MID filtering

Does the read have
a valid MID with at
most one error?

l Yes
No

Q-score filtering

Does the read have at
least 100 consecutive \
bp with q=207?

Yes
v Discard the read

Homology filtering

Does codon-aligned
read exceed per-base
homology threshold in

reference to V and J

MRCA sequences?

l Yes

Rearrangement mapping

Does the read map to a
V,J class combination with
SCUEAL support =70%?

l Yes

Clonotype definition )
Define a new
Is the junction productive No ¥ clonotype
and the rest of the read no (
more that 0.02 distant Yes
from an existing ~a| Assigntoan
clonotype? existing clonotype
T —

Supplemental Figure 1. Flowchart of bioinformatics analysis of deep sequencing data from
splenic Vk libraries. By this process, reads are assigned to Vi gene and subgroup, and J usage,

then the junction diversity is assessed and reads are assigned to unique clonotypic sets.



