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Transcript and Amino Acid Sequences. A. LMOD?2
transcript sequence. Opening (atg) and stop (taa) codons as well as splicing
boundaries are underscored. Affected codons in the published reports are
bolded in black. B. LMOD2 amino acid sequence and structural domains.
Colored amino acids are those of the LMOD?2 isoform 1~547 corresponding to
the boxes on the domain diagram shown in Figure 5. C. with corresponding
colors. The underscored amino acids are at the splicing boundaries. The bolded
amino acids are the first affected amino acid based directly or indirectly on the
sequencing results of reported cases.

Table S1. Biochemical testing and infection work up for infantile heart failure.

Differential Etiology | Test Parameters Test Interpretation

Hypothyroidism

Immune hemolytic anemia
Congenital syphilis
SARS-CoV-19infection
Viral hepatitis

HIV infection

HSV Infection

EBV infection

Rapid Respiratory Panel

CMYV Infection

Para Influenza Infection

TSH

Free T4

Isotiter antibody screen

RPR

PCR/TMA

HAV, HBV, HCV-PCR

HIV-1and HIV-2 Ag/Ab screen 4 generation

HSV-1 and HSV-2 DNA (PCR)

EBV DNA (PCR)

Adenovirus, influenza A/B, human metapneumovirus, human
rhinovirus/enterovirus, seasonal coronavirus, RSV A/B

CMVDNA (PCR)

Para influenza Type 1,2,3,4 DNA (PCR)

Negative
Negative
Negative
Negative
Negative
Negative
Negative
Negative

Negative

Negative

Positive (Type 4)
Negative (Type 1, 2, 3)

PCR, polymerase chain reaction; TMA, transcription-mediated amplification;
TSH, thyroid-stimulating hormone; HIV, human immunodeficiency virus;
HSV, herpes simplex virus; EBV, Epstein-Barr virus; CMV, cytomegalic virus.




Table S2. Comprehensive Cardiomyopathy Panel*

ABCC9 DSG2 MAP2K1 RIT1
ACADVL DSpP MAP2K2 RYR2
ACTC1 ELAC2 MRAS SCN5A
ACTN2 EMD MTO1 SDHA
AGL EYA4 MYBPC3 SGCD
ALMS1 FHL1 MYH7 SHOC2
ALPK3 FKRP MYL2 SLC22A5
BAG3 FKTN MYL3 SOS1
BRAF FLNC MYL4 SOS2
CACNAIC GAA MYLK3 SPRED1
CACNA1D GATA4 NF1 TAZ
CALM1 GATA5 NKX2-5 TBX20
CALM2 GJA5 NRAS TCAP
CALM3 GLA PCCA TMEM43
CASQ2 HCN4 PCCB TMEM?70
CBL HRAS PKP2 TNNC1
CDH2 JupP PLN TNNI3
CPT2 KCNE1 PPA2 TNNI3K
CRYAB KCNH2 PPCS TNNT2
CSRP3 KCNJ2 PPP1CB TPM1
DES KCNQ1 PRKAG2 TRDN
DMD KRAS PTPN11 TRPM4
DNAJC19 LAMP2 RAF1 TTN
DOLK LMNA RASA1 TTR
DSC2 LZTR1 RBM20 VCL

(*) source: https://www.invitae.com/en/providers/test-catalog/test-02101, accessed 20220626

Table S3. Comprehensive Glycogen Storage Disease Panel*

AGL PFKM
ALDOA PGAM2
ENO3 PGK1
FBP1 PGM1
G6PC PHKAI1
GAA PHKA2
GBE1 PHKB
GYG1 PHKG2
GYS1 POLG
GYS2 PYGL
LAMP2 PYGM
LDHA RBCK1
LPIN1 SLC2A2
PCK1 SLC37A4
PCK2

(*) source: https://www.invitae.com/en/providers/test-catalog/test-06156, accessed 20220626




