGGGTAAAGAATCTCTAAATTCTTATTCTCTTTAATTTTGTTAAAGAGTCTTATGGTTCACCATATACTAGGCTTTGAAAGTCATGGGTATGAGCTTCAAGGGTAAAGAATCTCTAAATTCTTATTCTCTTTAATTTTGTTAAAGAGTCTTATGGTTCACCATATACTAGGCTTTGAAAGTCATGGGTATGAGCTTCAAGGGTAAAGAATCTCTAAATTCTTATTCTCTTTAATTTTGTTAAAGAGTCTTATGGTTCACCATATACTAGGCTTTGAAAGTCATGGGTTTTT  

TsuRTP007TsuRTP007TsuRTP007TsuRTP007  ATGAGCTTCAAGGGTAAAGAATCTCTAAATTCTTATTCTCTTTAATTTTGTTAAAGAGTCTTATGGTTCACCATATACTAGGCTTTGAAAGTCATGGGTTATGAGCTTCAAGGGTAAAGAATCTCTAAATTCTTATTCTCTTTAATTTTGTTAAAGAGTCTTATGGTTCACCATATACTAGGCTTTGAAAGTCATGGGTTATGAGCTTCAAGGGTAAAGAATCTCTAAATTCTTATTCTCTTTAATTTTGTTAAAGAGTCTTATGGTTCACCATATACTAGGCTTTGAAAGTCATGGGTTATGAGCTTCAAGGGTAAAGAATCTCTAAATTCTTATTCTCTTTAATTTTGTTAAAGAGTCTTATGGTTCACCATATACTAGGCTTTGAAAGTCATGGGTT  

TsuRTP008TsuRTP008TsuRTP008TsuRTP008  ATGAGCTTCAAGGGTAAAGAATCTCTAAATTCTTATTCTCTTTAATTTTGTTAAAGAGTCTTATGGTTCACCATATACTAGGCTTTGAAAGTCATGGGTTATGAGCTTCAAGGGTAAAGAATCTCTAAATTCTTATTCTCTTTAATTTTGTTAAAGAGTCTTATGGTTCACCATATACTAGGCTTTGAAAGTCATGGGTTATGAGCTTCAAGGGTAAAGAATCTCTAAATTCTTATTCTCTTTAATTTTGTTAAAGAGTCTTATGGTTCACCATATACTAGGCTTTGAAAGTCATGGGTTATGAGCTTCAAGGGTAAAGAATCTCTAAATTCTTATTCTCTTTAATTTTGTTAAAGAGTCTTATGGTTCACCATATACTAGGCTTTGAAAGTCATGGGTT  

TsuRTP009TsuRTP009TsuRTP009TsuRTP009  ATGAGCTTCAAGGGTAAAGAATCTCTAAATTCTTATTCTCTTTAATTTTGTTAAAGAGTCTTATGGTTCACCATATACTAGGCTTTGAAAGTCATGGGTTATGAGCTTCAAGGGTAAAGAATCTCTAAATTCTTATTCTCTTTAATTTTGTTAAAGAGTCTTATGGTTCACCATATACTAGGCTTTGAAAGTCATGGGTTATGAGCTTCAAGGGTAAAGAATCTCTAAATTCTTATTCTCTTTAATTTTGTTAAAGAGTCTTATGGTTCACCATATACTAGGCTTTGAAAGTCATGGGTTATGAGCTTCAAGGGTAAAGAATCTCTAAATTCTTATTCTCTTTAATTTTGTTAAAGAGTCTTATGGTTCACCATATACTAGGCTTTGAAAGTCATGGGTT  

