
IsoformSwitchAnalyzeR Isoform Analysis Results Summary

Comparison nrIsoforms nrGenes

1 Series1 NHBE Mock vs Series1 NHBE SARS CoV 2 145 101

2 Series2 A549 Mock vs Series2 A549 SARS CoV 2

nr= number of

82 54

3 Series3 A549 Mock vs Series3 A549 RSV 1281 710

4 Series4 A549 Mock vs Series4 A549 IAV 1690 956

5 Series5 A549 Mock vs Series5 A549 SARS CoV 2 172 105

6 Series7 Calu3 Mock vs Series7 Calu3 SARS CoV 2 133 86

7

8

Series8 A549 Mock vs Series8 A549 HPIV3 165 109

9

Series8 A549 Mock vs Series8 A549 RSV 148 101

10

Series9 NHBE Mock vs Series9 NHBE IAV 48 32

Combined 3569 1960

1

nr= number
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Fraction of Genes Having the Consequence Indicated
(of Switches Affected by Either of Opposing Consequences)

(With 95% Confidence Interval)

C
on

se
qu

en
ce

 o
f I

so
fo

rm
 S

w
itc

h
(a

nd
 th

e 
op

po
si

ng
 c

on
se

qu
en

ce
)

FDR < 0.05
FALSE
TRUE

Genes
100
200

A

B

Series8_A549_Mock
vs

Series8_A549_HPIV3

Series8_A549_Mock
vs

Series8_A549_RSV

Series9_NHBE_Mock
vs

Series9_NHBE_IAV

Series4_A549_Mock
vs

Series4_A549_IAV

Series5_A549_Mock
vs

Series5_A549_SARS_CoV_2

Series7_Calu3_Mock
vs

Series7_Calu3_SARS_CoV_2

Series1_NHBE_Mock
vs

Series1_NHBE_SARS_CoV_2

Series2_A549_Mock
vs

Series2_A549_SARS_CoV_2

Series3_A549_Mock
vs

Series3_A549_RSV

0.00
0.25

0.50
0.75

1.00
0.00

0.25
0.50

0.75
1.00

0.00
0.25

0.50
0.75

1.00

A3 gain 
(paired with A3 loss)

A5 gain 
(paired with A5 loss)

ATSS gain 
(paired with ATSS loss)

ATTS gain 
(paired with ATTS loss)

ES gain 
(paired with ES loss)

IR gain 
(paired with IR loss)

MEE gain 
(paired with MEE loss)

MES gain 
(paired with MES loss)

A3 gain 
(paired with A3 loss)

A5 gain 
(paired with A5 loss)

ATSS gain 
(paired with ATSS loss)

ATTS gain 
(paired with ATTS loss)

ES gain 
(paired with ES loss)

IR gain 
(paired with IR loss)

MEE gain 
(paired with MEE loss)

MES gain 
(paired with MES loss)

A3 gain 
(paired with A3 loss)

A5 gain 
(paired with A5 loss)

ATSS gain 
(paired with ATSS loss)

ATTS gain 
(paired with ATTS loss)

ES gain 
(paired with ES loss)

IR gain 
(paired with IR loss)

MEE gain 
(paired with MEE loss)

MES gain 
(paired with MES loss)

Fraction of Switching Genes Primarly
Resulting in The Alternative Splicing Event Indicated

(With 95% Confidence Interval)
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