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Supplementary Figure S1. TRB CDR3 spectratyping of PML patients 

CDR3 length distribution for each one TRBV subgroups is performed at different time points (for 

details see Table 2) through RNA extraction, multiplex PCR and capillary electrophoresis. 



 

Supplementary Figure S2. Characteristics of the CDR3 of TRBV-BD-BJ and IGHV-HJ 

rearrangements 

Distribution of the CDR3 length of TRBV-BD-BJ rearrangements a) in PML-NAT#1, PML-NAT#2, 

PML-NAT#3, PML-NAT#4 and PML-ALEM#5 and b) in group I (PML-NAT#1 and PML-NAT#2 at T0 

and T1/T2); group II (PML-NAT#1, PML-NAT#2, PML-NAT#3, PML-NAT#4 and PML-ALEM#5 at T3); 

and group III (MS#1 and MS#2 at T0 and T2). c) Distribution of the CDR3 length of IGHV-HJ in PML-

NAT#1, PML-NAT#2, PML-NAT#3, PML-NAT#4 and PML-ALEM#5. 



 

 

 

 



Supplementary Figure S3. Usage of TRBV subgroups and TRBJ genes at different time points 

Relative frequency of usage a) of TRBV subgroups and b) of TRBJ genes in total sequences of PML-

NAT#1 and PML-NAT#2 at T0, T1/T2 and T3, PML-NAT#3, PML-NAT#4 and PML-ALEM#5 at T3, and 

MS#1 and MS#2 at T0 and T2. 



 

 

Supplementary Figure S4. Usage of IGHV subgroups and IGHJ genes at different time points 

Relative frequency of usage a) of IGHV subgroups and b) of IGHJ genes in total sequences of PML-

NAT#1 and PML-NAT#2 at T0 and T3, and PML-NAT#3, PML-NAT#4 and PML-ALEM#5 at T3. 

 



 

 

Supplementary Figure S5. CDR3 amino acid usage in public TRB clonotypes.  

CDR3 amino acid composition in clonotypes of a) PML and of b) MS patients (was calculated using 

observed count method option of the Skylign software56. The relative size of each amino acid 

symbol is proportional to its frequency. Occupancy reported on the x-axis indicates the probability 

of observing a letter in that position.  

 