TsuRTP010TsuRTP010TsuRTP010TsuRTP010  ATGAGCTTCAAGGGTAAAGAATCTCTAAATTCTTATTCTCTTTAATTTTGTTAAAGAGTCTTATGGTTCACCATATACTAGGCTTTGAAAGTCATGGGTTATGAGCTTCAAGGGTAAAGAATCTCTAAATTCTTATTCTCTTTAATTTTGTTAAAGAGTCTTATGGTTCACCATATACTAGGCTTTGAAAGTCATGGGTTATGAGCTTCAAGGGTAAAGAATCTCTAAATTCTTATTCTCTTTAATTTTGTTAAAGAGTCTTATGGTTCACCATATACTAGGCTTTGAAAGTCATGGGTTATGAGCTTCAAGGGTAAAGAATCTCTAAATTCTTATTCTCTTTAATTTTGTTAAAGAGTCTTATGGTTCACCATATACTAGGCTTTGAAAGTCATGGGTT  

                                      ****************************************************************************************************************************************************************************************************************************************************************************************************************************************************************************************************************  

 

                   310       320       330       340       350       360       370       380       390       400          

           ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 

TsuRTP006TsuRTP006TsuRTP006TsuRTP006  TTATGAATTGTTTTTTTATGAATTGTTTTTTTATGAATTGTTTTTTTATGAATTGTTTTT--------AATGCATGCCTACTTTAAAGAGTTATTAGTTTGCATATGTATTCAAATGTTCTTACATGTTCTTAGCTAGGACAAAAATTTTTAATGCATGCCTACTTTAAAGAGTTATTAGTTTGCATATGTATTCAAATGTTCTTACATGTTCTTAGCTAGGACAAAAATTTTTAATGCATGCCTACTTTAAAGAGTTATTAGTTTGCATATGTATTCAAATGTTCTTACATGTTCTTAGCTAGGACAAAAATTTTTAATGCATGCCTACTTTAAAGAGTTATTAGTTTGCATATGTATTCAAATGTTCTTACATGTTCTTAGCTAGGACAAAAATTTTT  

TsuRTP007TsuRTP007TsuRTP007TsuRTP007  TTATGAATTGTTTTTTGAATGCATGCCTACTTTAAAGAGTTATTAGTTTGCTTATGAATTGTTTTTTGAATGCATGCCTACTTTAAAGAGTTATTAGTTTGCTTATGAATTGTTTTTTGAATGCATGCCTACTTTAAAGAGTTATTAGTTTGCTTATGAATTGTTTTTTGAATGCATGCCTACTTTAAAGAGTTATTAGTTTGCATATGTATTCAAATGTTCTTACATGTTCTTAGCTAGGACAAAAATATGTATTCAAATGTTCTTACATGTTCTTAGCTAGGACAAAAATATGTATTCAAATGTTCTTACATGTTCTTAGCTAGGACAAAAATATGTATTCAAATGTTCTTACATGTTCTTAGCTAGGACAAAA----TTTTTTTTTTTTTTTTTTTT  

TsuRTP008TsuRTP008TsuRTP008TsuRTP008  TTATGAATTGTTTTTTTATGAATTGTTTTTTTATGAATTGTTTTTTTATGAATTGTTTTT----GAATGCATGCCTACTTTAAAGAGTTATTAGTTTGCATATGTATTCAAATGTTCTTACATGTTCTTAGCTAGGACAAAAGAATGCATGCCTACTTTAAAGAGTTATTAGTTTGCATATGTATTCAAATGTTCTTACATGTTCTTAGCTAGGACAAAAGAATGCATGCCTACTTTAAAGAGTTATTAGTTTGCATATGTATTCAAATGTTCTTACATGTTCTTAGCTAGGACAAAAGAATGCATGCCTACTTTAAAGAGTTATTAGTTTGCATATGTATTCAAATGTTCTTACATGTTCTTAGCTAGGACAAAA----TTTTTTTTTTTTTTTTTTTT  

