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| | | |deletion insertion mismatch breakpoint

chr.16 chr.16

− 5' 3' +

+ 3' 5' −
15,815,687 15,815,191

67,121,088 67,121,533

● ●|||| |FZY3Q2K01A321U

● ●|| ||| | ||FZY3Q2K01BH5T5

● ●|| ||| |FZY3Q2K01CCF3J

● ●||FZY3Q2K01D6AHY

● ●|||FZY3Q2K01D7V12

● ●||||| ||| | |FZY3Q2K01DM7AL

● ●||||FZY3Q2K01E0TAO

● ●||FZY3Q2K01EWQ5E

chr.16 chr.16

+ 5' 3' −

− 3' 5' +
67,120,631 67,121,086

15,815,189 15,814,717

● ●||||||FZY3Q2K01A064J

● ●|| | ||||| |FZY3Q2K01AQO3E

● ●||| |||| |FZY3Q2K01BTAQU

● ●||| |||| ||FZY3Q2K01DT2V8



TTCACCAGTCCATGCGAGGCTAGCTCCTGGCTATTTGACAATTAATGGAACAACTGTTGA

AAGTGGTCAGGTACGCTCCGATCGAGGACCGATAAACTGTTAATTACCTTGTTGACAACT
chr.16 chr.16

− 5' 3' +

+ 3' 5' −

AAGTGGTCAGGTACGCTCCGATCGAGGACCGATAAACTGTTAATTACCTTGTTGACAACTFZY3Q2K01A321U

TTCACCAGTCCATGCGAGGCTAGCTCCTGGCTATTTGACAATTAATGGAACAACTGTTGAFZY3Q2K01BH5T5

TTCACCAGTCCATGCGAGGCTAGCTCCTGGCTATTTGACAATTAATGGAACAACTGTTGAFZY3Q2K01CCF3J

AAGTGGTCAGGTACGCTCCGATCGAGGACCGATAAACTGTTAATTACCTTGTTGACAACTFZY3Q2K01D6AHY

TTCACCAGTCCATGCGAGGCTAGCTCCTGGCTATTTGACAATTAATGGAACAACTGTTGAFZY3Q2K01D7V12

AAGTGGTCAGGTACGCTCCGATCGAGGACCGATAAACTGTTAATTACCTTGTTGACAACTFZY3Q2K01DM7AL

AAGTGGTCAGGTACGCTCCGATCGAGGACCGATAAACTGTTAATTACCTTGTTGACAACTFZY3Q2K01E0TAO

TTCACCAGTCCATGCGAGGCTAGCTCCTGGCTATTTGACAATTAATGGAACAACTGTTGAFZY3Q2K01EWQ5E

GCTCTTCAGCTACATTATATTTGGAGATTACTTTTTCATAGCGAACTATCATCGGAAATG

CGAGAAGTCGATGTAATATAAACCTCTAATGAAAAAGTATCGCTTGATAGTAGCCTTTAC

chr.16 chr.16

+ 5' 3' −

− 3' 5' +

CGAGAAGTCGATGTAATATAAACCTCTAATGAAAAAGTATCGCTTGATAGTAGCCTTTACFZY3Q2K01A064J

GCTCTTCAGCTACATTATATTTGGAGATTACTTTTTCATAGCGAACTATCATCGGAAATGFZY3Q2K01AQO3E

CGAGAAGTCGATGTAATATAAACCTCTAATGAAAAAGTATCGCTTGATAGTAGCCTTTACFZY3Q2K01BTAQU

CGAGAAGTCGATGTAATATAAACCTCTAATGAAAAAGTATCGCTTGATAGTAGCCTTTACFZY3Q2K01DT2V8


