
1 RPS6KA3

This gene encodes a member of the RSK (ribosomal S6 kinase) family of serine/threonine kinases. This
kinase contains 2 non-identical kinase catalytic domains and phosphorylates various substrates, including
members of the mitogen-activated kinase (MAPK) signalling pathway. The activity of this protein has
been implicated in controlling cell growth and differentiation. Mutations in this gene have been associated
with Coffin-Lowry syndrome (CLS).

*High expression in human but distinct downregulation after 23 h of Ebola virus and Marburg virus
infection whereas expression in bat is constant. Additionally, many alternative splicing can be observed
in the different human probes.*
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Figure 1: IGV Genome Browser screenshot of gene RPS6KA3.

1



20170704 20190299 20209895 20229490

[0 - 1707] HUH7-MARV-23h.tophat.sorted.bam

26

2

1

485

638

515

901

2

2

520

1092

1

867

105

467

590

4

996

35

958

10

953

1128

1073

923

1061

1441

1300

73

29

1189

56

[0 - 4070] HUH7-MARV-7h.tophat.sorted.bam

72

7

2

1576

1744

66

1275

1942

1

7

657

1819

1

1524

224

1033

1486

11

1867

1

43

1535

18

1710

2228

30

2251

2104

2521

12

3867

13

2935

244

81

1

2482 122

[0 - 4012] HUH7-MARV-3h.tophat.sorted.bam59

4

3

1

28

1478

1680

3

1

1310

2

1709

2

672

1806

1

1439

224

1081

1386

14

1715

39

1518

2

16

1761

2181

2192

2051

16

2431

3894

8

45

2771

275

27

68

2403

[0 - 2143] HUH7-EBOV-23h.tophat.sorted.bam

25

1

2

519

657

418

1

67

762

393

807

2

1

618

99

384

531

8

706678

28

10

717

790

800

712

31

2

811

1211

6

1051

74

35

965 38

[0 - 3412] HUH7-EBOV-7h.tophat.sorted.bam

79

38

3

2

4

1435

1994

126

3

1309

2298

3

12

1202

2855

1

7

2010

48

185

987

1730

1

18

2802

50

2635

37

2102

3

2

192

2

[0 - 3106] HUH7-EBOV-3h.tophat.sorted.bam

59

56

2

4

2

1149

1245

13

1

1

922

1442

512

3

1539

2

1178

171

810

1098

5

1340

30

1202

18

1474

7

1753

5

1841

1647

2

4

1944

3001

2176

170

22

54

2 124

45

1967

11

[0 - 3499] HUH7-Mock-23h.tophat.sorted.bam

57

1115

1304

90

15

1054

1896

26

2

2

1114

3

2329

1

1771

232

1009

1413

20

2350

62

2152

17

2229

2525

39

2566

2265

112

2419

3367

13

1368

78

111

[0 - 3583] HUH7-Mock-7h.tophat.sorted.bam

1

50

1

2

1

2

1

1467

1606

1161

12

1774

2

1

7

695

1

1762

6

1387

1

162

974

1237

4

1676

37

1504

14

4

1692

2043

2298

2110

2339

12

3488

2547

254

52

1

2317 14

[0 - 3188] HUH7-Mock-3h.tophat.sorted.bam

61

2

1

1493

1661

1

1323

1849

7

650

2

1774

1

1

1359

180

1048

1274

12

1517

29

1316

1

16

8

1700

2015

35

2022

1838

1

2149

3006

14

58

2474

51 2009

2

20229926 20249695 20269464 20289233

[0 - 10.00]

[0 - 3475] HUH7-MARV-7h.tophat.sorted.bam

222

2054

35

9

1

1

371

37

24

14

7

7

6

1

[0 - 2739] HUH7-MARV-3h.tophat.sorted.bam21

3

8

4

[0 - 10.00]

[0 - 207] HUH7-EBOV-7h.tophat.sorted.bam4 2

[0 - 10.00]

[0 - 3185] HUH7-Mock-23h.tophat.sorted.bam

[0 - 2911] HUH7-Mock-7h.tophat.sorted.bam

19

1770

2

32

9

3

2

381

35

11

8

4

3

[0 - 2838] HUH7-Mock-3h.tophat.sorted.bam

2 169

17

1166

14

2

11

3

Figure 2: Sashimi plot of gene RPS6KA3.
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Figure 3: UCSC Genome Browser screenshot of gene RPS6KA3.
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