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Supplemental table 1: the “aa” positions of the MUC/Y - the AMOP domain. and

the MUC4/Y-AMOP”,

name sequence

MUCA4/Y (3513bp) ATGAAGGGGGCACGCTGGAG. . . . . . CAGCTGAGGCC
TTGCCTTGA

AMOP domain(949-1296bp, 347bp) GAAAGGCCCAACTACCGTCT. . . ... CCCTGTACCAG
CAGAGGCGG
ATGAAGGGGGCACGCTGGAG. . . . . . CAGCTGAGGCC

MUC4/Y-AMOP*(3183bp)

TTGCCTTGA
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Figure Legends: MUC4/Y and MUC4/Y-AMOP domain-deletion constructs and

their stable expression in MIApaca-2 (MIA) cells. (a) MUC4/Y expression was
analysed by real-time PCR in different MIA derived sub-lines. GAPDH was used as
an internal control. (b) Western blotting was conducted to analyse the protein level of
MUCA4/Y in different groups. GAPDH was probed as an internal control. (c) Cell
confocal immunofluorescence assay showed that the MUCA4/Y and the truncated
protein  (MUC4/Y-AMOP®) could anchor on the cytomembrane and

cytoplasm.**P<0.01.
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Figure legends: Effects of the MUC4/Y-AMOP domain-deletion on the migration
and invasion of Miapaca-2 derived sub-lines and the conditioned medium on the tube
formation, proliferation, migration, and invasion of HUVEC. (a) Trans-well migration
and Matrigel invasion assays of HUVEC were performed in the conditioned medium
of different groups. (b) CCK8 assay. The OD value was used to assess the
proliferation of HUVEC in the conditioned medium of different groups. (c) Tube

formation assays of HUVEC. The area of network was calculated with Image Pro Plus



6.0. (d) Trans-well migration and Matrigel invasion assays of Miapaca-2 derived
sub-lines. The number of cells that migrate or invade to the lower surface of the

inserts chamber were stained and photographed. *P<0.05, **P<0.01.
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Figure Legends: The relative expresssion of NOTCH1, NOTCH2, NOTCHS,
NOTCH4 receptors, HES-1 and Her2/ErbB2. QRT-PCR and Western Blotting were
used to analyze the expression levels of them. (a) The relative expression of NOTCH1
MRNA. (b) The relative expression of NOTCH2 mRNA. (c) The relative expression
of NOTCH3 mRNA. (d) The relative expression of NOTCH4 mRNA. (e) The relative
expression of HES-1 mRNA. (f) The protein expression of total-Her2/ErbB2

(t-Her2/ErbB2) and phosphorylation-Her2/ErbB2 (p-Her2/ErbB2).
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