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Figure S1. A. Chromosomal location 10A2/3 and the local environment surrounding the mpiR gene includes

flanking Perp and KIAA1244 genes, as well as a hypothetical protein EG237300. The mpiR gene is transcribed in the
direction opposite to Perp. A partial opposite strand EST is shown which spans a large genomic region including the
KIAA1244, EG237300, and mpiR genes. B. ESTs derived from mpiR are shown as black boxes and are in some cases
labeled. Dashed lines between the boxes indicate sequence connections. The locations of primers used for RT-PCR
analysis are shown by arrows at the top or bottom of the 40 kb genomic region. Fragmented ESTs are notably present
beneath Exon 4. C. RT-PCR products obtained with various primer sets using testis RNA (left) and liver RNA (right)
under RT- and no-RT reaction conditions. D. 3’-RACE analysis was used to identify 3’-ends of mpiR transcripts. One end
corresponds to the longer version of Exon3 present in transcripts v.1 and v.2. The other end defines Exon 4. RT-PCR RACE
results are shown in the gel to the right (lanes 2, 4, and 6). Lanes 1, 3, and 5 are no-RT control reactions. Primers used
are designated 7, 18, 19, and AP. E. Yellow boxed sequences show those complementary to the 3’-UTR of ALF mRNA.
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Figure S2. Analysis of the mpiR Exon4 multicopy repeats. A. The locations of identified homologous units

that could be unambiguously identified by BLAST search were mapped onto mouse chromosomes. Boxed loci

are those identified by BLAST to consist of multiple elements. B. Visual curation and pairwise computer analysis

of selected repeats (shown by asterisks in A) show that many were in fact clustered modules similar in their organization
to those identified in Exon4, whereas a few appeared to be solitary copies. Units identified by BLAST or by visual
inspection are indicated by differences in shading. Spacing between elements varies from case to case. C. Comparison
of repetitive element distribution in the mouse and rat mpiR genes. Gray boxes show region of conserved organization.
D. piRNA matches to rat mpiR exons 1 to 3 shows that many are still observed even in a repeat masked sequence.
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Figure S3. Alignment of modules 1 through 9 with other similar units dispersed throughout the mouse genome. The original mpiR units are designate

MI1-1 through M9-1, and additional copies identified by BLAST are designated M 1-x. Shading highlights the extent of conservation with the core of each

module. Flanking sequences may be similar to those in mpiR but are not highlighted due to the decoration stringency used.
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Figure S4. Alignment of a region within Intron 2 of the mouse mpiR gene with similar sequences from the
mouse and human /in-28 genes (M /in-28, H lin-28), as well as additional selected examples from different
mouse and human chromosomes (M chr 17, M chr 7-1, M chr 7-2, H chr 1, H chr 2, H chr 5).



