
  

                    1                                                                                                                 50
fe A3Ca       MEPWRPSPRNPMDRIDPNTFRFHFPNLLYASGRKLCYLCFQVETEDYFSC
fe A3Cb       MEPWRPSPRNPTDRIDPNTFRFHFPNLLYASGRKLCYLCFQVETEDYFSY
fe A3Cc       MEPWRPSPRNPMDRIDPNTFRFHFPNLLYASGRKLCYLCFQVETGDYFSC
fe A3Cx       MEPWRPSPRNPMDRIDPNTFRFHFPNLLYASGRKLCYLCFQVETEDYFSY
fe A3Cy       MEPWRPSPRNPMDRIDPNTFRFHFPNLLYASGRKLCYLCFQVETEDYFSY                           

                    51                                                                                                                   100
fe A3Ca       DDSDRGVFRNKVHPWARCHAEQCFLSWFRDQYPYRDEYYNVTWFLSWSPC
fe A3Cb       NDSDRGVFRNKVHPWARCHAEQCFLSWFRDQYPYRDEYYNVTWFLSWSPC
fe A3Cc       DDSDRGVFRNKVHPWARCHAEQCFLSWFRDQYPCRDEYYNVTWFLSWSPC
fe A3Cx       NDSERGVFRNKVHPWARCHAEQCFLSWFRDQYPYRDEYYNVTWFLSWSPC
fe A3Cy       NDSERGVFRNKVHPWARCHAEQCFLSWFRDQYPYRDEYYNVTWFLSWSPC

                    101                                                                                                          150
fe A3Ca       PTCAEEVVEFLEEYRNLTLSIFTSRLYYFWDPNYQEGLCKLWDAGVQLDI
fe A3Cb       PTCAEEVVEFLEEYRNLTLSIFTSRLYYFWDPNYQEGLCKLWDAGVQLDI
fe A3Cc       PTCAEEVVEFLEEYRNLTLSIFTSRLYYFYHPNYQQGLRKLWDAGVQLDI
fe A3Cx       PTCAEEVVEFLEEYRNLTLSIFTSRLYYFWEPNYQEGLCKLWDAGVQLDI
fe A3Cy       PTCAEEVVEFLEEYRNLTLSIFTSRLYYFWDPNYQEGLCKLWDAGVQLDI

                    151                                                                                          192
fe A3Ca       MSCDDFKHCWDNFVDHKGMRFQRRNLLKDYDFLAAELQEILR
fe A3Cb       MSCDDFKHCWDNFVDHKGMRFRRRNLLKGYDFLAAKLQEILR
fe A3Cc       MSCDDFEHCWDNFVDHKGMRFQRRNLLKDYDFLAAELQEILR
fe A3Cx       MSCDDFKHCWDNFVDHKGMRFRRRNLLKDYDLLAAELQEILR
fe A3Cy       MSCDDFEYCWDNFVYNKGMRFQRRNLLKDYDFLAAELQEILR
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A3Ca            TGGAGGGGGCGCCATTCCCGGGAATCCTCCAACTC----TTGCTCAAGCTCCTGTTACCC
A3Cb            TGGAGGGGGCGCCATTCCCGGGAATCCTCCAACTC----TTGCTCAAGCTCCTGTTACCC
A3H             TGGAGGGGACGCCATTCCCGGGAATCCTCCAACTC----TTGCCCACGCTCTTGTTACCC
A3Cc            CTGTCCCTGAGTCATCGAAAGGAATCCTGTCAGTCACAACTGTCATGGGTTGAAAGATTG
                  

A3Ca            TCCCCCCTTGGGGC-CATCCCAGGGCCGGTGGGCAGAATGAGGTGGTGT----GGGGGCA
A3Cb            TCCCCCCTTGGGGC-CATCCCAGGGCCGGTGGGCAGAATGAGGTGGTGT----GGGGGCA
A3H             TCCCCTCTTGGGGC-CATCCCAGGGCCGGTGGGCAGAATGAGGTGGTGT----GGGGGCA
A3Cc            TATCCTCCAGATTCATATGTTGAAGCCCTAAACTCCCGTGGGATGGTGTTAAAAGTAGAA
                

A3Ca            CCAGCCGGAAGAAGCTCTTTGGGGACTCGCATGCACAGGCGGTCTGGCCTGGGGTGACAG
A3Cb            CCAGCCGGAAGAAGCTCTTTGGGGACTCGCATGCACAGGCGGTCTGGCCTGGGGTGACAG
A3H             CCAGCCGGAA-AAGCTCTTTGGGGACTCGCATGCGCGTGCGGTCTGGCCTGGGGTGACAG
A3Cc            TCTTTGGGGTGATTCAGTTTAGATGTTATCATGAGGGTGGGGCCCG---TGAGGGGATTA
                 

