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Figure 1: Flowchart for pseudogene annotation.
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Figure 2: Growth of pseudogene annotation. Gray bar represents the extrapolation of number of
pseudogene in the whole genome.
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Figure 3: Complexity of pseudogenes.
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Two locus-specific modifications in combination; a 3’ shift in the
splice donor site (2) and the skipping of an exon (3), serve to
restore the coding potential of the pseudogene locus.




Pseudogene intersects one transcript Pseudogene intersects multiple transcripts

>
™
@]
O
m

—

—
-
e

LdiMzdd

A
dl99NH

-
[ .
b 31
ﬂ
dV98IAVA
} ,‘VH,« A
R - e

e . N ——— - St Rt M

b
B
[ N S |

"7
0
A
dZLdNLN
1d0d1dd

Figure 3a: Complexity of pseudogenes.
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Figure 3b: Complexity of pseudogenes.
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Figure 4a. Distribution of processed pseudogene

(right) identity to parent UTR.
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Figure 4b. Distribution of processed pseudogene sequence (left) and duplicated pseudogene sequence
(right) identity to parent CDS.
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Figure 5a: Transcription of pseudogenes.
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Figure 5b. Transcriptions of pseudogenes
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Figure 5c. Transcription of pseudogenes.
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Figure 5d. Transcription of pseudogenes.
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Figure 7a: Segway segmentation of pseudogene.
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Figure 7b,c: Segway segmentation of pseudogene.
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Figure 8a: Distribution of pseudogenes with different number of TFBS in their upstream sequences.
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cell lines.
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Figure 9: Preservation of human coding sequences, processed pseudogenes and duplicated pseudogenes.
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Figure 10a: Evolutionary constraint on pseudogenes.
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Figure 10b: Evolutionary constraint on pseudogenes.
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Figure 11a: Summary of pseudogene annotation and case studies.
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Figure 11b,c: Summary of pseudogene annotation and case studies.



