
1 TRIM2

The protein encoded by this gene is a member of the tripartite motif (TRIM) family. The TRIM motif
includes three zinc-binding domains, a RING, a B-box type 1 and a B-box type 2, and a coiled-coil region.
The protein localizes to cytoplasmic filaments. It plays a neuroprotective role and functions as an E3-
ubiquitin ligase in proteasome-mediated degradation of target proteins. Mutations in this gene can cause
early-onset axonal neuropathy. Alternative splicing results in multiple transcript variants.

For this gene we saw differential expression within the human cells. For the infected cells first an
upregulation (between 3 h and 7 h p.i.) and then a downregulation (between 7 h and 23 h p.i.) took place.

1



hsa.blast.hg19.apg.01779.filtered.gff

[0 - 64]
HUH7-MARV-23h.tophat.sorted.bam 

Coverage

HUH7-MARV-23h.tophat.sorted.bam

[0 - 88]
HUH7-MARV-7h.tophat.sorted.bam C

overage

HUH7-MARV-7h.tophat.sorted.bam

[0 - 45]
HUH7-MARV-3h.tophat.sorted.bam C

overage

HUH7-MARV-3h.tophat.sorted.bam

[0 - 32]
HUH7-EBOV-23h.tophat.sorted.bam 

Coverage

HUH7-EBOV-23h.tophat.sorted.bam

[0 - 70]
HUH7-EBOV-7h.tophat.sorted.bam C

overage

HUH7-EBOV-7h.tophat.sorted.bam

[0 - 20]
HUH7-EBOV-3h.tophat.sorted.bam C

overage

HUH7-EBOV-3h.tophat.sorted.bam

[0 - 61]
HUH7-Mock-23h.tophat.sorted.bam 

Coverage

HUH7-Mock-23h.tophat.sorted.bam

[0 - 66]
HUH7-Mock-7h.tophat.sorted.bam C

overage

HUH7-Mock-7h.tophat.sorted.bam

[0 - 40]
HUH7-Mock-3h.tophat.sorted.bam C

overage

HUH7-Mock-3h.tophat.sorted.bam

154,080 kb 154,090 kb 154,100 kb 154,110 kb 154,120 kb 154,130 kb

57 kb

chr4

NM_001130067.1

NM_015271.3

hg19.apg.01779.gff

[0 - 64]
HUH7-MARV-23h.tophat.sorted.bam 

Coverage

HUH7-MARV-23h.tophat.sorted.bam

[0 - 88]
HUH7-MARV-7h.tophat.sorted.bam C

overage

HUH7-MARV-7h.tophat.sorted.bam

[0 - 45]
HUH7-MARV-3h.tophat.sorted.bam C

overage

HUH7-MARV-3h.tophat.sorted.bam

[0 - 32]
HUH7-EBOV-23h.tophat.sorted.bam 

Coverage

HUH7-EBOV-23h.tophat.sorted.bam

[0 - 70]
HUH7-EBOV-7h.tophat.sorted.bam C

overage

HUH7-EBOV-7h.tophat.sorted.bam

[0 - 41]
HUH7-EBOV-3h.tophat.sorted.bam C

overage

HUH7-EBOV-3h.tophat.sorted.bam

[0 - 61]
HUH7-Mock-23h.tophat.sorted.bam 

Coverage

HUH7-Mock-23h.tophat.sorted.bam

[0 - 67]
HUH7-Mock-7h.tophat.sorted.bam C

overage

HUH7-Mock-7h.tophat.sorted.bam

[0 - 40]
HUH7-Mock-3h.tophat.sorted.bam C

overage

HUH7-Mock-3h.tophat.sorted.bam

154,120 kb 154,130 kb 154,140 kb 154,150 kb 154,160 kb 154,170 kb 154,180 kb

57 kb

chr4

NM_001130067.1

NM_015271.3

hg19.apg.01779.gff

[0 - 250]
HUH7-MARV-23h.tophat.sorted.bam 

Coverage

HUH7-MARV-23h.tophat.sorted.bam

[0 - 215]
HUH7-MARV-7h.tophat.sorted.bam C

overage

HUH7-MARV-7h.tophat.sorted.bam

[0 - 152]
HUH7-MARV-3h.tophat.sorted.bam C

overage

HUH7-MARV-3h.tophat.sorted.bam

[0 - 175]
HUH7-EBOV-23h.tophat.sorted.bam 

Coverage

HUH7-EBOV-23h.tophat.sorted.bam

[0 - 191]
HUH7-EBOV-7h.tophat.sorted.bam C

overage

HUH7-EBOV-7h.tophat.sorted.bam

[0 - 144]
