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Supplementary Figures



Figure S1. AS isoforms of CD45. This gene contains 33 exons, and three exons (exons 4,

5, and 6 corresponding to segments A, B, and C, respectively) of the primary transcripts

can be alternatively spliced to generate up to eight different protein products, i.e.

CD45RA, CD45RB, CD45RC, CD45RAB, CD45RAC, CD45RBC, CD45R0, CD45R(ABC).

Naïve T-cells express various amounts of different high molecule weight isoforms, such

as RABC, RAB, RBC, and RB, depending on AS patterns of these exons. Differentiation of

naïve T cells into memory T cells is characterized by the exclusion of all three exons,

leading to the short CD45RO isoform by virtue of hnRNPLL binding to Exonic Splicing

Silencer (ESS) sequences.



Figure S2. QC metrices of RNA-seq dataset. (A) The percentages of reads that are uniquely

mapped, multiple mapped and unmapped; (B) the percentages of reads mapped to exonic

regions, gene overlapping regions, and intronic and intergenic regions, respectively; (C)

PCA plot of all 12 samples, clearly clustered by time points; and (D) correlations of gene

expression among all samples.





Figure S3. Gene with the dominant isoform switches during T cell activation.
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Figure S4. Quantification uncertainty and mistakes in different isoforms of SFNX3 (sideroflexin 3).

(A) Isoform switch is evident, but questionable considering the two isoforms SFXN3-201 and

SFXN3-202 are nearly identical. As a matter of fact, SFXN3-202 is only 5bp longer than SFXN3-201

at the 5’ end of UTR (Exon #1); (B) the read coverage profiles at all six time points support SFXN3-

201 and SFXN3-202 are the two mainly expressed forms. However, these two isoforms are

virtually indistinguishable. Therefore, the reported isoform switch is most likely a false positive due

to unreliable isoform quantification.



Figure S5. Quantification uncertainty and mistakes in different isoforms of RAB43. (A) RAB43-201

is the dominant isoform at early time points, while RAB43-208 becomes the dominant isoform at

24 and 72 hr. The isoform switch seems evident. Unfortunately, the high expression of RAB43-208

at 24 and 72 hours is not supported by the read coverage profiles in (B) since no sequence reads

are mapped to exon #3 of the isoform RAB43-208. Accordingly, the reported isoform switch is a

false positive.
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