TsuRTP009TsuRTP009TsuRTP009TsuRTP009  TTATGAATTGTTTTTTATGAATTGTTTTTTATGAATTGTTTTTTATGAATTGTTTT--------GAATGCATGCCTACTTTAAAGAGTTATTAGTTTGCATATGTATTCAAATGTTCTTACATGTTCTTGAATGCATGCCTACTTTAAAGAGTTATTAGTTTGCATATGTATTCAAATGTTCTTACATGTTCTTGAATGCATGCCTACTTTAAAGAGTTATTAGTTTGCATATGTATTCAAATGTTCTTACATGTTCTTGAATGCATGCCTACTTTAAAGAGTTATTAGTTTGCATATGTATTCAAATGTTCTTACATGTTCTTAGCTAGGACAAAAAGCTAGGACAAAAAGCTAGGACAAAAAGCTAGGACAAAA----TTTTTTTTTTTTTTTTTTTT  

TsuRTP010TsuRTP010TsuRTP010TsuRTP010  TTATGAATTGTTTTTTTATGAATTGTTTTTTTATGAATTGTTTTTTTATGAATTGTTTTT----GAATGCATGCCTACTTTAAAGTGTTATTAGTTTGCATATGTATTCAAATGTTCTTACATGTTCTTAGCTAGGACAAAAGAATGCATGCCTACTTTAAAGTGTTATTAGTTTGCATATGTATTCAAATGTTCTTACATGTTCTTAGCTAGGACAAAAGAATGCATGCCTACTTTAAAGTGTTATTAGTTTGCATATGTATTCAAATGTTCTTACATGTTCTTAGCTAGGACAAAAGAATGCATGCCTACTTTAAAGTGTTATTAGTTTGCATATGTATTCAAATGTTCTTACATGTTCTTAGCTAGGACAAAA----TTTTTTTTTTTTTTTTTTTT  

                                      **************   ******************** ******************************************************** *******************   ******************** ******************************************************** *******************   ******************** ******************************************************** *******************   ******************** ******************************************************** *****  

 

                   410       420       430       440       450       460       470       480       490       500          

           ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 

TsuRTP006TsuRTP006TsuRTP006TsuRTP006  CCTTCAATAGGACTGCAACCCTTCAATAGGACTGCAACCCTTCAATAGGACTGCAACCCTTCAATAGGACTGCAACACTCCCTCTTGAGTGTGTAAAATACTCAAACAAATTACCTATCAGGTCTTCAGCGATGAAGTTCAATTACTCCCTCTTGAGTGTGTAAAATACTCAAACAAATTACCTATCAGGTCTTCAGCGATGAAGTTCAATTACTCCCTCTTGAGTGTGTAAAATACTCAAACAAATTACCTATCAGGTCTTCAGCGATGAAGTTCAATTACTCCCTCTTGAGTGTGTAAAATACTCAAACAAATTACCTATCAGGTCTTCAGCGATGAAGTTCAATTGATGGATGGATGGATGGAGTCATCGGAGTCATCGGAGTCATCGGAGTCATCG  

TsuRTP007TsuRTP007TsuRTP007TsuRTP007  CCTTCAAATATAACATACTACGTATAGTATGAAAATACTTACCATATCTAGTTCAAAGCTCCAAATTTCCTTCAAATATAACATACTACGTATAGTATGAAAATACTTACCATATCTAGTTCAAAGCTCCAAATTTCCTTCAAATATAACATACTACGTATAGTATGAAAATACTTACCATATCTAGTTCAAAGCTCCAAATTTCCTTCAAATATAACATACTACGTATAGTATGAAAATACTTACCATATCTAGTTCAAAGCTCCAAATTTCAACAACAACAAAGCTCCGTTTAAGAACCAAGCTCCGTTTAAGAACCAAGCTCCGTTTAAGAACCAAGCTCCGTTTAAGAACCAAATAAAAGTTAAATAAAAGTTAAATAAAAGTTAAATAAAAGTTA  

