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Sequence Ontology
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*Diagnostic and Prognostic fields in CIViC require evidence direction, while MVLD is free text.
**MVLD variants based on expert opinion are currently not supported by CIViC, which requires Pubmed ID.
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Clinvar Field Column Entry Produced Based on CIViC Fields
Condition comment Al € optional text giving detail for condition
Clinical significance AK If assertion is predictive: Drug Response
else if assertion is diagnostic or prognostic: Other
Collection method AX € literature only
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Affected status AZ € unknown
Comment CO € AMP Tier and Level; comment on CIViC
Private comment CP <€—— private comment
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purple text indicates CIViC field

blue text indicates a string to be entered into ClinVar field

italicized text indicates logic implemented by submission protocol

orange text indicates optional text entered as parameters when running submission protocol
green text indicates unique submission ID

€——— Entry is a direct submission of CIViC field or text
Entry requires logic based on fields from CIViC assertion
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dbSNP:rs121434568; COSMIC:COSM6224; ClinVar:16609
LEUS58ARG; RS121434568

https://civicdb.org/events/genes/19/summary/variants/33/summary
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EGFR

non-small cell lung carcinoma (DOID:3908)
PMID:24868098;PMID:18509184;PMID:20038723;PMID:24893891;PMID:
15329413;PMID:19147750;PMID:22370314;,PMID:24736073;PMID:
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https://civicdb.org/links/evidence/276 | https://civicdb.org/links/evidence/
1665 | https://civicdb.org/links/evidence/2621 | https://civicdb.org/links/
evidence/2625 | https://civicdb.org/links/evidence/2624 | https://civicdb.org/
links/evidence/3811 | https://civicdb.org/links/evidence/2634 | https://
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evidence/885 | https://civicdb.org/links/evidence/2994

Non-small cell lung cancer with EGFR L858R mutation is sensitive to
erlotininb or gefitinib. L858R is among the most common sensitizing EGFR
mutations in NSCLC, and is assessed via DNA mutational analysis including
Sanger sequencing and next generation sequencing methods. Tyrosine
kinase inhibitors erlotinib and gefitinib are associated with improved
progression free survival over chemotherapy in EGFR L858R patients. NCCN
guidelines recommend (category 1) erlotinib and gefitinib for NSCLC with
sensitizing EGFR mutations, along with afatinib and osimertinib.
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