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SUPPLEMENTARY INFORMATION
Figure legends
Supplementary Figure 1. Genomic nucleotide sequence of human BST1 from
exon 1 to exon 2, encompassing exon 1b. Nucleotide sequence of human BST1 from
the 5” end of exon 1 to the 3’ end of exon 2. Exons 1 and 2 are shaded in blue; exon
1b is shaded in orange. GT/AG splice sites are shaded in yellow. The branch point
(open box) and polypyrimidine tract (grey box) associated with exon 1b are indicated.
The nucleotide sequence was analysed for splicing signals using Human Splicing

Finder" and the SROOGLE program?.

Supplementary Figure 2. Quantification of BST1 transcripts. Expression levels of
BST1-001 (top panel) and BST1-002 (lower panel) in ten PMN samples purified from
peripheral blood of healthy subjects. Transcript expression was calculated relative to
the GUSB endogenous control, using the AACt method. Bars represent the fold
change of each sample relative to the mean of all samples analysed. Each PMN

sample was examined in triplicate (n = 3).

Supplementary Figure 3. Uncut gels for BST1 expression profiles by RT-PCR.

Supplementary Figure 4. Original gels for western blotting. Top panel show gels
from which band images were obtained for CD157 detection by western blotting;

bottom panel shows original gel strips for phosphorylation analyses by western blot.

Supplementary Figure 5. Original blot showing CD157 in PMN and U937.
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