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Figure S2
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Figure S4
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Figure S7
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TCATCACATGTTATGTGATCACTGGAAATTACTACACGAACGTTAGAGAG
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TGTGGGCTCCAGGTCCCTGGTGAGAT TAGARACGTTTGCARACATGTCCC
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ACAGGTCGCTACATCTTTCGGAGAATAARATGGGAAGTTGAGAACTCTCC
TTAGGAGCAGAAGCGTCCCTAGGGCTCCACAGGTGTAGGCCCTTARAGTG
CCTTAGGGTGTGGCCTGCAGGCTACAGCGACCTTAGGAGTTTGCCTGARG
ca CTGGCCTGGGE GTTTACTTAAG
AATCCCACGATACCGGGAGCTGTCGCCGCTCACTCAGAGTTCAGTTCCCA
CTGGATGCCCTTTGGTCTGTATTGATGTTTTTAACGCTGTCTCCTTGCTT
TCAAAGCATAGCATTCACTTCCCAGTAGTTGTCCCATACAAGA

GTACTGTTTACGGAGCGTTCAGCCGTGAGCCCAGGCGCAGGCGCGG
AGCTAAACCCGGAGGTGAAGCAACTACAGCTGGGGCCACGCCCACA
GACTCCGGGCTGTCGGGGCGGGCGGCACTCGCGCTTCCAGCCTGGG
CCAACCAGGCTGCTTGAGGCTCGAAGCGCATGCGCGGTCTCGCCCT
CCGTACTGGCCGAGCCAGC, TCGCATTGCGCAGACGACCAGCGG
GCGCCTCGGATTCCGCCCCCGGGATGGCCCCGCCTCCTCCCGCCCC
GCGGCAAGGCACGCACAGGGCAGTGCGCGGGTGGGTGGGTCCTAGC
AGCGCGGCCTGACGGGACCAAGGCGGCGGGAGTCTGCGGTCGTTCC
CTCGGCTGTGGACCGGGCGGCACGCACGCGGTGCAGGGTAACATGG
CGGATGCGGAAGGTAAGGGCTGCAGGCTTCCGGGCCGTGCTAACTC
CGGGCGACTCGGGGAACGGGGGTGGGGGGATGGTATCGGGGCCCGC
GCACGCCTCCCTCTGGTTCCCGCCGGCGTGTCGGCCTCTTCACCGC
CCGGCCTTAAGCCGGCCTTGTCTCTCGGCCCTGGCTCCGTGGCAAG
GGCGCGAGAGTGGGAGCCCCTCGCGGTGACTTGGCATGATGGGGCT
CGGCCCTCTCACCTCCCTGGGGTCCGGGTCGCCGTCGAARAGACATC
TGCCGTGCTGCCCACCCCGCGGTGGCGTGGGACGTGGCAGTGTCTG
TGCTGCTGCCAGCCCGGACGCCGCCGTTACAGCTCCATGCGACTAG
GGGAGCAAGGGTAGTGGAAACGGGCCGAGAAGAAAAGGAGCGGAGG
GACCCCGGAGCAGGGATAGAGCTCCGAGTTGCAAGARAAGTTCTAGA
GGCCACAAGCCCGCGGGGACAGTCGAGTGGTCGCTTATGGAACTTT
CCGGCCCCCTGCGTGAGCGCTTCTGTGGGATGTTTAAGCTCTGCCA
TAGCCACGTGGTGAACCG! G CGACACGTGCAGTAGCCT
ACAGTCAGTTACCCAGCCATGGGACCCATACATTTGGCCTTACACA
CCTTGTTTTCTCGCTTACCTACGGATATACGTTCTAAGAAATGGGT
CGTTAGGCGATTTCATCATTGTGTGAACATCAGAGGGCTCTTACAC
AAACCTAGGTG
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Figure S9 Development NB Tumor
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Figure S11
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