
HPyV6-627a      CAATTCTGCTGCCTAATTTTGCTTCTGGATCCAATAC-TG
HPyV6-607b      CAATTCTGCTGCCTAATTTTGCTTCTGGATCCAATAC-TG
HPyV6-607a      CAATTCTGCTGCCTAATTTTGCTTCTGGATCCAATAC-TG
HPyV6-SewagePCR CAATTCNGCTGCCTAATTTTGCTTCTGGATCCAATACCTG
                ****** ****************************** **

HPyV6-627a      CAGTATACCAGTCTCGGGGAGCCCCCTACACCTTTACTGA
HPyV6-607b      CAGTATACCAGTCTCGGGGAGCCCCCTACACCTTTACTGA
HPyV6-607a      CAGTATACCAGTCTCGGGGAGCCCCCTACACCTTTACTGA
HPyV6-SewagePCR CAGTATACCAGTCTCGGGGAGCCCCCTACACCTTTACTGA
                ****************************************

HPyV6-627a      CACTTTGGATGCTGGTTCATCT-CTGTGTTATACCC
HPyV6-607b      CACTTTGGATGCTGGTTCATCT-CTGTGTTATACCC
HPyV6-607a      CACTTTGGATGCTGGTTCATCT-CTGTGTTATACCC
HPyV6-SewagePCR CACTTTGGATGCTGGTTCATCTACTGTGTTATACCC
                ********************** *************

A

B SA2/1-152       GCTGGGAATAACCCCCGGGCGAACCCTTGTCCATGCCCTA
SA4/1-153       GCTGGGAATAACCACCGGGCGAACCCTTGTCCATGCCCTA
SA3/1-153       GCTGCGGATGACCACTGGGCGAATCCCTGCCCATGCCCTA
SA1-1/1-153     GCTGCGGATGACCACCGGGCGAATCCCTGCCCATGCCCTA
6AIF/129-280    GCTGCGGATAACCACTGGGCGAACCCTTGCCCATGCCTTA
RatR63/802-954  GCTGCGGTTGACCACCGGGCAAATCCTTGCCCATGCCCTA
GIII/1007-1164  GCCACCCTGGACGATCAGGCGTTTTGTTGTTCCGGCTCAT
GIV/991-1148    GCGACCCTTGATGACCAGGCTTTTTGCTGTTCAGGCTTAT
GI/1009-1166    GCCACTTTGGATGACCAAGCCTTTTGCTGCTCCGTTTAAT
GII/985-1142    GCCACCCTCGACGACCAGGCCTTTTGCTGCTCAGGCTTAT
GV/1000-1157    ACCACACTTGATGATGACGCCTTCTGTTGCTCCGCCTGCT
                 *        *       **       **  *        

SA2/1-152       CACCCCTACCCGAAGGCTACCACCATCTATGTGCGCAGCC
SA4/1-153       CACCCCTACCCGAAGGCTACCACCATCTATGTGCGCAGCC
SA3/1-153       CACCCCTACCCGAAAGCCACTACAATCTATGTGCGCAGCC
SA1-1/1-153     CACCCCTACCCGAAAGCCACCACAATTTATGTGCGCAGCC
6AIF/129-280    CACCCCTACCCGAAGGCCACCACCATTTATGTGCGCAGTC
RatR63/802-954  CACCCCTACCCGAAGGCCACCACCATCTATGTGCGCAGTT
GIII/1007-1164  GACTTCTCCGTGGTATTAGCTACAATCACTGTCGGTGCGC
GIV/991-1148    GACATCTCCGTGGTATCAGCTATAATCACGGTTGGCGCTC
GI/1009-1166    GACCTTTTCGCGGCATTAGCTACAATCACTGTTGGCACCC
GII/985-1142    GACGTCTTCGTGGCATTAGCTATAATAACTGTGGGTGCCC
GV/1000-1157    AACTTTTACGTGGGATTTCAACCAATGACAGTAGGTAACA
                 **   * *  *            **    **  *     

SA2/1-152       TGTTTAGTGCCGGTGGGAATACCGGTCCGCTAGGCCCCCC
SA4/1-153       TGTTTAGTGCCGGTGGGAATACCGGCCCGCTAGGCCCCCC
SA3/1-153       TGTTTAGCGCCGGCGGGAACGCCGGCCCGTTAGGCCCCCC
SA1-1/1-153     TGTTTAGCGCCGGCGGGAACGCCGGCCCGTTAGGCCCCCC
6AIF/129-280    TGTTTAGCGCCGGTGGGAATGCCGGCCCATTAGGCCCCCC
RatR63/802-954  TGTTTAGTGCGGGCGGGCATATCGGCCCGCTCGGCCCCCC
GIII/1007-1164  TTGTTAATGAGGGATGGAATGCCTCTGAGGACGCCCTTAC
GIV/991-1148    TCGTCAATGAAGGCTGGAATGCCTCCGAAGACGCATTGAC
GI/1009-1166    TTGTTAATGAAGGCTGGAATGCCTCTGAGGACGCCCTCAC
GII/985-1142    TGGTTAATGAAGGCTGGAATGCCACCGAGGATGCGCTCAC
GV/1000-1157    TTGTCAATGAGGGCTGGCAACCGGAGGAGCAGCAGCTTAC
                *  * *  *  **  ** *                    *

SA2/1-152       CCCCATGATGGGNGAAAAAGCCCGGTCCAC
SA4/1-153       CCCCATGATGTGGGAAAAAGCCCGGGCCAC
SA3/1-153       TCCCATGATGTGTGAAAAGGCCCGGTCCAC
SA1-1/1-153     TCCTATGATGTGTGAAAAGGCCCGGTCCAC
6AIF/129-280    TCCCTTGATGTGTGAGAAGGCCCGGTCCAC
RatR63/802-954  CCCATTAATGTGTGAGAAGGCCCGGTCTAC
GIII/1007-1164  TGCAGTGATCACTGCGGCTTACCTGACTAT
GIV/991-1148    AGCTGTGATTACCGCGGCGTATCTTACTAT
GI/1009-1166    AGCTGTCATCACTGCCGCCTACCTTACCAT
GII/985-1142    TGCAGTTATTACGGCGGCTTACCTCACAAT
GV/1000-1157    GGCTGTCGCTATAGCTGCATACCTTACTGT
                  *  *       *        *   *   
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