Control group

23 age and gender-matched retrospectively searched out patients without EMB-proven intramyocardial
inflammation/viral infection served as a peer group to create the control-group profiling.

Table S1. Detailed Endomyocardial Results in Control Group (n = 23)

Histological findings All

- Myocytolysis, n 0

- Giantcells, n 0

- Eosinophils, n 0

- Myocyte diameter, um  21.3+0

Immunohistological findings All

- CD3*lymphocytes infiltration/mm?  3.1+2.6

- LFA-1* lymphocytes 7.8+43
infiltration/mm?2

- CD45R0* T memory cell 12.2+8.0

- infiltration/mm?

- perforin* cell 03+0.6

- infiltration/mm?

- Mac-1* macrophages 186+7.5

- infiltration/mm?2

Mac-1 = macrophage-1 antigen.

Table S2. Potential marker genes for gene profile development.

Note: CD3 = T lymphocytes; LFA-1 = lymphocyte function-associated antigen-1; CD45R0 (UCHLI1) =
leucocyte common antigen; perforin = cytotoxic cells;
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Note: M = metabolism; EM = energy metabolism; ce = chromosomally encoded gene; CC = cell cycle
regulation; IR = immune response; Major molecular function and chromosomal (cs) or mitochondrial
(mt) genome localization of mitochondrial genes are indicated.
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Figure S1. Gene profile performance analysis for IGCM detection. (A) Single gene profile performance

analysis of each marker gene to detect IGCM and (B) gene profile performance of final gene profile is

demonstrated by ROC. Solid black line represents chance level. Dotted lines indicate 90 % specificity and

90 % sensitivity threshold levels. Detailed information on single gene performance and integrated profile

for detection of IGCM are given in Table S3.

100

Table S3. ROC of gene profile performance analysis for IGCM detection.

Genes AUC SE 95% CI

CCL20 0.807 0.05739 0.6945 to 0.9195
CCR5 0.8722 0.03909 0.7956 to 0.9488
CCR6 0.8249 0.04538 0.7359 to 0.9138




CPT1 0.7463 0.05867 0.6313 to 0.8612
TLRS 0.8866 0.03466 0.8186 to 0.9545
Final gene profile 0.9933 0.00782 0.978 to 1.009

Table S4. EMB-Based Diagnostic Findings for the Entire Study Group.

Patient Category Total
Entire Cohort (1) 427
IGCM 57
AMC 40
DCMi 194
EOM 4
Cardiac sarcoidosis 5
DCM 147

Viral PCR Analysis of DCMi Patients.

Patient Category Total
Entire Cohort (n) 194
Coxsackievirus 0
Enterovirus 1
Human Herpes Virus 6 24
Epstein-Barr Virus 4
Erythrovirus 78

Note: IGCM = idiopathic giant cell myocarditis; AMC = acute myocarditis; DCMi = dilated inflammatory
cardiomyopathy; EOM = eosinophilic myocarditis; DCMi = inflammatory dilated cardiomyopathy. The
data are presented as No. of subjects.
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Figure S2 Correlation of IGCM-specific gene-expression profile score with the number of digitally
measured immune cells in EMBs in the total patient cohort. Correlation of (A) CD3*, (B) LFA-1*, (C)
CD45*, (D) perforin®, and (E) Mac-1*-cells with computed gene-profiling score is shown. Note:
Immunohistological marker: CD3 = T-lymphocytes, LFA-1 = leukocyte function antigen-1, Mac-1 =
macrophage-1 antigen, CD45R0 (UCHLI1) = leucocyte common antigen, perforin = cytotoxic cells. P-
values are indicated.



