Supplementary Figures S1-S6
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Figure S1. Number of genes with informative SNPs. UCSC database: number of genes in the University of California Santa Cruz (UCSC) database.1 On the SNP array: number of genes represented by at least one SNP on the SNP genotyping microarray. Heterozygous child: number of genes that possess at least one heterozygous SNP in a child in at least one trio. Phased child: number of genes that represent a SNP where child was heterozygous for the SNP and at least one parent was homozygous enabling to determine from which parent an allele was inherited. (Reference: 1. Meyer LR, Zweig AS, Hinrichs AS, Karolchik D, Kuhn RM, Wong M, Sloan CA, Rosenbloom KR, Roe G, Rhead B, et al. The UCSC Genome Browser database: extensions and updates 2013. Nucleic acids research 2013; 41:D64-9.)
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Figure S2. Number of SNPs in each gene on the Illumina HumanExome BeadChip v1.1 microarray. SNPs that overlap with more than one gene are counted multiple times. Genes having more than 40 SNPs are aggregated.
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Figure S3. Validation of imprinted genes using Sanger sequencing. Imprinting was confirmed by comparing genotypes of maternal (A/G), paternal (G/G) and newborn genomic DNA (gDNA, A/G) and placental cDNA (G) using Sanger sequencing of informative rs6815 SNP in RHOBTB3 gene.
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Figure S4. Fractions of maternal reads in placental transcriptome using phased SNPs from autosomes for all family trios. 
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[bookmark: _GoBack]Figure S5. Scatterplot of number of SNPs per gene and gene expression. Red lines show median expression (x-axis) and median number of SNPs on microarray (y-axis). Grey - all genes; green - previously reported placental imprinted genes (Table S1); blue - candidate imprinted genes (Table 1); and red - imprinted and randomly monoallelically expressed genes (Table 2).
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Figure S6. Proportion of placental reads mapped to genome. Total number of unmapped single-end reads (light gray bars) and number of reads after mapping to genome and filtering low quality mappings (dark gray bars). Each paired-end read counts for two single-end reads. Percentages shown above the dark grey bars represent the proportion of reads retained after mapping and filtering.
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