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@HWI-D00733:72:C8E09ANXX:5:1101:1211:2429 1:N:0:ACAGTG 
CTACCACCAAACTTAGAACGGTCATTATGTTACTCTAAGATAATAGAATA 
+ 
AABB=FDGGGGGCGGEC1CCGEC/C1=<CFFGEFF1=CFG1>F>1FG1<1 
@HWI-D00733:72:C8E09ANXX:5:1101:1284:2358 1:N:0:ACAGTG 
AGGATATATTTGTTAAAAATACAACAAAAACCCCTAGTATTTGTGAGCAA 
+ 
ABBB0EFFGGFGFGEFGGGCFGGGGGGGGGGGGG<FCCFF1<BCB11=EF 
@HWI-D00733:72:C8E09ANXX:5:1101:1413:2386 1:N:0:ACAGTG 
GGCTCCTCTCGGTTCTTCCGAGCCAGCTCGTCATATTGGGCCCGGATGTC 
+ 
BCCBBEGDFGFGCBGGEGGFBCB/B0:DDF>FGGE1@CG@DFAEGGBE:= 
@HWI-D00733:72:C8E09ANXX:5:1101:1319:2485 1:N:0:ACAGTG 
GCTTAGTCTTATTGCTCAGGAGACCGGAGGCCTGGGTTGCTACAGTGCAG 
+ 
A3<AA1EE@1;C1>>>>C=1;EF=G/<E/>BCFGG0FDGB1BFG1EEFF1 
@HWI-D00733:72:C8E09ANXX:5:1101:1565:2381 1:N:0:ACAGTG 
GGCCAACCACAAGACGATAAAGGGAAACAGGGCGTGGGGATTTCCAGTTT
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