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False positives
Features of real genome alignments: low-complexity DNA, 
repetitive sequence, microsatellite expansions, big indels...

We don’t want to just mask these out; they 
could be real. Instead, we simulate such 
processes, to estimate their effect on our 
false positive rate.
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Genome-wide scan, ClosingBp

Predicted
Estimated 
false +ves

Putative genes
In 3’ UTRs

In 5’ UTRs

In CDS

In pseudogenes

1,949 1%

1,788 2%

2,252 1%

37,758 n/a

13 3%
Filtered by max gappiness, min number of species in alignment, min 

number of basepairs, min number of compensatory mutations; intergenic 
hits (predicted “genes”) further restricted by intersection w/Affy transfrag

GROSS
under-

estimates!
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Allowed mutations
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Pair SCFG

Holmes, 2004
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Dotplots







Dotplot vs. self: inverted 
repeat
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Purine riboswitch







U2 spliceosomal RNA



U2 spliceosomal RNA









Nuclear RNase P






