Figure 1 - figure supplement 6

Comparative analysis and conservation of human PINCR gene
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Figure 1 - figure supplement 6. Schematic diagrams of PINCR (RP3-326112.1) genomic DNA alignments include multiple alignment of some mammalian species from the
“Multiz Alignments of 46 Vertebrates™ track (shown in green), measurements of evolutionary conservation by the PhastCons method (Mammal Cons, Vertebrate Cons), and
primate genomes (net track, grey) alignments. The net track shows the best human/other chain for PINCR genomic DNA. In the graphical display of primate genomes

alignment, the boxes represent ungapped alignments and the line represent gaps. The diagram was downloaded and adapted from the UCSC Genome Browser
(https://genome.ucsc.edu).