HUH7-EBOV-3h.tophat.sorted.bam C

overage

HUH7-EBOV-3h.tophat.sorted.bam

[0 - 152]
HUH7-Mock-23h.tophat.sorted.bam 

Coverage

HUH7-Mock-23h.tophat.sorted.bam

[0 - 174]
HUH7-Mock-7h.tophat.sorted.bam C

overage

HUH7-Mock-7h.tophat.sorted.bam

[0 - 132]
HUH7-Mock-3h.tophat.sorted.bam C

overage

HUH7-Mock-3h.tophat.sorted.bam

154,190 kb 154,200 kb 154,210 kb 154,220 kb 154,230 kb 154,240 kb

57 kb

chr4

at.sorted.bam 

t.sorted.bam C

t.sorted.bam C

at.sorted.bam 

t.sorted.bam C

t.sorted.bam C

3h.tophat.sorted.bam 

h.tophat.sorted.bam C

h.tophat.sorted.bam C

2



154077582 154094862 154112143 154129424

[0 - 64] HUH7-MARV-23h.tophat.sorted.bam

[0 - 88] HUH7-MARV-7h.tophat.sorted.bam

[0 - 45] HUH7-MARV-3h.tophat.sorted.bam

[0 - 32] HUH7-EBOV-23h.tophat.sorted.bam

[0 - 70] HUH7-EBOV-7h.tophat.sorted.bam

[0 - 20] HUH7-EBOV-3h.tophat.sorted.bam

[0 - 61] HUH7-Mock-23h.tophat.sorted.bam

[0 - 66] HUH7-Mock-7h.tophat.sorted.bam

2

[0 - 40] HUH7-Mock-3h.tophat.sorted.bam

2

154124771 154143971 154163172 154182373

[0 - 64] HUH7-MARV-23h.tophat.sorted.bam

45

15

3

10

1

[0 - 88] HUH7-MARV-7h.tophat.sorted.bam

2

64

15

7

1

3

9

[0 - 45] HUH7-MARV-3h.tophat.sorted.bam

37

6

8

4

1

[0 - 32] HUH7-EBOV-23h.tophat.sorted.bam

11

9

[0 - 70] HUH7-EBOV-7h.tophat.sorted.bam

46

22

1

4

25

[0 - 41] HUH7-EBOV-3h.tophat.sorted.bam

18

3

[0 - 61] HUH7-Mock-23h.tophat.sorted.bam

48

12

1

1

10

2

1

[0 - 67] HUH7-Mock-7h.tophat.sorted.bam

30

24

4

5

2

13

1

[0 - 40] HUH7-Mock-3h.tophat.sorted.bam

26

10

2

2

9

3

154188740 154207940 154227141 154246342

[0 - 250] HUH7-MARV-23h.tophat.sorted.bam

39

52

3

3

1

91

71

102

85

48

54
79

[0 - 215] HUH7-MARV-7h.tophat.sorted.bam

93

3

2

71

5

7

3

1

92

118

180

182

83

82

4

94

[0 - 152] HUH7-MARV-3h.tophat.sorted.bam

56

47

1

3

62

68

129

122

53

57

88

[0 - 175] HUH7-EBOV-23h.tophat.sorted.bam

8

16

9

22

28

43

12

18
31

[0 - 191] HUH7-EBOV-7h.tophat.sorted.bam

78

1

2

1

74

1

5

1

1

1

3

3

100

105

174

163

71

2

102 156

[0 - 144] HUH7-EBOV-3h.tophat.sorted.bam

33

33

3

2

3

48

50

91

103

54

48 46

[0 - 152] HUH7-Mock-23h.tophat.sorted.bam

79

2

3

57

9

6

2

2

82

105

137

133

76

2171 112

[0 - 174] HUH7-Mock-7h.tophat.sorted.bam
66

1

48

5

1

1

71

2

91

161

156

76

64
96

[0 - 132] HUH7-Mock-3h.tophat.sorted.bam53

3

5

24

3

1

1

2

53

66

98

114

63

44 61

[0 - 250] HUH7-MARV-23h.tophat.sorted.bam85 54 70 2

[0 - 215] HUH7-MARV-7h.tophat.sorted.bam

180

182

83

82

4

94

91

17

9

[0 - 141] HUH7-MARV-3h.tophat.sorted.bam

129

122

53

57

88

56

2

[0 - 175] HUH7-EBOV-23h.tophat.sorted.bam

28

43

12

18

31

10

10

8

[0 - 187] HUH7-EBOV-7h.tophat.sorted.bam

174

163

71

2

102

156

124

1

26

7

26

[0 - 144] HUH7-EBOV-3h.tophat.sorted.bam

91

103

54

48

46

57

5

1

3

[0 - 145] HUH7-Mock-23h.tophat.sorted.bam

137

133

76

21

71

112

99

10

5

[0 - 170] HUH7-Mock-7h.tophat.sorted.bam

