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Online Supplementary Figure S1. Complete sequences of SQSTM1-ALK.

SQSTM1-ALK fusion cDNA
2499 bp (SOSTM] 760bp ~exon 5: ALK 1739bp exon 20~)
ORF; 7-2448

CctegoetATGGCGTCGCTCACCGTGARGGCCTACCTTCTGGGCAAGGAGGACGCGGCGCGCGA
GATTCGCCGCTTCAGCTTCTGCTGCAGCCCCGAGCCTGAGGCGGAAGCCGAGGCTGCGGCGE
GTCCGGGACCCTECGAGCGECTECTGAGCCGEETEECCEGCCCTETTCCCCGCGCTGCGECCT

GGCGGCTTCCAGGCGCACTACCGCGATGAGGACGGGEACTTGGTTGCCTTTTCCAGTGACGA
GGAATTGACAATGGCCATGTCCTACGTGAAGGATGACATCTTCCGAATCTACATTARAGAGA
AAAAAGAGTGCCGGCGGGACCACCGCCCACCGTGTGCTCAGGAGGCGCCCCGCARACATEGTG

CACCCCAATGTGATCTGCGATGGCTGCAATGGGCCTETGGTAGGAACCCGCTACAAGTGCAG
CGTCTGCCCAGACTACGACTTGTGTAGCGTCTGCGAGGEGAAAGGGCTTGCACCGGGGGCACA
CCAAGCTCGCATTCCCCAGCCCCTTCGGGCACCTGTCTGAGGGCTTCTCGCACAGCCGCTGG

CTCCGGAAGGTGAAACACGGACACTTCGGETEGGCCAGGATGGGARATGGGTCCACCAGGARR

CTGGAGCCCACGTCCTCCTCGTEGCAGGGGAGECCCGCCCTGECCCCACGGCAGRATCAGCTT
CTGGTCCATCGGAGGATCCGAGTGTGAATTTCCTGAAGAACGTTGEEGAGAGTGTGGCAGCT
GCCCTTAGCCCTCTGETGTACCGCCGGAAGCACCAGEGAGCTGCAMGCCATGCAGATGGAGCT
GCAGAGCCCTGAGTACAAGCTGAGCARGCTCCGCACCTCGACCATCATGACCGACTACAACT
CCARCTACTGCTTTGCTGGCAAGACCTCCTCCATCAGTGACCTCAAGGAGCTGCCACGGARA
AACATCACCCTCATTCGGGGETCTGGGCCATGGAGCCTTTGGEGAGGTGTATGAAGGCCAGET
GTCCGGAATGCCCAACGACCCARGCCCCCTGCAAGTGGCTGTGARGACGCTGCCTEGRAGTGT
GCTCTGAACAGGACGAACTGGATTTCCTCATGGAAGCCCTGATCATCAGCARATTCAACCAC
CAGRACATTGTTCGCTGCATTGGGETGAGCCTGCAATCCCTGCCCCGETTCATCCTGCTGGA
GCTCATGECGGGEGEAGACCTCAAGTCCTTCCTCCGAGAGACCCGCCCTCGCCCGAGCCAGT

CCTCCTCCCTGGCCATGCTGGACCTTCTGCACGTGGCTCGGGACATTGCCTGTGGCTGTCAG
TATTTGGAGGAAMACCACTTCATCCACCGAGACATTGCTGCCAGAAACTGCCTCTTGACCTG
TCCAGGCCCTGGAACGAGTGGCCAAGATTGCGAGACTTCGGCATGECCCGAGACATCTACAGGS
CGAGCTACTATAGAAAGGGAGGCTGTGCCATGCTGCCAGTTAAGTGGATGCCCCCAGAGGCC
TTCATGGARGGAATATTCACTTCTAAARACAGACACATGETCCTTTGGAGTGCTGCTATGGGA
AATCTTTTCTCTTGGATATATGCCATACCCCAGCAAAAGCAACCAGGAAGTTCTGGAGTTTG
TCACCAGTGGAGGCCGEATGGACCCACCCAAGARACTGCCCTGGECCTGTATACCGGATAATG
ACTCAGTGCTGGCAACATCAGCCTGAAGACAGGCCCAACTTTGCCATCATTTTGGAGAGGAT
TGAATACTGCACCCAGGACCCGGATGTAATCAACACCGCTTTGCCGATAGAATATGGTCCAC
TTGTGGAAGAGGARGAGAAAGTGCCTETGAGGCCCAAGGACCCTGAGGGGETTCCTCCTCTC
CTGGTCTCTCAACAGGCARAACGGGAGGAGGACGCGCAGCCCAGCTGCCCCACCACCTCTGCC

