Table S1. Primer sequence for gRT-PCR

primers

Forward (5°-3”)

Reverse(5°-3)

GAPDH
Nestin
S-actin
GFAP
PUI-tubulin
Cyclin D2
Rasal2
Cyclin D1
CdknlB
Trp53bp2
Cenyll
Cyclin Bl

Cyclin A2

GGCATTGCTCTCAATGACAA

GGAGGGCAGAGAAGACAGTG

GGCTGTATTCCCCTCCATCG

CACGAACGAGTCCCTAGAGC

GAATGACCTGGTGTCCGAGT

CTGTGCGCTACCGACTTCAA

ATGGAGCTGTCTCCGTCGT

CCCTGACACCAATCTCCTCA

TCAAACGTGAGAGTGTCTAACG

AGTAAAGGCTCTAAAGCTCACCC

GAGAGGCTCCTAACTTATGCTGA

AAGGTGCCTGTGTGTGAACC

GCCTTCACCATTCATGTGGAT

TGTGAGGGAGATGCTCAGTG

TGACATCCTGGACCTTGACA

TAAAGACCTCTATGCCAACACAGT

TCACATCACCACGTCCTTGT

CAGAGCCAAGTGGACTCACA

GCAGAGCTTCGATTTGCTCC

GCCTTTTACATCGAACACCCG

TCTTCTTCAAGGGCTCCAGG

CCGGGCCGAAGAGATTTCTG

GTAAGAGGTCGGCATTGGAAG

CCTGGTCATCCCAAACCTTG

GTCAGCCCCATCATCTGCG

TTGCTGCGGGTAAAGAGACAG




Figure S1
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Figure S2
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Figure S3