TsuRTP008TsuRTP008TsuRTP008TsuRTP008  CCTTCACGTTCACTATAAGAACCCATGATGGACTTAAGGAATTTGGGCTTAGGGCCCAGCCTAAAAGGCCTAGGGCCTGAGGTGAAACCTTCACGTTCACTATAAGAACCCATGATGGACTTAAGGAATTTGGGCTTAGGGCCCAGCCTAAAAGGCCTAGGGCCTGAGGTGAAACCTTCACGTTCACTATAAGAACCCATGATGGACTTAAGGAATTTGGGCTTAGGGCCCAGCCTAAAAGGCCTAGGGCCTGAGGTGAAACCTTCACGTTCACTATAAGAACCCATGATGGACTTAAGGAATTTGGGCTTAGGGCCCAGCCTAAAAGGCCTAGGGCCTGAGGTGAAAGGAAACGGCTCGGAAACGGCTCGGAAACGGCTCGGAAACGGCTCGAGAGAGA  

TsuRTP009TsuRTP009TsuRTP009TsuRTP009  CCTTCAGAAGAGACCATCAGAAGTTCTTTGCACCTCCAATCCCAAGAAGTAATGGAGGGGCCCCAAAATCCTTAACCTTCAGAAGAGACCATCAGAAGTTCTTTGCACCTCCAATCCCAAGAAGTAATGGAGGGGCCCCAAAATCCTTAACCTTCAGAAGAGACCATCAGAAGTTCTTTGCACCTCCAATCCCAAGAAGTAATGGAGGGGCCCCAAAATCCTTAACCTTCAGAAGAGACCATCAGAAGTTCTTTGCACCTCCAATCCCAAGAAGTAATGGAGGGGCCCCAAAATCCTTAACAGGAAAAGCTTAACGGAGTCAGGAAAAGCTTAACGGAGTCAGGAAAAGCTTAACGGAGTCAGGAAAAGCTTAACGGAGTTTGTGTTGTGTTGTGTTGTG  

TsuRTP010TsuRTP010TsuRTP010TsuRTP010  CCTTCACACAGCACAAGTCCTTCTTCTTCCCCTTCACACAGCACAAGTCCTTCTTCTTCCCCTTCACACAGCACAAGTCCTTCTTCTTCCCCTTCACACAGCACAAGTCCTTCTTCTTCCTTTTTCCTTGCTACGGCACTCTTTATCCTTGCTACGGCACTCTTTATCCTTGCTACGGCACTCTTTATCCTTGCTACGGCACTCTTTATATTTTTCTCTCTGAAATTCTCTCTAAAGCTATTTTTCTCTCTGAAATTCTCTCTAAAGCTATTTTTCTCTCTGAAATTCTCTCTAAAGCTATTTTTCTCTCTGAAATTCTCTCTAAAGCTCTCTAATTTTGTGCGGCTCTCTAATTTTGTGCGGCTCTCTAATTTTGTGCGGCTCTCTAATTTTGTGCGGC  

                                      ******            ******            ******            ******                                                                                                                                                                                                                                                                                                                                                      

 

                   510       520       530       540       550       560       570       580       590       600          

           ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 

TsuRTP006TsuRTP006TsuRTP006TsuRTP006  GCACAATGAGCGAAGCACAATGAGCGAAGCACAATGAGCGAAGCACAATGAGCGAATGCGAGTCTCAGATAAAACGAAAGAATGTATAAAAAGGTAAAAACTCACAAAAACCTTGCTATGGTATGCGAGTCTCAGATAAAACGAAAGAATGTATAAAAAGGTAAAAACTCACAAAAACCTTGCTATGGTATGCGAGTCTCAGATAAAACGAAAGAATGTATAAAAAGGTAAAAACTCACAAAAACCTTGCTATGGTATGCGAGTCTCAGATAAAACGAAAGAATGTATAAAAAGGTAAAAACTCACAAAAACCTTGCTATGGTAAAAACCCAAGAAAACCCAAGAAAACCCAAGAAAACCCAAGGTGGGATAAGTGGGATAAGTGGGATAAGTGGGATAA  

TsuRTP007TsuRTP007TsuRTP007TsuRTP007  GGAATGTGATGAATAGAAATATATCAATTAGAAGCCCAGTTGTGAGGAATGTGATGAATAGAAATATATCAATTAGAAGCCCAGTTGTGAGGAATGTGATGAATAGAAATATATCAATTAGAAGCCCAGTTGTGAGGAATGTGATGAATAGAAATATATCAATTAGAAGCCCAGTTGTGA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------  