TACCACCTCCTCTGGCAAGGCTGCAAAGAAACCCACAGCTGCAGAGGTCTCTGTTCGAGTCC
CTAGAGGGCCGGCCETGGARAGEGEGACACGTGAATATGGCATTCTCTCAGTCCAACCCTCCT
TCGGAGTTGCACAGGGTCCACGGATCCAGAAACAAGCCCACCAGCTTGTGGAACCCAACGTA
CGGCTCCTGGTTTACAGAGAAACCCACCAAAAAGAATAATCCTATAGCAAAGAAGGAGCCAC
ACGAGAGGGGETAARCCTGEGGCTGEAGGGAAGCTGTACTGTCCCACCTAACGTTGCARACTGGGE
AGACTTCCGGGGGCCTCACTGCTCCTAGAGCCCTCTTCGCTGACTGCCAATATGARGGAGET
ACCTCTGTTCAGGCTACGTCACTTCCCTTGTGGGAATGTCAATTACGGCTACCAGCAACAGG
GCTTGCCCTTAGAAGCCGCTACTGCCCCTGGAGCTGETCATTACGAGGATACCATTCTGARR
AGCAAGAATAGCATGAACCAGCCTGGGCCCtgageteggtcgoacactcacttetettoctt

gggatccctaagacegtgyg

SQSTM1-ALK fusion protein
814 aa (SQSTM1 251aa; ALK 563aa)

MASLTVKAYLLGKEDAAREIRRFSFCCSPEPEAEAEARAGPGPCERLLSRVAALFPALRPGG
FOAHYRDEDGDLVAFSSDEELTMAMSYVEDDIFRIYIKEKKECRRDHRPPCAQEAPRNMVHP
NVICDGCNGPVVGTRYKCSVCPDYDLCSVCEGKGLHRGHTKLAFPSPFGHLSEGFSHSRWLR
KVEHGHFGWPGWEMGPPGNWSPRPPRAGEARPGPTAESASGPSEDPSVNFLENVGESVARAATL

SPLVYRRKHQELQAMOMELQSPEYKLSKLRTSTIMTDYNPNYCFAGKTSSISDLEKEVPRENI
TLIRGLGHGAFGEVYEGQVSGMPNDPSPLOVAVKTLPEVCSEQDELDFLMEALIISKFNHON
IVRCIGVSLOSLPRFILLELMAGGDLKSFLRETREPRPSQPSSLAMLDLLHVARDIACGCQYL
EENHFIHRDIAARNCLLTCPGPGRVAKIGDFGMARDIYRASYYRKGGCAMLPVEWMPPEAFM
EGIFTSKTDIWSFGVLLWEIFSLGYMPYPSKSNQEVLEFVTSGGRMDPPKNCPGPVYRIMTQ
CWQHQPEDRPNFAIILERIEYCTQDPDVINTALPIEYGPLVEEEEKVPVRFKDPEGVPPLLV
SQOAKREEERSPAAPPPLPTTSSGKAAKKPTAREVSVRVPRGPAVEGGHVNMAFSQSNPPSE
LHRVHGSRNKPTSLWNPTYGSWFTEKPTKKNNPIAKKEPHERGNLGLEGSCTVPPNVATGRL
PGASLLLEPSSLTANMKEVPLFRLEHFPCGNVNYGYQQQGLPLEAATAPGAGHYEDTILKSK
NSMNQPGFE



