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No |CATSIA—vyhEES om0 rosm XFIEREA SIRK(enum. boolean) ZEa® |2
1|metaData o - ATSTIN - - -
2 schemaVersion o - P&l A[0-9¥¥.]+$ - -
3 referenceGenome o - ATSTIN - - -
4 name o - SCFHI[EIRT] - "GRCh37"|"GRCh38" -
5 patch O - SCFHEREnull Ap[0-9]+% - -

- g5
6 descriptions 0~N A+ - -
P (xF3) ¢
7 configOptions - ATS1IN - - -
"copyNumberAlterationType: amplification”|
s typeLabelsInterpretedAsKbAmplific 1t ikl R "copyNumberAlterationType: gain"| )
ation (XFFILERR]) "copyNumberAlterationType: duplication"|
"rearrangementType: duplication"
"copyNumberAlterationType: loss"|
iRl "copyNumberAlterationType: deletion"|
typeLabelsInterpretedAskKbLoss ~ - -
& vp P 1~3 (XFFILERR]) "copyNumberAlterationType: homozygous deletion"|
"rearrangementType: deletion"
"rearrangementType: gene fusion"|
"rearrangementType: frameshift gene fusion"|
"rearrangementType: bidirectional gene fusion"|
10 typeLabelsInterpretedAsKbGeneFus 1~8 ikl R "rearrangementType: duplication"|
ion (XFFILERR]) "rearrangementType: deletion”|
"rearrangementType: inversion"|
"rearrangementType: truncation"|
"rearrangementType: other"
11 hideAlleleFrequency - T B - true|false -
12 hideCnaValue - T8 - true|false -
13 hideMsiValue - T8 - true|false -
14 hideTmbValue - T8 - true|false -
15 hideLohValue - T B - true|false -
16 comments 1~N | EH(ATZIIN) - - -
17 itemIds O | 0o~N BE5 (S2F51) ~+$ - -
18 contents O | 1~N BE5 (S2F51) A4S - -
19 |testInfo o - ATSTIN - - -
20 tesetld @] - F5 ~N+$ - -
21 testType o B CEFILRR] _ "tumor-only"|"tumor and matched-normal"|"tumor-only (cell- R
P * free)"|"tumor (cell-free) and matched-normal"
22| softwareName - X7 N+$ - -
23 softwareVersion - el A4S _ _
24 panelName (e} - preal] At$ _ _
25 panelVersion @] - F5 ~N+$ - -
26 |variants - ATk - - -
27 shortVariants 1~N | EEFI(ATZIIN) - - -
28 itemId o - praa] At$ _ _
29 chromosome o - XFF) ~[a-zA-Z0-9_¥¥-1+$ - R
30 position o - B - - -
31 referenceAllele o - XF5 A[ACGTN]+$ - -
32 alternateAllele o - XF5 A[ACGTN¥¥*]+$ - -
33 alternateAlleleFrequency o - HUB - /B0, FRAfEL -
34 totalReadDepth - B - B=/MEL -
35 alternateAlleleReadDepth - B - B=/MEL -
36 variantType - SCFHEIRE] - "SNV"|"insertion"|"deletion"|"delins"|"indel"| "MNV" -
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No |CATSIA—vyMAE% WA B F—HR XFHIERRA 3#iRE%(enum, boolean) EEER |HE
37 transcripts 1~N | EEFI(ATZIIN) - - -
38 transcriptld - SEFBER(Enull A[N¥¥s]+$ - -

U -
39 transcriptDatabaseName (@] - Y;ﬂ([ffﬁﬁ]it - "RefSeq"|"Ensembl"” -
40 transcriptDatabaseVersion - SEFBIEREnull AN+$ - -
41 geneSymbol O - SCFHEREnull A[N¥¥s]+$ - -
42 strand - XFFUCERA T - gy _
(Fnull
43 cdsChange (@] - SEFBER(Enull ~+$ - -
44 aminoAcidsChange o - XFFERENUI ~A+$ - -
45 calculatedEffects 0~N BE5 (S2F51) A4S - -
46 testMethod o - SCFHI[EIRT] - "DNA-seq" |"RNA-seq" -
47 variantOrigin - SCFH[EIRT] - "somatic"|"germline"|"likely somatic"|"likely germline" -
48 reported o - T B - true|false -
49 copyNumberAlterations 1~N | EH(ATZIIN) - - -
50 itemId (e] - XF5 ~+$ - -
51 chromosome o - XFF) ~[a-zA-Z0-9_¥¥-1+$ - R
52 startPosition - B2 - - -
53 endPosition - T _ ~ :
54 copyNumberMetrics 0~N | EFI(ATZIIN) - - -
55 value o - e - - -
56 unit o B CETIRRE] _ absolute copy nun:tier | fold—change“l log2 fold-
change"|"fraction-of-gene'
57 copyNumberAlterationType o B CETIRRE] _ amplification"|"gain"| dupllc.atlon |"loss"|"deletion"|"homozyg R
ous deletion"|"neutral"

