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Table S1. CTD construct sequences. 6xHis-GST sequence up to the 3C cleavage site is 

included in the distal CTD sequence, but is written in short hand for all sequences thereafter as 

“6xHis-GST - “. 3C cleavage site is underlined and the cleavage site is indicated with a dash 

(LEVLFQ/GP). Ser7 mutations are highlighted based on residue character (red – negatively 

charged, purple – positively charged, green – polar, yellow – nonpolar). 

CTD Protein/Peptide Sequence 

6xHis-GST-human distal 26x CTD MHHHHHHSSMSPILGYWKIKGLVQPTRLLLEYLEEKYEEHLYERDEGD

KWRNKKFELGLEFPNLPYYIDGDVKLTQSMAIIRYIADKHNMLGGCPKE

RAEISMLEGAVLDIRYGVSRIAYSKDFETLKVDFLSKLPEMLKMFEDRLC

HKTYLNGDHVTHPDFMLYDALDVVLYMDPMCLDAFPKLVCFKKRIEAIP

QIDKYLKSSKYIAWPLQGWQATFGGGDHPPKSSSLEVLFQ/GPGSGMS

PTSPNYTPTSPNYSPTSPSYSPTSPSYSPTSPSYSPSSPRYTPQSPTY

TPSSPSYSPSSPSYSPTSPKYTPTSPSYSPSSPEYTPTSPKYSPTSPKY

SPTSPKYSPTSPTYSPTTPKYSPTSPTYSPTSPVYTPTSPKYSPTSPTY

SPTSPKYSPTSPTYSPTSPKGSTYSPTSPGYSPTSPTYSLTSPAISPDD

SDEEN 

6xHis-GST-yeast 26x CTD 6xHis-GST - 

GPGSGMGFGVSSPGFSPTSPTYSPTSPAYSPTSPSYSPTSPSYSPTSP

SYSPTSPSYSPTSPSYSPTSPSYSPTSPSYSPTSPSYSPTSPSYSPTSP

SYSPTSPSYSPTSPSYSPTSPSYSPTSPSYSPTSPAYSPTSPSYSPTSP

SYSPTSPSYSPTSPSYSPTSPNYSPTSPSYSPTSPGYSPGSPAYSPKQ

DEQKHNENENSR 

6xHis-GST-yeast 26x S7E CTD 6xHis-GST - 

GPGSGMGFGVSSPGFSPTSPEYSPTSPEYSPTSPEYSPTSPEYSPTS

PEYSPTSPEYSPTSPEYSPTSPEYSPTSPEYSPTSPEYSPTSPEYSPTS

PEYSPTSPEYSPTSPEYSPTSPEYSPTSPEYSPTSPEYSPTSPEYSPTS

PEYSPTSPEYSPTSPEYSPTSPEYSPTSPEYSPTSPEYSPGSPEYSPK

QDEQKHNENENSR 

6xHis-GST-yeast 26x S7E Sp CTD 6xHis-GST - 

GPGSGMGFGVSSPGFSPTSPEYSPTSPAYSPTSPEYSPTSPSYSPTS

PEYSPTSPSYSPTSPEYSPTSPSYSPTSPEYSPTSPSYSPTSPEYSPTS

PSYSPTSPEYSPTSPSYSPTSPEYSPTSPSYSPTSPEYSPTSPSYSPTS

PEYSPTSPSYSPTSPEYSPTSPNYSPTSPEYSPTSPGYSPGSPEYSPK

QDEQKHNENENSR 

6xHis-GST-3xWT  6xHis-GST - GPGSGMSPSYSPTSPSYSPTSPSYSPT 

6xHis-GST-3xS7E Sp  6xHis-GST - GPGSGMSPEYSPTSPSYSPTSPEYSPT 

6xHis-GST-3xS7E Mid  6xHis-GST - GPGSGMSPSYSPTSPEYSPTSPSYSPT 
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6xHis-GST-3xS7R Sp  6xHis-GST - GPGSGMSPRYSPTSPSYSPTSPRYSPT 

6xHis-GST-3xS7R Mid  6xHis-GST - GPGSGMSPSYSPTSPRYSPTSPSYSPT 

6xHis-GST-3xS7K Sp  6xHis-GST - GPGSGMSPKYSPTSPSYSPTSPKYSPT  

6xHis-GST-3xS7K Mid  6xHis-GST - GPGSGMSPSYSPTSPKYSPTSPSYSPT 

6xHis-GST-3xS7Q Sp  6xHis-GST - GPGSGMSPQYSPTSPSYSPTSPQYSPT 

6xHis-GST-3xS7Q Mid  6xHis-GST – GPGSGMSPSYSPTSPQYSPTSPSYSPT 

Distal CTD 1801-1822 Arg1810 peptide  H-SPSYSPSSPRYTPQSPTYTPSS-OH 

Distal CTD 1801-1822 Cit1810 peptide  H-SPSYSPSSPCitYTPQSPTYTPSS-OH 
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Table S2. Identified ions in UVPD-MS analysis of singly phosphorylated peaks from ABL1 

treated, trypsin digested 26xDistal CTD substrate (Fig. 1B-G). The phosphorylated Tyr1 sites 

were shown in blue boxes.  
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Table S3. Identified ions in UVPD-MS analysis of singly phosphorylated peaks from ABL1 

treated 3xWT, 3xS7E Mid and Sp, and 3xS2E Mid substrates (Fig. 3). The phosphorylated Tyr1 

sites were shown in blue boxes. 
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Table S4. Identified ions in UVPD-MS analysis of singly phosphorylated peaks from ABL1 

treated, GluC digested 26xS7E Sp CTD substrate (Fig. 3B and 3E-F). The phosphorylated Tyr1 

sites were shown in blue boxes. 
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Table S5. Identified ions in UVPD-MS analysis of singly phosphorylated peaks from ABL1 

treated 3xS7R Sp, Arg1810, and Cit1810 substrates (Fig. 5A and 5C/D). The phosphorylated 

Tyr1 sites were shown in blue boxes. Tables are split across pages due to size constraints. 
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Table S6. Identified ions in UVPD-MS analysis of singly phosphorylated peaks from ABL1 

treated 3xS7K Sp and 3xS7Q Mid/Sp substrates (Fig. 6A and 6C/D). The phosphorylated Tyr1 

sites were shown in blue boxes. Tables are split across pages due to size constraints. 
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