
1 ANAPC10

ANAPC10 is a core subunit of the anaphase-promoting complex (APC), or cyclosome, a ubiquitin protein
ligase that is essential for progression through the cell cycle. APC initiates sister chromatid separation
by ubiquitinating the anaphase inhibitor securin (PTTG1; MIM 604147) and triggers exit from mitosis
by ubiquitinating cyclin B (CCNB1; MIM 123836), the activating subunit of cyclin-dependent kinase-1
(CDK1; MIM 116940). The gene shows a slight down regulation in both, EBOV and MARV infected
human cell samples 23h p.i..
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Figure 1: IGV Genome Browser screenshot of gene ANAPC10.

145867754 145944557 146021360 146098163

[0 - 647] HUH7-MARV-23h.tophat.sorted.bam

5

3

3

6

3

1

1

1

1

396

36

2

574

396

231

151

194

205

307

55

12

502

129

[0 - 1052] HUH7-MARV-7h.tophat.sorted.bam

10

12

29

7

4

2

1

637

68

2

788

583

495

162

2

[0 - 1067] HUH7-MARV-3h.tophat.sorted.bam

24

6

9

2

23

3

1

1

754

68

777

573

505

257

303

72

2

[0 - 1264] HUH7-EBOV-23h.tophat.sorted.bam

12

2

8

5

1

461

43

574

406

10

1

317

184

230

230

6

321

3

35

7 132

[0 - 1081] HUH7-EBOV-7h.tophat.sorted.bam

6

18

9

8

3

13

1

5

572

47

759

596

375

263

248

312

4

174

[0 - 848] HUH7-EBOV-3h.tophat.sorted.bam

15

5

1

3

8

6

8

1

1

2

4

4

627

62

1

626

445

378

210

251

73

[0 - 838] HUH7-Mock-23h.tophat.sorted.bam

10

3

1

5

8

2

414

43

627

460

353

191

218

275

2

386

9

51

101

170

[0 - 811] HUH7-Mock-7h.tophat.sorted.bam

18

6

6

1

2

2

14

6

1

562

71

644

442

383

198

226

92

1

[0 - 941] HUH7-Mock-3h.tophat.sorted.bam

10

5

9

13

8

3

2

695

51

691

474

395

237

270

333

4

248

Figure 2: Sashimi plot of gene ANAPC10.
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Figure 3: UCSC Genome Browser screenshot of gene ANAPC10.
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