161

156

76

64

96

70

1

6

4

4

[0 - 132] HUH7-Mock-3h.tophat.sorted.bam98

114

63

44

61

60

2

8

5

3



Scale
chr4:

RefSeq Genes

Sequences
SNPs

Human mRNAs

Spliced ESTs

DNase Clusters

Txn Factor ChIP

Rhesus
Mouse

Dog
Elephant
Chicken

X_tropicalis
Zebrafish
Lamprey

Common SNPs(141)

RepeatMasker

50 kb hg19
154,090,000 154,100,000 154,110,000 154,120,000 154,130,000 154,140,000 154,150,000 154,160,000 154,170,000 154,180,000 154,190,000 154,200,000 154,210,000 154,220,000 154,230,000 154,240,000 154,250,000 154,260,000

hg19_ebola_segemehl-HUH-Mock-3h__all

hg19_ebola_tophat-HUH-Mock-3h__all

hg19_ebola_segemehl-HUH-Mock-7h__all

hg19_ebola_tophat-HUH-Mock-7h__all

hg19_ebola_segemehl-HUH-Mock-23h__all

hg19_ebola_tophat-HUH-Mock-23h__all

hg19_ebola_segemehl-HUH-EBOV-3h__all

hg19_ebola_tophat-HUH-EBOV-3h__all

hg19_ebola_segemehl-HUH-EBOV-7h__all

hg19_ebola_tophat-HUH-EBOV-7h__all

hg19_ebola_segemehl-HUH-EBOV-23h__all

hg19_ebola_tophat-HUH-EBOV-23h__all

hg19_marburg_segemehl-HUH-MARV-3h__all

hg19_marburg_tophat-HUH-MARV-3h__all

hg19_marburg_segemehl-HUH-MARV-7h__all

hg19_marburg_tophat-HUH-MARV-7h__all

hg19_marburg_segemehl-HUH-MARV-23h__all

hg19_marburg_tophat-HUH-MARV-23h__all

UCSC Genes (RefSeq, GenBank, CCDS, Rfam, tRNAs & Comparative Genomics)

RefSeq Genes

Publications: Sequences in Scientific Articles

Human mRNAs from GenBank

Human ESTs That Have Been Spliced

H3K27Ac Mark (Often Found Near Active Regulatory Elements) on 7 cell lines from ENCODE

DNaseI Hypersensitivity Clusters in 125 cell types from ENCODE (V3)

Transcription Factor ChIP-seq (161 factors) from ENCODE with Factorbook Motifs

100 vertebrates Basewise Conservation by PhyloP

Multiz Alignments of 100 Vertebrates

Simple Nucleotide Polymorphisms (dbSNP 141) Found in >= 1% of Samples

Repeating Elements by RepeatMasker

BLAT contigs rae

BLAT supercontigs rae

TRIM2
TRIM2

TRIM2
U6

ANXA2P1
DJ439575
DJ439526

contig626054
contig239740 contig678284

contig678281
contig49809

contig110653
contig38621

contig339177
contig389270
contig38619

contig750064
contig925700

contig476851
contig476852
contig476853
contig556878

contig726282
contig129026

contig594599

contig276076
contig443626

contig515504
contig511266
contig330601
contig583896
contig247879
contig318573

contig76541
contig777751

contig366841
contig411894
contig460867

contig821107

contig82407
contig3570

contig584165
contig549972

contig3584
contig540443
contig542548
contig692275
contig534036
contig390182
contig390183
contig602877
contig562313
contig559068
contig539843
contig536643
contig533326
contig490746
contig574376
contig542394
contig539669
contig352771
contig400785
contig449560
contig548470
contig544440
contig563103
contig297378
contig565826

contig504841

contig593282
contig38620

supercontig21385

Layered H3K27Ac

100 _

0 _

100 Vert. Cons

4.88 _

-4.5 _

0 -

Figure 3: UCSC Genome Browser screenshot of gene TRIM2.
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