A3Ca            GTGTCTGCTCCAAGGCCTCCTCTTCTTGTCTAGGAGTCAACTTTCCCGGTTGCTCTTTGT
A3Cb            GTGTCTGCTCCAAGGCCTCCTCTTCCTGTCTAGGAGTCAACTTTCCCGGTTGCTCTTTGT
A3H             GTGTCTGCTCCAAGGCCTCCTCTTCCTGTCTAGGAGTCAACTTTCCCGGTTGCTCTTTGT
A3Cc            GTGTCCTTCTT-----CTTTTCTTTTT-TTAAAATGTTTATTTATTTGAGAGAGAGAGAG
                

A3Ca            TTCTCCATCTGGGGTCCTGGTGGACACGTGGC---GAGGCAAGCACACAGCTCACCGGAT
A3Cb            TTCTCCATCTGGGGTCCTGGTGGACACGTGGC---GAGGCAAGCACACAGCTCACCGGAT
A3H             TTCTCCATCTGGGGTCCTGGTGGATACGTGGC---GAGGCAAGCACACAGCTCACCGGAT
A3Cc            AGACAGAGACAGAGCCTGAGCAGGGGAGGGGCAGAGAGAGAGGGAGACACAGAATCCCAG
                      

A3Ca            GCACGCTTCAAGCCCAGATCCCTGATCCCTGCCCTGGG---AGGCCTTGTAGGGGCAGCA
A3Cb            GCACGCTTCAAGCCCAGATCCCTGATCCCTGACCTGGG---AGGCCTTGTAGGGGCAGCA
A3H             GCACGCTTCAAGCCCAGATCCCTGATCCCTGCCCTGGG---AGGCCTT-TAGGGGCAGCA
A3Cc            GCAGGCTCCAGGCTCTGAGCTGTCAGCACAGAGTCCGACGCGGGGCTCGAACTCACAACA
                

A3Ca            A-GGGTCCTCCCCTTGTGCCCCCCACCCACTCCTATCC-ATGGAATGATGAGGAAGCAGG
A3Cb            A-GGGTCCTCCCCTTGTGCCCCCCACCCACTCCTATCC-ATGGAATGATGAGGAAGCAGG
A3H             A-GGGTCCTCCCCTTGTGCCCCCCACCCACTCCTATCC-ATGGAATGATGAGGAAGCAGG
A3Cc            ATGAGATCATGACCTGAGCCAAAGTCCGATGCTTAACTGACAGAGCCACCCAGGTGCCCC
                

A3Ca            AGGAGCCAGGCCAGGCCCCCTGGAAGGCATTCCAGCTCGGCCATTGCTTTGCTGAGTGGC
A3Cb            AGGAGCCAGGCCAGGCCCCCTGGAAGGCATTCCAGCTCGGCCATTGCTTTGCTGAGTGGC
A3H             AGGAGCCAGGCCAGGCCCCCTGGAAGGCATTCCAGCTCGGCCATTGCTTTGCTGAGTGGC
A3Cc            AGGTGTCCTTCTAAGAAG---AGAAGAGAAACCTAAGCTGTCACTCCTTCTCCCTCTCCC
                

A3Ca            TCCAGAGAGTAC-CTTAGCCTCTC----TGTGCTGGGACCTCATCTAAGATGGGAGGGCA
A3Cb            TCCAGAGAGTAC-CTTAGCCTCTC----TGTGCTGGGACCTCATCTAAGATGGGAGGGCA
A3H             TCCAGAAAGTAC-CTTAGCCTCTC----TGTGCTGGGACCTCATCTAAGATGGGAGGGCA
A3Cc            TCCCTTCCTCCCTCTCTCCCTCTCCACCTGTCTCTGCCCTCAATCTGCCACATGAAGGC-
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A3Ca            GTGATCGGCCCCTCCCAAAGCTCTTGGGGGCTGTGGTAGAGGAT--GTGCTCAAC-GCAC
A3Cb            GTGATCGGCCCCTCCCAAAGCTCTTGGGGGCTGTGGTAGAGGAT--GTGCTCAAC-GCAC
A3H             GTGATCGGCCCCTCCCAAAGCTCTTGGGGGCTGTGGTAGAGGAT--GTGCTCAAC-GCAC
A3Cc            -TGAGGGGATTTATGCAGAGGACC-AACCACAGAATTAGGAACCCAAAGCCCATCTGTGC
                 

A3Ca            CTGCCTTCTCCTGGAATGGGGATGAAGATGTGCAGGGCTGA----------GCCCTGGCC
A3Cb            CTGCCTTCTCCTGGAATGGGGATGAAGATCTGCAGGGCTGA----------GCCCTGGCC
A3H             CTGCCTTCTCCTGGAATGGGGATGAAGATCTGCAGGGCTGA----------GCCCTGGCC
A3Cc            CTTTACTACTGTGGAGTCAGGAGAAAACACAGGAGTTCTGACATAAAGTACACACCGCCT
                

