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Table S1

siRNA sequences used in the present study for RNAi experiments.

Gene Nucleotide sequence (5’ — 3’)

HER3 Sense CCUUGAGAUUGUGCUCACGATdT
Antisense CGUGAGCACAAUCUCAAGGATdT

MET Sense ACUCUAGAUGCUCAGACUUUUUU
Antisense AAAAGUCUGAGCAUCUAGAGUUU

SATB1 Sense GCUUCAAGAUGUGUAUCAUATAT

Antisense

AUGAUACACAUCUUGAAGCTdT



Table S2

Primer sequences used in the present study for quantitative PCR analyses.

Gene Nucleotide sequence (5’ - 3’)
Actin Forward CCAACCGCGAGAAGATGA
Reverse = CCAGAGGCGTACAGGGATAG
RPLPO Forward TCTACAACCCTGAAGTGCTTGAT
Reverse  CAATCTGCAGACAGACACTGG
HER1 Forward ACACAGAATCTATACCCACCAGAGT
Reverse = ATCAACTCCCAAACGGTCAC
HER2 Forward TGGCTCAGTGACCTGTTTTG
Reverse  GGTCCTTATAGTGGGCACAGG
HER3 Forward CTGATCACCGGCCTCAAT
Reverse = GGAAGACATTGAGCTTCTCTGG
MET Forward AAATGTGCATGAAGCAGGAA
Reverse  TCTCTGAATTAGAGCGATGTTGA
SATB1 Forward CGATGAACTGAAACGAGCAG

Reverse  CGGAGGATTTCTGAAAGCAA



