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Figure S1. Putative impact of tandem repetitive mutations on the structure of GPX1. The per-residue 

folding confidence in canonical GPX1 (GPX1-[GCC]7) was compared to the short mutation (GPX1-[GCC]4). 

Mol* Viewer was used to superpose the predicted structures with the GCC-containing stretch of 

alanines highlighted in the green structure (short) and orange structure (canonical). 

 

 



 

 

Figure S2. Putative impact of tandem repetitive mutations on the structure of TMEM121. The per-

residue folding confidence in canonical TMEM121 (TMEM121-[GCC]6) was compared to the short 

(TMEM121-[GCC]5) and long (TMEM121-[GCC]7) mutations. Mol* Viewer was used to superpose the 

predicted structures with the GCC-containing stretch of prolines highlighted in the green structure 

(short), orange structure (canonical), and purple structure (long). 

 

 

 



 

 

Figure S3. Putative impact of tandem repetitive mutations on the structure of APOB. The per-residue 

folding confidence in canonical ABOP (ABOP-[CAG]6) was compared to the short (ABOP-[GCC]2) and long 

(ABOP-[CAG]7) mutations. Mol* Viewer was used to superpose the predicted structures. Note that they 

size of APOB prohibited AlphaFold structure prediction for the entire protein so we predicted the 

structure of one segment of APOB (see Jumper, et al. 2021, PMID 34265844). The GCC-containing 

stretch of leucines is highlighted in the green structure (short), orange structure (long), purple structure 

(canonical sequence at truncated AlphaFold length), and pink structure (full length APOB canonical 

sequence).



 

 

Figure S4. Putative impact of tandem repetitive mutations on the structure of NOTCH4. The per-residue 

folding confidence in canonical NOTCH4 (NOTCH4-[AGC]11) was compared to the short (NOTCH4-[AGC]6) 

and long (NOTCH4-[AGC]13) mutations. Mol* Viewer was used to superpose the predicted structures. 

Note that they size of NOTCH4 prohibited AlphaFold structure prediction for the entire protein so we 

predicted the structure of one segment of NOTCH4 (see Jumper, et al. 2021, PMID 34265844). The AGC-

containing stretch of leucines is highlighted in the green structure (full length NOTCH4 canonical 

sequence), orange structure (long), purple structure (short), and pink structure (canonical sequence at 

truncated AlphaFold length). 



 

 

Figure S5. Putative impact of tandem repetitive mutations on the structure of ABI3BP. The per-residue 

folding confidence in canonical ABI3BP (ABI3BP-[TTG]6) was compared to the long (ABI3BP-[TTG]5) 

mutation. Mol* Viewer was used to superpose the predicted structures with the TTG-containing stretch 

of threonines highlighted in the green structure (canonical) and orange structure (long). 