A3Ca            CTCCCTTTCCAGACACCCAGCGTCCTGCTGGGGGACTGAA--TGGCTCCTAA----GGGT
A3Cb            CTCCCTTTCCAGACACCCAGCGTCCTGCTGGGGGACTGAA--TGGCTCCTAA----GGGT
A3H             CTCCCTTTCCAGACACCCAGCGTCCTGCTGGGGGACTGAA--TGGCTCCTAA----GGGT
A3Cc            CCTTACCTACATTCTTTCAACAGGCTTGTGGAGAGCAACACCTGGGCCCAGATGTGGGGA
                

A3Ca            CA------CACAGTGGTGGACAGGAGAGGGCTCATGCCA----CTCAGAGAGCCCGCCTC
A3Cb            CA------CACAGTGGTGGACAGGAGAGGGCTCATGCCA----CTCAGAGAGCCCGCCCC
A3H             CA------CACAGTGGTGGACAGGAGAGGGCTCATGCCA----CTCAGAGAGCCCGCCTC
A3Cc            CATGGGGACGCAGGGGTGACGCGGAGAGGGCTCACCCCGAGTCCTCAGAGAGCCCGCCCC

A3Ca            TCCCCAGCCACCGGCTTCTGTCCTGCTCTCTCCAGCCAGTGTGTGTCCCAACCCCCTCTG
A3Cb            TCCCCAGCCACCGGCTTCTGTCCTGCTCTCTCCAGCCAGTGTGTGTCCCAACCCCCTCTG
A3H             TCCCCAGCCACCGGCTTCTGTCCTGCTCTCTCCAGCCAGTGTGTGTCCCAACCCCCTCTG
A3Cc            TCCCCAGGAGCCAGCTTCTGTCTTGCTCTCTCCACCCAATCTGT--TCCGACCCCCTCTG
                

A3Ca            GCAAAGTACTTTCTCTTTCCCTTTTCCATAACCTGGGTCCTGCTGCGCAATGGGGCGCAT
A3Cb            GCAAAGTACTTTCTCTTTCCCTTTTCCATAACCTGGGTCCTGCTGCGCAATGGGGCGCAT
A3H             GCAAAGTACTTTCTCTTTCTCTTTTCCATAACCTGGGTCCTGCTGCCCAATGGGGCCCAT
A3Cc            GTATCCTCCTTTCTCTTTCCCTTTGCAATAACT---------CTTCCCAATGGGGCCGGT
                

A3Ca            CTCCTTCTGAGGGAGGCTGTCCCCAGGGCAGGGGGTGGGGGGGGGAAGGCCTCGGGAGAG
A3Cb            CTCCTTCTGAGGGAGGCTGTCCCCAGGGCAGGGG--GGGGGGGGGAAGGCCTCGGGAGAG
A3H             CTCCTTCTGAGGGAGGCTGTGCCCAGGGC---------GGGGGGCGTAGCCCTGGGGATG
A3Cc            CTCCTTCTGAGGGCAGCTGTGTCCAGGGG----------AGAGGCTTCAGAGAAGGAGAG
                

A3Ca            GTGGCTCTGAGCCTGAGGAAGTGCAACCATCTGAGGGCCCTCCCACCCTTGGGGCCAAAG
A3Cb            GTGGCTCTGAGCCTGAGGAAGTGCAACCATCTGAGGGCCCTCCCACCCTTGGGGCCAAAG
A3H             GTGGCTCTGAGCCTGAGGAAGTGCAACCTTTTGAGGGCCCTCCCACCCCTGGGGCCAAAG
A3Cc            GCGAGTCTGAACC-AAGGCAGTGCAACCACCTGAGGGCTC------CCCTGAGAACAAAG
                

A3Ca            CAGGAAGGAGGTGGGGCTTCTGAGGAGGCAGCCTGGGAGGTGACTGTGACTGTCACACTG
A3Cb            CAGGAAGGAGGTGGGGCTTCTGAGGAGGCAGCCTGGGAGGTGACTGTGACTGTCACACTG
A3H             CAGGAAGGAGGTGGGGCTTCTGAGGAGGCAGCCTGGGAGGTGACTG------TCACACTG
A3Cc            CAGGAAGGAGGTGGGGCTTCTGAGGAGGCAGCCTGGGAGGTGACTG------GCACACTG
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   vector feA3Ca feA3Cb feA3Cc feA3H feA3CH

No. of sequences analyzed 8 8 8 8 8 8

Mutations G→A/other 0/3 3/3 3/5 0/3 48/3 39/2

Mutations per 100 nucleotides 0.10 0.20 0.27 0.10 1.71 1.37

Clones without G→A editing 8 5 5 8 0 0

Minimal no. of G→A per clone 0 1 1 0 2 3

Maximal no. of G→A per clone 0 1 2 0 8 7

Average no. of G→A per clone 0 0.4 0.4 0 6 4.9

G→A exchanges per 100 nucleotides 0 0.10 0.10 0 1.61 1.31
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