3.8M Forward reads for index AR0OO1

Quiality scores across all bases (Sanger /Illumina 1.9 encoding)

1234567 889 15-19 30-34 45-49 60-64 75-79 90-94
Position in read (bp)

Sequence content across all bases

100 %T
;

80 %G

70

60

50

40

30 =

20 —

10

0

1234567 89 15-19 30-34 45-49 60-64 75-79 90-94
Position in read (bp)

N content across all bases

100

[2anv]

S0

80

70

60

50

40

30

20

10

o 1234567809 15-19 30-34 45-49 60-64 75-79 90-94

Position in read (bp)



3.8 M Reverse reads for index AR0O01

Quality scores across all bases (Sanger / Illumina 1.9 encoding)
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Position in read (bp)

Sequence content across all bases

ﬂ %T

%C
%A
%G|

100

90

80

70

60

50

40

20

10

1234567 89 15-19 30-34 45-49 60-64 75-79 90-94
Position in read (bp)

N content across all bases

100 ]&N]
90

70

60

50 —r 0

40"

30 " = B E

20 2B B EEEEEEEE

10 ' B WO NN EEEEB NI

o 123456789 1515 30-34 45-49 60-64 75-75 90-94

Position in read (bp)




