SRR748488

Quality scores across all bases (Sanger encoding)
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Quality score distribution over all sequences
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GC content across all bases

HGC

7

Q

11 13 15 17 19 21 23 25 27 29 31 33 35 37 39 41 43 45 47 49 51 53 55 57 58 61 63 63 6F 69 71 73 75 77 79 8Bl B3 85 8 8BS 91 &3 95 97 99 101
Fosition in read (bp)



:
&
2
8
_g
]
§
E
2
@
E
S
7]
=

100.0

40.0

300

200

100

0.0

SRR748488

Sequence content across all bases
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G distribution over all sequences
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M content across all bases
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Distribution of sequence lengths over all sequences

Sequence Length
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FPercent of segs remaining if deduplicated 26.63%
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Overrepresented sequences

= ATTGAGAAA CATTCAGACATCATGCATGAGTTGT TAAGAGTGCCGCACAGTGT TGTTGTCAGTGAATATCCACTTGAGG AGCGGTACTTC 2543 .17253615253200028 No Hit
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CGGACACTCAGAACGAGAGGGCT TATCAGAAACAGCCCACCATCTTCCAGAACAAAANGCGGGT TCTGGCAGT TGAAGGAAGTGGCAAAGAAAAGCTCCCT 1784 .12183991196118439 No Hit

o]
o]

CTTACATGTGCAC ATTGGAATTGAATTAGTCAGTGTACAGGT TGGCCCCACCAAATGTCTGGCACCGCCACGTTCCACACAGC ACAATATGCC 1763 0.11961511479115865 MNo Hit
e

CTCAGAACGAGAGGGCTTAT CAGAAACAGCCCACCATCTTCCAGAACAAAAAGCGGGT TCTGGLAGT TGAAGGAAGTGGCAAAGAAAAGCTCCCTCGTTAT 1501 .10183907390897853 No Hit
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