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Supplemental Figure 1. Participant-donor HLA typing. (A) 2-digit HLA typing is listed for each participant for class | HLAs (left) and class Il HLAs (right). Numbers
of mismatches ranger from 2 to 11 total mismatched HLAs. (B) Bar graphs compare total number of class | or class Il mismatches between rejection groups
(tacrolimus [mustard, n=4], belatacept [blue, n=3], iscalimab [pink, n=3]) [one-way ANOVA, ns = not significant, p>0.05].
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Supplemental Figure 2. Clinical and pathological characteristics of index rejection biopsies. (A) Of the 10 index biopsies obtained from participants undergoing
rejection, there was an even spread across Banff rejection grades, including Banff 1A, 1B, and 2A rejections. Pathology composite scores and DSA status are
provided for each sample. (B) Representative histological images taken at 10x magnification of each index biopsy sample reflect their pathological composite

scores and Banff rejection grades.
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Barcodes: 6 Barcodes: 671 Barcodes: 97 Barcodes: 380
Clonotypes: 6 Clonotypes: 602 Clonotypes: 93 Clonotypes: 316
Expanded CD4: 0  Expanded CD4: 12 Expanded CD4:1 Expanded CD4: 17
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Barcodes: 102 Barcodes: 152 Barcodes: 87
Clonotypes: 90 Clonotypes: 145 Clonotypes: 86
Expanded CD4:2  Expanded CD4: 0  Expanded CD4: 0
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Barcodes: 63 Barcodes: 223 Barcodes: 55
Clonotypes: 57 Clonotypes: 215 Clonotypes: 53
Expanded CD4: 1 Expanded CD4: 1 Expanded CD4: 1

Supplemental Figure 3. Clonal analysis of CD4+ T cells from index biopsies. Pie charts display number and frequency of expanded CD4 clonotypes (CD4ExpP)
found in the biopsy during rejection by participant sample, based on their unique CDR3af sequences. Expanded clonotypes are defined as having >2 cells with
identical CDR3af sequences. Different colors represent individual expanded clonotypes (gray area represents unexpanded clonotypes) and the size of the
colored area represents the relative size of the CD4exp.
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Supplemental Figure 4. No correlation between numbers of CDS8EXP and numbers of HLA mismatches, Banff rejection grade, or absolute lymphocyte count.
(A-C) Simple linear regression analysis [ns = not significant, p>0.05] were performed on number of CDS8EXP against number of (A) HLA mismatches, (B) Banff

rejection grade, and (C) absolute lymphocyte count (ALC).



