Supplementary Figure 1. Mapviewer display of CPNEI] and RBEM12
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Supplementary Figure 2.

Zebrafish RBM12 EST sequences aligning with Zebrafish CPNE1 cDNA, NM_199699
--Evidence of sharing most 5' exon and therefore promoter between the two genes in zebrafish
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Supple. Fig3A. alignment of Human RBM12 and RBM12B: Better conservation on the N- and C- terminus
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Supplementary Figure 3B. Alignment of RBM12 Orthologs and hlgh conservation on the N-terminus
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Supple. Fig 3B-continued: Better conservation on the c-terminus for RBM12 Orthologs
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Supple. Fig4: Stem-loop formation of mammal
5'UTR sequences for the two genes.

5'UTR sequences from several mammals were aligned using ClustalX and a
consensus secondary RNA structure formation was predicted using Alifold
program. The sequences used include sequences from exon 1, exon2 and
non-coding part of exon3, which represent the longest 5S'UTR sequences in
RBM12 gene.



Supplementary Figure 5.

Sequence alignment for the region upstream of CPNE1/RBM12 gene pair cDNA
(1000 bp) from human, mouse, rat and chicken using MAVID program
(http://baboon.math.berkeley.edu/mavid/)

Bray N and Pachter L, MAVID: Constrained ancestral alignment of multiple sequences,, Genome
Research, 14:693-699 (2004).
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Supplementary Figure 6.
Transcription factor binding sites detection in the promoter regions of CPNE1/RBM12 in human, mouse, rat,

and chicken.
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1,000 bp DNA sequences upstream CPNE1/RBM12 ¢DNA were used in transcription factor binding sites analysis using rVISTA
(http://genome.lbl.gov/vista/index.shtml). rVISTA combines searching the major transcription binding site database TRANSFAC
from Biobase with a comparative sequence analysis. The program first identifies potential transcription factor binding sites in each
of the two aligned sequences, and determines which of the predicted sites are aligned and conserved between the species in the

alignment.

X-axis is the nucleotide sequence in the first sequence, with 1000 the nucleotide immediately 5' to the first nucleotide of
CPNE1/RBM12 cDNA.
In each figure, the lower panel is the sequence alignment index between the sequence pairs, while the upper panel is the identified
transcription factor binding sites, with the red color for aligned TF binding sites and the green color conserved TF binding sites.

Aligned binding sites: all the binding sites in the two sequences were identified independently, but only those with core binding site
positions corresponded in the alignment of the two sequences were selected as aligned binding sites.

Conserved binding sites: predicted binding sites located in the sequence fragments conserved between two species at the level of over

80% over 24 bp window were selected as conserved binding sites.



Supplementary Fig 7. ¢DNA sequences that align with human RBM12 ¢DNA, NM_006047
These ¢cDNA sequences all have very close §' transcription initiation sites, usually within
40bp of each other. This indicates that the sharing of most §' exon probably reflects the
sharing of the same promoter. (The ones with longer 5' sequences on the display are mostly
aligned genomic sequences).






