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Figure 4.  Distribution of expression in B73 and PH207 
shared and genotype-specifific genes. For each B73 tissue 
used in this analysis, the average of three biological
replicates was used, and the average of two biological
replicates was used for PH207 tissue. For both B73 and
PH207, the biological replicates consisted of pooled tissue
from three plants, A) Distribution of number of tissues with 
expression. B) Distribution of average transcript abundance
measured in fragments per kilobase of exon models per 
million fragments mapped (FPKM). The whiskers are 
plotted at a maximum of 1.5 times the interquartile range
away from the end of the box in each direction. For both A 
and B, expression was measured in leaf blade, root cortical
parenchyma, germinating kernel, root tip, whole seedling, 
and root stele. C) Distribution of transcript size in each class
of genes.  
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color indicates no genes are expressed and red 
indicates all genes are expressed.  
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Figure	 6.	 Rela*onship	 between	 varia*on	 in	 promoter	 sequence	 and	 transcrip*onal	 varia*on.	 A)	
Distribu*on	 of	 percent	 similarity	 of	 promoter	 sequences	 between	 B73	 and	 PH207	 genes	 in	 the	 1	 kb	
upstream	of	the	transcrip*on	start	site	for	genes	that	show	a	one-to-one	rela*onship	in	the	two	genome	
assemblies.	B)	Rela*onship	between	number	of	*ssues	with	differen*al	expression	and	number	of	SNPs	
per	kb	in	the	promoter	sequence.	C)	Rela*onship	between	number	of	*ssues	with	differen*al	expression	
and	number	of	Inser*ons/Dele*ons	per	kb	in	the	promoter	sequence.	
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Figure 7. Lessons learned from comparisons between genome assemblies of elite maize inbred lines. A) 1"
Homologous gene clusters between Brachypodium distachyon, maize B73, maize PH207, Oryza sativa, 2"
and Sorghum bicolor that contain a maize gene from only B73 or PH207 and at least one other species. 3"
B) Example of a duplicated gene showing differential fractionation between B73 and PH207. Maize is an 4"
ancient tetraploid that has undergone genome fractionation. A previous study identified and classified 5"
genes in the B73 genome into two maize subgenomes, Maize1 and Maize2 (Schnable et al., 2011). The 6"
middle genes in these syntenic blocks are showing differential fractionation between B73 and PH207, 7"
with PH207 retaining both copies and B73 losing the copy in the Maize2 subgenome (Gene Positions: 8"
GRMZM2G003937 chr2:208,869,363..208,870,921; GRMZM2G129575 chr2:208887428..208891800; 9"
GRMZM2G454474 chr2:208,993,547..208,994,705; Zm00008a009655 chr2:212,248,102..212,249,027; 10"
Zm00008a009660 chr2:212,373,566..212,385,564; Zm00008a009663 chr2: 212,427,728..212,428,519; 11"
GRMZM2G066197 chr7:161,658,677..161,660,464; GRMZM2G179777 chr7:161,843,771..161,845,175; 12"
Zm00008a029217 chr7:161,948,327..161,949,627; Zm00008a029226 chr7:162,105,478..162,112,256; 13"
Zm00008a029228 chr7:162,164,382..162,166,725). C) Example of a gene containing a putative frame 14"
shift that is compensated by alternative intron/exon boundaries when using annotation specific to the 15"
individual. PH207 reads were aligned to the B73 reference genome assembly and putative large effect 16"
variants were identified based on the B73 annotation. The putative frame shift variant shown in this figure 17"
is corrected for by an alternative gene model in PH207 that was identified using PH207-specific evidence 18"
to annotate genes in the PH207 genome assembly.  19"
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