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Supplementary Figure 1: Sequence logos of the conservation of Yeast and Human CTD. 

(LogOdds Logo NCBI: Yu, Y.-K.; Capra, J. A.; Stojmirović, A.; Landsman, D.; Altschul, S. F. 

Log-Odds Sequence Logos. Bioinformatics 2015, 31 (3), 324–331. 

https://doi.org/10.1093/bioinformatics/btu634.) 
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Supplementary Figure 2: Lists of fragment ions for peptides analyzed in Figure 1B by UVPD-MS 

for repeats 33,34 and 35. In each case, the 3+ charge state was selected, and UVPD was 

performed using 2 pulses (1.5 mJ per pulse). The identified site of phosphorylation is shaded in 

blue in the sequence map above each table. 

 

 



 

 

 

 

 

 

 

Supplementary Figure 3: Lists of fragment ions for peptides analyzed in Figure 1B by UVPD-MS 

for repeats 41 and 42. In each case, the 3+ charge state was selected, and UVPD was 

performed using 2 pulses (1.5 mJ per pulse). The identified site of phosphorylation is shaded in 

blue in the sequence map above each table. 

 

 



 

 

 

 

 

 

Supplementary Figure 4: Lists of fragment ions for peptides analyzed in Figure 1B by UVPD-MS 

for repeats 43,44 and 45. In each case, the 3+ charge state was selected, and UVPD was 

performed using 2 pulses (1.5 mJ per pulse). The identified site of phosphorylation is shaded in 

blue in the sequence map above each table. 



Supplementary Figure 5: Lists of fragment ions for peptides analyzed in Figure 1B by UVPD-MS 

for repeats 46/48 to 47/49. In each case, the 3+ charge state was selected, and UVPD was 

performed using 2 pulses (1.5 mJ per pulse). The identified site of phosphorylation is shaded in 

blue in the sequence map above each table.  

 

 

 

 

 

 

 



Supplementary Figure 6: LC-MS/MS trace obtained for doubly phosphorylated peptides of T4Q 

variation in human distal CTD. The peak numbers correspond to the indicated sites (blue 

highlights) of phosphorylation identified by MS/MS.  

 

 

 

 



Supplementary Figure 7: The modeling of CTD with Ser2 in the active site places Pro6 in a 

hydrophilic environment. 

 



 

Supplementary Figure 8: Lists of fragment ions for mono-phosphorylated peptides (m/z of 

956.11) analyzed in Figure 6A by UVPD-MS. In each case, the 3+ charge state was selected, 

and UVPD was performed using 2 pulses (1.5 mJ per pulse). The identified site of 

phosphorylation is shaded in blue in the sequence map above each table. 

 

 



 

 

Supplementary Figure 9: Lists of fragment ions for mono-phosphorylated peptides (m/z of 

957.05) analyzed in Figure 6B by UVPD-MS. In each case, the 3+ charge state was selected, 

and UVPD was performed using 2 pulses (1.5 mJ per pulse). The identified site of 

phosphorylation is shaded in blue in the sequence map above each table. 

 

 

 

 



 

Supplementary Figure 10: Lists of fragment ions for mono-phosphorylated peptides (m/z of 

943.40) analyzed in Figure 6C by UVPD-MS. In each case, the 3+ charge state was selected, 

and UVPD was performed using 2 pulses (1.5 mJ per pulse). The identified site of 

phosphorylation is shaded in blue in the sequence map above each table. 

 



 

 

Supplementary Figure 11: Lists of fragment ions for mono-phosphorylated peptides (m/z of 

929.39) analyzed in Figure 6D by UVPD-MS. In each case, the 3+ charge state was selected, 

and UVPD was performed using 2 pulses (1.5 mJ per pulse). The identified site of 

phosphorylation is shaded in blue in the sequence map above each table. 

 

 



 

Supplementary Figure 12: Lists of fragment ions for mono-phosphorylated peptides (m/z of 

957.05) analyzed in Figure 6E by UVPD-MS. In each case, the 3+ charge state was selected, 

and UVPD was performed using 2 pulses (1.5 mJ per pulse). The identified site of 

phosphorylation is shaded in blue in the sequence map above each table. 

 

 



 

 

Supplementary Figure 13: Lists of fragment ions for mono-phosphorylated peptides (m/z of 

929.05) analyzed in Figure 6F by UVPD-MS. In each case, the 3+ charge state was selected, 

and UVPD was performed using 2 pulses (1.5 mJ per pulse). The identified site of 

phosphorylation is shaded in blue in the sequence map above each table. 

 

 

 

 

 

 

 

 

 


