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Basic Criteria

e Transcription evidence from GENCODE,
BodyMap or Proteogenomics;

¢ No overlap with annotated coding genes;

¢ No neighboring TSS




Case 1

Pseudogene: ENST00000434500.1

position/search chr7:65,216,129-65,228,323 gene ( jump )( clear ) size 12,195 bp. ( configure )
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This pseudogene is annotated as transcribe_unprocessed_pseudogene by GENCODE,
and the pseudogene and its parent are in in SD pair
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TF Binding Sites
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Case 2

Pseudogene: ENST00000512176.1

position/search chr3:133,209,667-133,210,349 gene ((jump )( clear ) size 683 bp. ( configure )
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This pseudogene is annotated as processed_pseudogene by GENCODE. It shows
transcription evidence in BodyMap data
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chr3 (g22.1)

LL

il

Scale 2 kb: :
chrs: | 133207000| 133205000| 133209000| 13321 0000| 153211 000| 133212008| 133213008| 133214000
UCSC Genes Based on RefSedq, UniFrot, GenBank, CCDS and Comparative Genomics
% 11-91 - < ‘I:I
N(x+1) & _ Transcription Levels Assaded by RNA-seq on 7 Cell Lines from ENCODE
Transcription
8 _
so _ H3K4Me1 Mark (Often Found Near Regulatory Elements) on 7 cell lines from ENCODE
Layered H3K4Mel
8 _
Your Sequence from Blat Search
158 _ H3K4Me3 Mark (Often Found Near Promoters) on 7 cell lines from ENCODE
Layered H3K4Me3
8 _
188 _ H3K27AC Mark (Often Found Near Active Regulatory Elements) on 7 cell lines from ENCODE
Layered H3K27AC
8 _
Digital DNasel Hupersensitivity Clusters from ENCODE
DNase Clusters [ | | | [ ] 1
1 _ Frimate Basewise Conservation by FhyloF

%”WMWWMMWWMMWWWW

Frimate Cons

4 _ Flacental Mammal Basewise Conserwvation by FhuloP

Mammal Cons

G-WMMMWMWW%MWWMM

-4 _
4 _ Vertebrate Basewise Conservation by FhyloF

Yertebrate Cons
8 - WMWWMWWMWWMMMWWW«WMHV
-4

MUltiz Alignments of 46 VYertebrates
R R — ]
O AU | L A A
Rhesus ————————— iR S I, e A A S S R A AR R L B AR

Mouse F TV ]
Rabbit
Cow b el kb o s
2.51 _ GERF scores for mammalian alignments

3

REER LI

. 1 1] PP rllrl,11I1|u‘I,l,l,l,Lll,Lqu,l,l‘L!.AAI.I,WU,.L.J,i,L.,LM.,,Jr

GERF

|
o
-
0




TF Binding Sites
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TF Binding Sites
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Case 3

Pseudogene: ENST00000438353.1

position/search chr3:183,833,140-183,835,686 gene ((jump )( clear ) size 2,547 bp. ( configure )
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This pseudogene is annotated as transcribe_unprocessed_pseudogene by GENCODE
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Case 4

Pseudogene: ENST00000441207.1

position/search chr22:39,551,531-39,551,950 gene (" jump )( clear ) size 420 bp. ( configure )
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This pseudogene is annotated as processed_pseudogene by GENCODE. It shows
transcription evidence in BodyMap data
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