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Figure S1: Comparison of SNP-ASE and RER for B73 genes accessible using both methods in the B73 x W22 cross. A) The SNP-ASE method applied across both directions of reciprocal crosses, with points colored based on imprinting calls using RER (magenta and blue) or inconsistency across reciprocals using SNP-ASE (green and purple). Colors are consistent across panels. B-C) Comparison of the two SNP-ASE values to RER. Plots are the same as shown in Figure 1B but colored to indicate imprinted genes and genes with genotype-biased expression using SNP-ASE. Genotype bias does not impact RER since the calculation is performed across reciprocals instead of across genotypes. For all panels, values plotted show the average across three biological replicates. Genes are color-coded based on expression pattern, with magenta = MEG, blue = PEG, green = B73 biased, and purple = W22 biased. Genotype bias was defined by SNP-ASE ratios > 0.85 in one direction and < 0.15 in the other direction of reciprocal crosses.


Figure S1



18229 16733 17491 16944 16416 17732

B73 vs PH207 B73 vs W22 W22 vs PH207

B73 PH207 B73 W22 PH207 W22
0.00

0.25

0.50

0.75

1.00
M

at
er

na
l P

re
fe

re
nc

e 
R

at
io

Genome
B73

PH207

W22

Genes

TEs

3538
2274 3250 3039 2708

4117

B73 PH207 B73 W22 PH207 W22
0.00

0.25

0.50

0.75

1.00

Genome

B73 vs PH207 B73 vs W22 W22 vs PH207
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Figure S5: Expression pattern of imprinted B73 genes and TEs across development using data from Stelpflug et al. Endosperm and seed tissues are shown on the left side of the break, and all other tissues sampled are shown on the right of the break. Endosperm-preferred expression was defined where the sum of the expression across endosperm and seed libraries were more than 60% of the sum of the expression across all libraries. For each plot, endosperm-preferred features are shown above the break and constitutive features are shown below the break. Heat of each pixel represents the expression value compared to the max in the row.
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Figure S6: Presence of PHE1 binding sites within DHH2 family helitrons. Binding motifs from Batista et al. 2019 were identified in all DHH2 helitrons, and the distribution of members with zero, one, or both of the sites were determined. A similar distribution of motifs were found for matTEs and non-imprinted family members, with a lower proportion of elements with at least one motif identified in the not detected set. TEs in the not detected set include TEs that are not expressed and TEs without unique sequence that could be assessed for imprinting.
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 Library Reads Percent_Unique 

BW1 50912503 16.09983 

BW2 46955481 16.63385 

BW3 43297034 17.88011 

WB1 42341423 18.12524 

WB2 38350809 14.4479 

WB3 53936174 13.86724 

BP1 50287029 14.24699 

BP2 51260636 16.18052 

BP3 45525383 16.54365 

PB1 43670832 19.41905 

PB2 39706669 18.70737 

PB3 41024925 15.71401 

WP1 53203456 15.92903 

WP2 52838664 16.56664 

WP3 41023269 19.63248 

PW1 53900552 15.71085 

PW2 35267586 18.17527 

PW3 35654524 18.32236 

	
	 	

Table S1: Reads and mapping statistics for RNA-seq libraries in this study
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Table S2 - Gene IDs for conserved imprinted genes plotted in Figure 1C
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Table S3: IDs and features of matTEs near MEGs
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