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Figure S15   Sequence similarity vs. strain effect in forebrain along chromosomes. This figure shows the relation between strain 

effect in forebrain and variable levels of sequence similarities along chromosome 1. The X‐axis is genomic position by base pair 

and the Y‐axis is the t‐statistic comparing the expression in NOD/ShiLtJ vs. C57BL/6J so that positive t‐statistics indicate higher 

expression in NOD. One point indicates one of the 22,963 transcripts with consistent sequence similarity measurement. 

Different color (as labeled at the top of the figure) indicates different level of sequence similarity. Two horizontal broken lines 

indicate t‐statistics of 7 or ‐7, which approximately corresponds to p‐value 1e‐5, the cutoff used in Figure 5 of the main text. 

Those transcripts with t‐statistics beyond these cutoffs are labeled by filled points. Similar figures for other chromosomes can 

be found in File S2.  


