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Figure S1. Wound-healing assay of A549 and H460 lung cancer cells transfected with
siRNA targeting HSPA1L and pcDNA-HSPALL.
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Figure S2.

AGAAAAATCCCCACAAATAAATCTATTGATACCTAGTGACAAGTGGAACCAGATAAAAAT

NFkB
GGAATCTATAAGAATTAACCTAATTGACAGCGCTCTGGAGCTAATCCATTTCCATTAGTT
ATTTGTTCACAGTAGGTACTCCTAAGGACTTGTTGAATTGCGGGCTTGGCGCCCGTTCTA

CGGGAGAGTTGCACAGCCTTCGTGAGTGGGGACAGAAGGCGGCTCGGCCCGGTGATTCAG

AP1
GTCGAAATTCAAGCTGAACAGCCTGCTGAGAGGTGGGATCCACCATCCGGACAGTGGGGG
GCTTTGGGGGTGCTGTGAGACTGGGCTGCGACCCAGGTCCAGCAGGGAGTGTGCGGCACA
GACCACAAGGTCGGCGAGGCCCCCTAACCCGCGLCCCGGCCGGGAACCCGCAGACCAGCGA

AP2
CGGGGCAGCTGCGGGGCCAGGAGCGCCCCAAGACGGGLCGGGCGCTGAACCCGAGCCCCTG
SP1/AP2 SP1
TCGCCGCCCTGGGCCCGAACTTCCGCCCTCCCAGGACCTGTCCCGGLCLCGCCCCGAGLCGGT

SP1/AP2 SP1
ACTCGAAGGCCGGGGCCGAGATGCCACCTTCCGCAGGCCGCGGGAAAGGCGCGCCGAGTC
AP2
CTGCAGCTGCTCTCCCGGTTCGGGAAACGCGCGGGGLCGEGGGGGCGTCGGGCTTGGGACAGG
AP2/SP1/EGR1
GGAGGATACCAGGGCCACCTTCCCCAACCCAGGCCGCGGGGGCCCGGCCTCCCCGATGCA
AP2 AP2
GACCACAGCGCCCTCACGGGCTGCCCTCAGGCCGCGCAGCGGGCAGLCCGCCAGLCLCGTCAC
AP2 AP2
CCCGGGGAGCGTCCGTGGGGTGCCCAGGCACCCCACCCCGGLCLCCGGGGLCGLCTCAGACGGEC
AP2 AP2
AGCAGACTGCTGGGCGGCGCGGGGACTACTTTCCACCGLCCLCCCTCGLCGLCccecGgeeeeTTG
SP1 SP1 SP1
TCCTCGCGCGGCGGAACGCTCCGCGCTGCGCCGGTGGCGGLCAGGATACAGCGGCTTCTGC
AP2
+1
GCGACTTATAAGAGCTCCTTGTGCGGCGCCATTTTAAGCCTCTCGGTCTGTGGCAGCAGC
TATA-BOX

Figure S2. Nucleotide sequence of the 3-cateinin promoter site. The transcriptional start
site (TSS) is indicated by a vertical arrow and referred to as position +1. The putative
TATA-box and other element names are given below the sequences.
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Figure S3.

AGAAAAATCCCCACAAATAAATCTATTGATACCTAGTGACAAGTGGAACCAGATAAAAAT
GGAATCTATAAGAATTAACCTAATTGACAGCGCTCTGGAGCTAATCCATTTCCATTAGTT
ATTTGTTCACAGTAGGTACTCCTAAGGACTTGTTGAATTGCGGGCTTGGCGCCCGTTCTA
CGGGAGAGTTGCACAGCCTTCGTGAGTGGGGACAGAAGGCGGCTCGGCCCGGTGATTCAG
GTCGAAATTCAAGCTGAACAGCCTGCTGAGAGGTGGGATCCACCATCCGGACAGTGGGGG
GCTTTGGGGGTGCTGTGAGACTGGGCTGCGACCCAGGTCCAGCAGGGAGTGTGCGGCACA
GACCACAAGGTCGGCGAGGCCCCCTAACCCGCGCCCGGCCGGGAACCCGCAGACCAGCGA
CGGGGCAGCTGCGGGGCCAGGAGCGCCCCAAGACGGGCGGGCGCTGAACCCGAGCCCCTG
TCGCCGCCCTGGGCCCGAACTTCCGCCCTCCCAGGACCTGTCCCGGCCGCCCCGAGCGGT

ACTCGAAGGCCGGGGCCGAGATGCCACCTTCCGCAGGCCGCGGGAAAGGCGCGCCGAGTC

CTGCAGCTGCTCTCCCGGTTCGGGAAACGCGCGGGGCGGGGGCGTCGGGCTTGGGACAGG

GGAGGATACCAGGGCCACCTTCCCCAACCCAGGCCGCGGGGGCCCGGCCTCCCCGATGCA

GACCACAGCGCCCTCACGGGCTGCCCTCAGGCCGCGCAGCGGGCAGCCGCCAGCCGTCAC
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CCCGGGGAGCGTCCGTGGGGTGCCCAGGCACCCCACCCCGGCCCGGGGCGCTCAGACGGC

AGCAGACTGCTGGGCGGCGCGGGGACTACTTTCCACCGCCCCCTCGCGCCCCGCCCCTTG

TCCTCGCGCGGCGGAACGCTCCGCGCTGCGCCGGTGGCGGCAGGATACAGCGGCTTCTGC

GCGACTTATAAGAGCTCCTTGTGCGGCGCCATTTTAAGCCTCTCGGTCTGTGGCAGCAGC
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CGCGCCCGGGACGCGGAGGGCGGCGGLCCGGGLCCCGGGTTCCGGTCGCGCTGCCTCTCTGG

GGCCCTGGGGGCATCGCTTGCGGGGAGGGGGCGCCGCGGGGGCGCGTACAGGAGCCCGGA
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Figure S3. Nucleotide sequence of the four different predicted specific promoter regions

to which HSPALL binds in B—catenin. Promoter primer sequences are listed in Tablel.




