AUGUSTUS metric improvements for 216 transcripts in hg38.
83,313 transMap transcripts were chosen.

4

Original introns

Intron RNA support

100 s 100
=y
80 > 80
(7]
C
60 2 60
3
40 e 40
C
©
20 c 20
o
0 € 0
0 50 100 0 50 100
transMap original introns transMap intron annotation support
100 100
[7)]
7]
80 2 80
e}
S
60 S, 60
=
40 o 40
£
20 o 20
<
0 0
0 50 100 0 50 100

transMap intron RNA support transMap alignment goodness



AUGUSTUS metric improvements for 232 transcripts in GCF_029289425.1.
82,750 transMap transcripts were chosen.
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AUGUSTUS metric improvements for 217 transcripts in GCF_028858775.1.
82,798 transMap transcripts were chosen.
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AUGUSTUS metric improvements for 209 transcripts in GCF_029281585.1.
82,891 transMap transcripts were chosen.
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AUGUSTUS metric improvements for 160 transcripts in GCF_028878055.1.
78,460 transMap transcripts were chosen.
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AUGUSTUS metric improvements for 145 transcripts in GCF_028885625.1.
82,537 transMap transcripts were chosen.
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AUGUSTUS metric improvements for 145 transcripts in GCF_028885655.1.
82,302 transMap transcripts were chosen.
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