
1 VPS36

Homo sapiens vacuolar protein sorting 36 homolog (S. cerevisiae) (VPS36). Component of the ESCRT-II
complex (endosomal sorting complex required for transport II), which is required for multivesicular bodies
(MVBs) formation and sorting of endosomal cargo proteins into MVBs. The MVB pathway mediates
delivery of transmembrane proteins into the lumen of the lysosome for degradation. The ESCRT-II
complex is probably involved in the recruitment of the ESCRT-III complex. Its ability to bind ubiquitin
probably plays a role in endosomal sorting of ubiquitinated cargo proteins by ESCRT complexes. The
ESCRT-II complex may also play a role in transcription regulation, possibly via its interaction with
ELL. Binds phosphoinosides such as PtdIns(3,4,5)P3. VPS36 shows a slightly down regulation in human
EBOV/MARV at 23h post infection. A similiar pattern could be observed within the bat.
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Figure 1: IGV Genome Browser screenshot of gene VPS36.

1



52986625 53000962 53015299 53029637

[0 - 132] HUH7-MARV-23h.tophat.sorted.bam

83

50

5

80

100

1

60

86

85

92

12

4

104

3

70

66

2

80

55

1495

[0 - 251] HUH7-MARV-7h.tophat.sorted.bam

128

107

131

4

215

11

125

29

119

159

203

23

14

6

167

168

118

180

3

1

133

9

1

269

[0 - 229] HUH7-MARV-3h.tophat.sorted.bam

100

64

1

156

205

5

117

130

133

179

21

10

157

137

109

150

82

7

2862

[0 - 123] HUH7-EBOV-23h.tophat.sorted.bam

32

22

38

2

45

5

20

41

40

38

11

9

64

32

17

36

27

116

[0 - 236] HUH7-EBOV-7h.tophat.sorted.bam

121

85

3

138

1

208

123

149

9

180

203

22

1

8

183

5

1

101

1

1

117

160

104

2551

[0 - 183] HUH7-EBOV-3h.tophat.sorted.bam

96

62

3

95

148

1

109

101

1

123

148

13

4

136

6

115

1

2

80

155

70

2712

[0 - 161] HUH7-Mock-23h.tophat.sorted.bam

92

80

124

3

145

3

82

120

110

125

15

16

1

113

3

80

71

102

68

4

1

226

[0 - 212] HUH7-Mock-7h.tophat.sorted.bam

110

79

3

115

3

146

3

120

97

8

136

162

10

10

155

134

76

168

1

2

77

2422

[0 - 181] HUH7-Mock-3h.tophat.sorted.bam92

80

3

118

161

4

116

109

2

74

98

17

11

1

4

126

120

1

76

130

87

228

Figure 2: Sashimi plot of gene VPS36.
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Figure 3: UCSC Genome Browser screenshot of gene VPS36.
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