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SUPPLEMENTARY INFORMATION

Supplementary Figures 1, 2, and 3

Supplementary Data 1 and 2
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Supplementary Figure 1. Expression of KIAA1199 in Panc-1
Panc-1 was transfected with shGFP (negative control), shKIAA1199#1, or
shKIAA1199#2 (endogenous depletion of specific for KIAA1199).
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Supplementary Figure 2. Expression of KIAA1199 in
TMA slides (BIC14011a and PA242b) were stained with KIAA1199 antibody
(SantaCruz SC-164775, 1:25 dilution) and peroxidase-conjugated anti-rabbit 2™
antibody (Jackson Immunoresearch, 1:200 dilution). DAB substrate was used for
chromogenic detection. Scale bars= 20 um.
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Supplementary Figure 3. Full-length gels and blots

Related images of Figure 2h-2j and Figure 5a



Supplementary Data 1. Oncomine analysis

List of two cDNA microarray datasets were analyzed using Oncomine
(Gruntzmann [177 genes] and Pei [195 genes]). 21 genes were selected as the
top 1% upregulated genes (fold change > 2; P < 0.0001).

Supplementary Data 2. KIAA1199 expression scoring in PaniNs and PDAC
(Biomax TMA BIC14011a and PA242b). KIAA1199 expression intensity was
scored (no expression: —; expression: +1~+3 from low to high expression).



