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Appendix 2. Annotation of the identified DDR2 SNV not called as mutation in the cohort

Amino non-
Exon acid Alamut tumoral
gene  Exonic function Chrannotation start stop reference alteration Nucleotidechangechange  annotation tissue
SNV
DDR2 nonsynonymous SNV1 6 162724953 162724953 A G c.425A>G p.D142G p.Aspl142Glypresent
SNV
DDR2 nonsynonymous SNV1 6 162725004162725004 T C c.476T>C pI159T p.dlel59Thr present
SNV
DDR2 nonsynonymous SNV1 7 162725472162725472 A G c.584A>G p.N195S p.Asn195Ser present
SNV
DDR2 nonsynonymous SNV1 18 162749975162749975 C T c.2507C>T p-T836M p.Thr836Met present
DDR2 nonsynonymous SNV1 12 162740121162740121 G A c.1323G>A p-M4411 p.Metd441lle ND




Appendix 3. Logistic regression analysis (DDR2 as the dependent variable).

Smoking
Age exposure ECOG PS>2 Tumor diameter Advanced stage Central localization
p 0.5350 0.9973 0.0771 0.4629 0.1141 0.0878
Odds
Ratio 0.6750 - 0.3241 1.6667 2.8073 2.9667
[0.1950-
95%IC 2.3366] - [0.0929-1.1304] [0.4261-6.5196] [0.7803-10.0994] [0.8514-10.3377]



PCR_NAME SENS SEQ

DDR2-1

DDR2-2

DDR2-3

DDR2-4

DDR2-5

DDR2-6

DDR2-7

DDR2-8

DDR2-9

DDR2-10
DDR2-11
DDR2-12
DDR2-13
DDR2-14
DDR2-15
DDR2-16
DDR2-17
DDR2-18
DDR2-19
DDR2-20
DDR2-21
DDR2-22
DDR2-23
DDR2-24
DDR2-25
DDR2-26
DDR2-27
DDR2-28
DDR2-29
DDR2-30
DDR2-31
DDR2-32
DDR2-33
DDR2-34
DDR2-35
DDR2-36
DDR2-37
DDR2-38

CCAGTTCCAACACCATCTTCTG
TCAGTGATATTCTTCCTAGGGG
TATATGCCGCTATCCTCTGGG
CTCTCCCCAACCCTCACCT
TGACCTGAAGGAGTTTCTGC
AGGTCATGGCATCGAGTTTG
AGGAGGTCATGGCATCGAGTT
CCACCTCTTCACTCATTCTC
CCCATTGTAGCCAGATTTGTCC
GCACTCACTTGGCTGTGTTT
TTTGTACTCCCTGGAGGTTCCATC
TCCTCTTCTCCTGGCCTGA
TCTGGCCTGGACGATTTCA
GGAACGAGAGTGCCACCAAT
CACTCACATGCCTCTTTCTC
TGCTACTTCCGCTCTGAAGCCA
TTGTCACGGTGCCTCTCCA
TGACTCACCCTTGTTTTATAACAG
TGTATTCTCTGCCTTCTCTCCCTG
AACACTCGGATCCTGATTGGC
CAACATGCCTTTCTCCTTGCTCT

ANTISENS_SEQ
AGCTGAGTAATAGCCATGTT
GAATCTGGCCTCCTGACAT
GGGCTTTCTTGATGTAACCA
ATGGAGGGTGTGCAAGTCAATC
CGACTGTAATTGATCTTGTACATGG
CCAGGATCTGGATGTCTCTTCT
CCAGGATCTGGATGTCTCTTCT
GTCGGTGACTGGAATGAAC
TCTATAGGCTTCCTGGGCTAGTG
CAGCTCCATCATAGACAGAATCA
TCTTTCTTAGTGGCCAATTTCCC
GGGCCACACGTGGTATTCAT
ATGCGGTCAAATTCAAACATGATCT
GCCTCCTTAAAGAAGTTCCACC
GGAAATGGCATTAGGTTCCC
TGATGGCACTGGCCATTCG
CTTCCCAAAGAGGACCTGAGC
AGTAAGTCCCTTCAAATTAATTTGTG
GATGGCCAGGAGGATAAAGATG
TCATGACCATTCTGCACCTC
CACTAGGTGATGAGGAGCGGTTATTG

CCCTGCCAAGTGATTCTAGCATGTTITATCAGCCTGGATGGCTCCT

TTCCCCTTCGCCCTGACTAC
GCTCGTTGCCCTTGTCTTCC
ACTATGCAGAGGCTGACATAGTGA
CATGGACCTGCTCTCAGGAAAAG
TGAGACTAGATGACTTTTGTCTAG
GGAGATAAAGATCATGTCTCGGC
GATTCTGACTCTGGCAACTTC
GGAGATAAAGATCATGTCTCGGC
GACCCTCTCTGTATGATCACTG
GGCTACCTTCTGTCTTCTTGTC
GCATGAAGTACCTTTCCTCT
GCTGACTTTGGAATGAGCA
CAGGTTATTCTGATTTCCCATTCTT
TTGTGGGAGACTTTCACCTTT
CCCCCGTCTTTGTAATATTCTC
GTCCTGACTCTGTGTATAAGCTG

CTTGCTGAGGTTTCTCCCTT
TGTGTTGCCTCCTGTCACTCCT
TTTCCTGGGGAACTCCTCCACA
TCGAGCTATAAGGGAATCAAAGAATC
CATTTTCACAGCCACCAG
CTGATTGAGATCTCCATTCTCC
CACACAGCTAATAGATGGATGA
GTGGCGGGAAAGAAACTGATTG
GAAGGAAGACCTGGCTTGTT
GTTTCGTGTGGCCAGATCTC
AGTCACCACTGTACAGGTTC
ACAGGGCTTTAAAATGCTGAGAACT
TGGGAATAGGGCTGTTCTTGAC
CCATTCATCCCCAACAGTTC
TCTCCAGCAGCTGAGCAT
ATGGCCAGGCACTGACAGC
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start
162688854
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162729769
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exon coverage5' intron coverage (bp)3' intron coverage (bp)
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* transcrit part from the first Amino Acide (ATG) to last (STOP)
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