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Supplementary Figure Legends

Figure S1. Nucleotide sequence of the 1.7-kb genomic DNA around the Hck transcription start site.
Positions are given relative to the transcription start site (TSS, +1) of the Hck gene. The boxed regions

indicate ChIP-qPCR products. The potential Gli binding motif is indicated.

Figure S2. Comparison of human and mouse Glil protein sequences. The conserved Tyr residues are
marked with upper case “Y” below the sequence. The lower case “y” indicates the tyrosine residues

present only in mouse or human Glil. The zinc-finger domain is indicated.

Figure S3. Phosphorylation of Glil mutants by Hck. (A) Map of Glil constructs relative to the full-
length Glil protein. Several conserved Tyr residues are marked. (B) NIH3T3 cells were co-transfected
with constructs expressing Hck and different HA-tagged Glil proteins. Cell lysates were precipitated with
4G10 antibody and probed with anti-HA. Phosphorylation of all Glil constructs was detected.

Figure S4. Sufu interacts with non-phosphorylated Glil proteins. NIH3T3 cells were transfected with
constructs expressing HA-Glil and Flag-Sufu proteins in the presence or absence of exogenous HA-Hck.
Cell lysates were precipitated with anti-Flag antibodies and antibodies against HA or Flag were used for
western blot. Phosphorylated Glil bands (which migrate more slowly) were detected in the input protein

lysate (marked by a *) but not in the Flag-precipitated compartment in the presence of exogenous Hck.

Figure S5. Hck is highly expressed in Shh-type medulloblastoma (A) Microarray analyses (NCBI Geo
Datasets GSE9299) indicate that both G/il and Hck but not Src mRNA levels are higher in SmoM2
induced medulloblastoma than in normal cerebellum controls. (B) Microarray analyses (GSE34126)
indicate that Hck mRNA levels in mouse Ptchl-null Shh-type medulloblastomas are higher than those in

normal stem cells and those in Myc-driven Group 3 like medulloblastomas.



Supplementary Tables

Table S1 Sequences of PCR-Primers

GlilF
GlilR
Glil5SUTRF
Glil5SUTRR
HckhmF
HckhmR
HckmF
HckmR
Ptch1F
Ptch1R
SufuF
SufuR
GapdhF
GapdhR

GGTCTCGGGGTCTCAAACTGC
CGGCTGACTGTGTAAGCAGAG
GCTGGAGGTCTGCGTGGTAGAG
GAGGAGGAGGAGGAAAGAGAGATCC
TCACTGGTGTGTAAGATTGCTG
GGGTTTGACATACCTGGGTAAG
CAAGTCTTCGTCGCTTGCTC
CGGAGGAACCTGGACTTCAC
GAAGCCACAGAAAACCCTGTC
GCCGCAAGCCTTCTCTAGG
ATGGCCGGCACTTCACCTACAAG
GGCCAGCTGTACTCTTTGGGAAG
GTGGTGAAGCAGGCATCTGA
GCCATGTAGGCCATGAGGTC
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Figure S5 Hck level in human medulloblastoma and mouse medulloblastoma model
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