
Supplemental Methods

Microarray Analysis
	Microarray analyses were performed using RNA isolated from wildtype or Lrrc10-/- mouse hearts at two month of age.  Standard clustering of microarray data obtained from three independent biological replicates was performed using EDGE3 [1] to obtain a data set of probes with a p-value<0.05 and minimum processed signal of 20, which was further sorted into probes with consistently increased or decreased expression at or above 1.2-fold change in all three chips.  Dysregulated pathways were determined by querying data sets of upregulated or downregulated genes in DAVID [2,3] after background normalization to the original list of probes (p<0.01, processed signal ≥50) obtained by standard clustering of data from all three chips.  Significantly dysregulated pathways were determined using the functional analysis tool in DAVID to identify KEGG pathways that were enriched in consistently up or downregulated genes.
Quantitative Real Time PCR
qRT-PCR was performed using FastStart SYBR Green Master (Roche) on a BioRad iCycler.  Data were generated using the standard curve method and normalized to 18S expression.  All samples were assayed in duplicate with nearly identical replicate values.  Primer sequences for ND1, cytb, Cox5a, and ATP6 were previously published [4]. All primers were thoroughly evaluated by melt curve analysis to ensure the amplification of a single, desired amplicon.  The following primers were designed using Primer Express 1.0 (ABI Prism) and used for qRT-PCR experiments:
18S for 5’CGCCGCTAGAGGTGAAATTCT3’
18S rev 5’CGAACCTCCGACTTTCGTTCT3’
ANF (Nppa) for 5’GTGGACTAGGCTGCAACAGCTT3’
ANF (Nppa) rev 5’ACACACCACAAGGGCTTAGGA3’
β-MHC (Myh7) for 5’CAGCCATGCCAACCGTATG3’
β-MHC (Myh7) rev 5’TTCCACGATGGCGATGTTC3’
BNP for (Nppb) 5’TTCACCAATGGTGACAAAATCG3’
BNP rev (Nppb) 5’CAAGCTTTGGTGCCGTTGA3’
Cytc for 5’CAGGAGGCAACTGTCTATTCTTGAC3’
Cytc rev 5’TTGCAGATCAACTATAAAGAAGTGTTA3’
Cox7a1 for 5’GACTGACCATGACGCTGACTCT3’
Cox7a1 rev 5’TTAGCATATTTATTGATGTTTGTCCAA3’
Atp5c1 for 5’GTCATCACAAAGGAGTTGATTGAAAT3’
Atp5c1 rev 5’TGGACCAAGTTTCTTCTGACAAAG3’
Atp5o for 5’GTGCACAGTGACCACAGCATCT3’
Atp5o rev 5’TAACTCAGAGAGAACAGCGTCATCTA3’
Atp5h for 5’TGGCTTGGTGGATGATTTTGA3’
Atp5h rev 5’CAAACTCAGCACAGCTCTTCACAT3’
Ndufb9 for 5’TCCAAGAGAGAGCAGTGGAAGAA3’
Ndufb9 rev 5’AGGAGGCAAAGCTTCAGTCATAA3’
Ndufa13 for 5’TCGAAGGTGAAGCAGGACATG3’
Ndufa13 rev 5’CTCATCATTCTCCAGTAGCCAAAG3’
Slc25a4 for 5’TGACACTGTTCGTCGTAGGATGA3’
Slc25a4 rev 5’CAATCTTCCTCCAGCAGTCAAGT3’
Tnni3 for 5’CAAAAGTCACCAAGAACATCACTG3’
Tnni3 rev 5’TGCCACGGAGGTCATAGATCT3’
Tnnt1 for 5’AGAAATATGAGATCAATGTGCTCTACAAC3’
Tnnt1 rev 5’GTCCTGGCAGTCTCACTTCCA3’
Tpm1 for 5’GACCACGCTCTCAACGATATG3’
Tpm1 rev 5’GACATCCAGCTTGACGAAGGA3’
Mybpc3 for 5’CCTGGAGGTGCGAGTTCCT3’
Mybpc3 rev 5’GCATCCATTTGTACCTAGCCATCT3’
Mybpc2 for 5’TTTGATGCAGGGACCTATTCCT3’
Mybpc2 rev 5’GTTCTGATGACTTATTTAGCAGGTGATG3’
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