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Suppl. Table S1. Patient data. 

 
 

 



Suppl. Table S2. MHC haplotype of the SLE patients. 

 

 



 
 

 

 



 

 
 

 



Suppl. Table S3. All p-values for panels g and h in Fig. 5. 

 
 

 

 

 

 

 

 



 
Suppl. Fig. S1 | Expression of the top genes (as in Fig. 1h, plus 3) whose transcripts are subjected to cryptic 
splicing in SLE neutrophils. Read counts from the same RNAseq of neutrophils used for the analysis of cryptic 
slicing in 20 healthy controls (HC; blue bars), 35 SLE patients (purple bars), and 15 RA patients (red bars). ISG, 
interferon-inducible gene. 



 
Suppl. Fig. S2 | Six addiLonal examples of crypLc splicing events, some of which produced neoantigen 
peptides detected on HLA. Representation same as in Fig. 3. 



 
 

Suppl. Fig. S3 | Predicted affiniLes of the neoanLgen pepLdes idenLfied by immunopepLdomics for the class 
I MHC alleles unique to each paLent. Top panel, the affiniNes by which the detected pepNdes are predicted to 
bind the paNents MHC allele. Note that only the AGRRKEEEIL peptide derived from a cryptic splice event in MX1 
is predicted to have a lower affinity of binding. Middle panel, read counts for the cryptic splice isoforms that 
generated these peptides. Bottom panel, the sequences and idop values for each peptide. 

 



 
Suppl. Fig. S4 |Heat maps of expression of spliceosome components and mRNA splicing factors. Top, the 
staLsLcally significantly altered genes. BoVom, all spliceosome components and mRNA splicing factors. 

 

 



 
 

Suppl. Fig. S5 |Expression by normalized read counts of core spliceosome components and statistically 
significantly altered genes splicing factors. Statistical significance was calculated with the binomial function and 
corrected for multiple comparisons. 

 


