CD4+
4,337

Total splicing events

209,381 events 1
9.87% cell type specific 8, 872
80.03% common CD8+ CD19+

DE = 91,101 (54.37%)
Total DE = 132,910 (63.48%)

. . CD4+
Junctions annotated to a transcript o
e
N AN
AT A

130,133 events

7.27% cell type specific cpg+2°2/ 089 1o+
85.20% common

Isoform-A

Isoform-B

DE = 65,083 (58.70%)
Total DE = 84,340 (64.81%)

CD4+

Junctions not annotated to a transcript i

N\
Isoform-A @ _ 38,701 events §

H o, e
1_\)/) ay 11.94% cell type specific CD8+1'm

035
75.82% common CD19+

Isoform-B
DE = 15,587 (53.12%)
Total DE = 24,955 (64.46%)

Retained introns CD4+
1,413

40,547 events
16.26% cell type specific 2,430
67.46% common CD8+

—

S c19+

DE = 10,431 (38.13%)
Total DE = 23,625 (58.27%)

Exon skipping junctions CD4+

\/-
CD19+

DE = 18,775 (53.37%)
Total DE = 29,654 (64.38%)

CD4+

' CD19+

DE = 10,075 (57.88%)
Total DE = 13,816 (65.33%)
CD4+

46,061 events

11.76% cell type specific
76.38% common

Alternative donor junctions

-

21,147 events

8.67% cell type specific
82.31% common

Alternative acceptor junctions

6 21,866 events
8.51% cell type specific
82.63% common CDS+ CD19+

DE = 10,348 (57.26%)
Total DE = 14,145 (64.69%)

; : ; CD4+
Alternative donor and acceptor junctions =
1
-% 28,701 events
7.29% cell type specific 525 ,013
84.06% common CD8+ CD19+

DE = 14,180 (58.77%)
Total DE = 18,754 (65.34%)

Supplemental Figure S2. Splicing events amongst all expressed genes in CD4+ T (red), CD8+ T (blue) and
CD19+ B (green) lymphocytes. Counts reported are the number of splicing events detected in each tissue (tissue-
specific and shared between two or more tissues). Tissue-specific events for each splicing event type are reported
as percentage of all detected splicing events of that event type. Common events are the percentage of splicing
events detected in all three tissues, differentially-expressed splicing events (red text) are reported as a proportion
of these common events. “Total DE” is the total number of differentially expressed splicing events defined as the
sum of splicing events detected in one or two tissues and the number of splicing events detected in all three tissues
that are DE.



