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Quality control and assessment
» De novo assembly
+ Repeat masking
+ Gene finding
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Gene finding
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Exploratory analysis
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= sea = source = Type = start = End = Score = strand = phase = AtrD | = AttrName | = AttrParent
3R FlyBase gene 20114838 20117139 + gene:FBgn0... |CG10887
3R FlyBase mRNA 20114838 20117139 + transcriptFB... CG10887-RA | gene:FBgno..
3R FlyBase five_prime_U... 20114838 20114938 + transcript:FB...
3R FlyBase exon 20114838 20114978 + FBtr0083864... transcript:FB.
3R FlyBase cos 20114939 20114978 + o CDS:FBppOD. transcript:FB.
E FlyBase exon 20115037 20115076 + . FBtr0083864... transcript:FB...
3R FlyBase cos 20115037 20115076 + 2 CDS:FBppOD. transcript:FB...
3R FlyBase cos 20115133 20117080 + 1 CDS:FBpp00. transcript:FB.
3R FlyBase exon 20115133 20117139 + FBtr0083864... transcript:FB.
E FlyBase three prime... 20117081 20117139 + transcript:FB...
£ FlyBase gene 20121060 20122277 + gene:FBgno... Gro2a
3R FlyBase mRNA 20121060 20122277 + transcriptiFB... Gr92a-RA |gene:FBgnD.
3R FlyBase exon 20121060 20122061 + FBUr0083865... transcript:FB.
E FlyBase cos 20121060 20122061 + o CDS:FBppOD. transcriptFB...
R FlyBase cos 20122119 20122274 + o CDS:FBppOD. transcript:F8.
3R FlyBase exon 20122119 20122277 + FBtr0083865... transcript:FB.
3R FlyBase three_prime... 20122275 20122277 + transcript:FB...
EN FlyBase NCRNA gene 20139148 20139921 - gene:FBgn0... |CR42836
E FlyBase ncRNA 20139148 20139921 transcript:FB. gene:FBgno.
3R FlyBase exon 20139148 20139542 FBtr0303855... transcript:FB.
3R FlyBase exon 20139624 20139921 FBtr0303856... transcriptFB...
R FlyBase ncRNA 20139148 20139921 transcript:FB. gene:FBgno...
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Eukaryotic genome analysis
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Prokaryotic genome analysis
die2jotel CHE MAMYEE9 RUAS2 WED
2 ZE LD EF XA £ 7| R0, 21 RTXF sequence?

functional annotation@ 2 TI&sHO}F SfL|LC},
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