TsuRTP008TsuRTP008TsuRTP008TsuRTP008  AGGCCTTAAGCCTAGGCCTTAAGCCTAGGCCTTAAGCCTAGGCCTTAAGCCTTTAAAGGCTTGGGTTTTAAGGCGCACGGGCCTAAGGCTCCAAAGGGGGACATGGCCCAAAGGCCTCAGGGTTTTAAACAATTAAATTAAAGGCTTGGGTTTTAAGGCGCACGGGCCTAAGGCTCCAAAGGGGGACATGGCCCAAAGGCCTCAGGGTTTTAAACAATTAAATTAAAGGCTTGGGTTTTAAGGCGCACGGGCCTAAGGCTCCAAAGGGGGACATGGCCCAAAGGCCTCAGGGTTTTAAACAATTAAATTAAAGGCTTGGGTTTTAAGGCGCACGGGCCTAAGGCTCCAAAGGGGGACATGGCCCAAAGGCCTCAGGGTTTTAAACAATTAAATATATATA  

TsuRTP009TsuRTP009TsuRTP009TsuRTP009  AAAAATAAAACGTTGACAGACAGTGGCATTAGGTCCGGTGACAAGAATGTCATCGACATAGACCAAAAACAAGAACAGGAAAATAAAACGTTGACAGACAGTGGCATTAGGTCCGGTGACAAGAATGTCATCGACATAGACCAAAAACAAGAACAGGAAAATAAAACGTTGACAGACAGTGGCATTAGGTCCGGTGACAAGAATGTCATCGACATAGACCAAAAACAAGAACAGGAAAATAAAACGTTGACAGACAGTGGCATTAGGTCCGGTGACAAGAATGTCATCGACATAGACCAAAAACAAGAACAGGAAA------------------------------------------------------------------------------------  

TsuRTP010TsuRTP010TsuRTP010TsuRTP010  ATAATATAATATAATATAAT--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------  

                                                                                                                                                                                                                                                                                                                                                                                                                                                        

 

                   610       620       630       640       650       660       670       680       690       700          

           ....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....|....| 

TsuRTP006TsuRTP006TsuRTP006TsuRTP006  AAAACTCGTAGACTAAAACTCGTAGACTAAAACTCGTAGACTAAAACTCGTAGACT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------  

TsuRTP007TsuRTP007TsuRTP007TsuRTP007  --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------  

TsuRTP008TsuRTP008TsuRTP008TsuRTP008  AAAATTAAAAGGGTTGGGTTGGGGTTTAGGCACGGCCCAAAAGGGCCTGGGTTCGAATGGGCTTAGGCCCGAAGGTCTGGTTCCCTGATCTCGCCAGAAAAATTAAAAGGGTTGGGTTGGGGTTTAGGCACGGCCCAAAAGGGCCTGGGTTCGAATGGGCTTAGGCCCGAAGGTCTGGTTCCCTGATCTCGCCAGAAAAATTAAAAGGGTTGGGTTGGGGTTTAGGCACGGCCCAAAAGGGCCTGGGTTCGAATGGGCTTAGGCCCGAAGGTCTGGTTCCCTGATCTCGCCAGAAAAATTAAAAGGGTTGGGTTGGGGTTTAGGCACGGCCCAAAAGGGCCTGGGTTCGAATGGGCTTAGGCCCGAAGGTCTGGTTCCCTGATCTCGCCAGA  

TsuRTP009TsuRTP009TsuRTP009TsuRTP009  --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------  

TsuRTP010TsuRTP010TsuRTP010TsuRTP010  --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------  

                                                                                                                                                                                                                                                                                                                                                                                                                                                        

 

 



Supplemental Fig. 2. 
 

Nucleotide sequences of five RBIP markers of 3′-LTR insertions. Forward primers are indicated by italics, 

and reverse primers are indicated by underlined. 