58 transcripts O | 1~N | EFI(ATZ1IbH) - - -
59 transcriptld - Pl A[N¥¥s]+$ - -
60 transcriptDatabaseName - SCFH[EIRT] - "RefSeq"|"Ensembl" -
61 transcriptDatabaseVersion - F5 ~N+$ - -
62 geneSymbol o - SCFHEREnull A[N¥¥s]+$ - -
63 strand - XFFI[RIRT] - - -
64 cdsChange - XFFER(Enull AN +$ - -
65 aminoAcidsChange - XFFER(Enull AN +$ - -
66 calculatedEffects 0~N 25l (X F5) N+$ - -
67 testMethod o - SCFHI[EIRT] - "DNA-seq" |"RNA-seq" -
68 variantOrigin - SCFH[EIRT] - "somatic"|"germline"|"likely somatic"|"likely germline" -
69 reported o - T B - true|false -
70 rearrangements 1~N | EH(ATZIIN) - - -
71 itemId @] - F5 ~N+$ - -
72 breakends o 2 BCHI(ATZTHIR) - - -
73 chromosome o - XFF) ~[a-zA-Z0-9_¥¥-1+$ - R
74 startPosition o - By - - -
75 endPosition o - By - - -
76 matePieceLocation - SCFH[EIRT] - "upstream"|"downstream" -
77 transcripts O | 1~N | EFI(ATZ1IbH) - - -
78 transcriptld - Pl A[N¥¥s]+$ - -
79 transcriptDatabaseName - SCFH[EIRT] - "RefSeq"|"Ensembl" -
80 transcriptDatabaseVersion - F5 ~N+$ - -
81 geneSymbol O - SCFHEREnull A[N¥¥s]+$ - -
82 strand - XFFI[RIRT] - - -
83 cdsChange - XFFER(Enull AN +$ - -
84 aminoAcidsChange - XFFER(Enull AN +$ - -
85 calculatedEffects 0~N 25l (X F5) N+$ - -
86 genePairs 0~N | BEeBI(XFF) AV +$ - -
87 insertedSequence - XFHERFnull A[ACGTN]+$ - -
88 supportingReadCount - B - - -
89 alternateAlleleFrequency - B - - -
920 expressionLevelMetrics 0~N | BEFI(ATZ1IH) - - -
91 value ®) - BhE - - -
92 unit ) - XFFIGRIRR] - "TPM"|"FPKM"|"FPM"|"RPKM"["RPM" -
93 rearrangementNames 0~N BeHl (XF51) ~+$ - -
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No |CATSIA—vyMAE% WA B F—HR XFHIERRA 3#iRE%(enum, boolean) EEER |HE
"gene fusion"|"frameshift gene fusion"|"bidirectional gene
94 rearrangementType O - XFH[ERN] - fusion"|"duplication"|"deletion"|"inversion" | "truncation"| "splice | -
variant"|"other"

95 testMethod O - XFHIGRIRR] - "DNA-seq"|"RNA-seq" -

96 variantOrigin - XFHIER] - "somatic"|"germline"|"likely somatic"|"likely germline" -

97 reported o - J-B - true|false -

98 |otherBiomarkers O0~N | BFI(ATZIUH) - - -

99 itemId o - X5 A+$ _ N
100 biomarkerType ) - XFHIGRIRT] - "TMB"|"MSTI"|"LOH" -
101 biomarkerMetrics 0~N | EFI(ATZIIN) - - -
102 value o - e - - -
103 unit o] - e ~+$ - -

e -
104 state - X}ﬁj([;%ﬁﬁ]ir - "high"|"low"|"intermediate"|"stable" -
105 descriptions 0~N Be5) (2=F51) ~+$ - -
106 biomarkerOrigin - XFHIERN] - "somatic"|"germline"|"likely somatic"|"likely germline" -
107 reported o - J-B - true|false -
108 [compositeBiomarkers 0~N | BEFI(ATZTIN) - - -
109 itemId o - X5 A+$ _ N
110 componentltemIds O | 2~N Be5) (2=F5) ~+$ -
111 biomarkerNames O | 1~N Be5) (2=F5) ~+$ -
112 descriptions 0~N Be5) (2F5) ~+$ -
113 reported o - J-B - true|false -
114 |sequencingSamples 1~N | EEFI(ATZIIN) - - -
115 itemId O - XF5 N+$ - -
116 tumorOrNormal O XFHI[ER] - "tumor”|"normal” -
117 testMethod O XFHI[ER] - "DNA-seq"|"RNA-seq" -
118 duplicateReadsPercentage e - - -
119 mappedReadsPercentage HUB - - -
120 meanReadDepth B - - -
121 medianReadDepth HUB - - -
]

122 suspectedSampleStates 0~N (Y??ﬁ?gﬂi’iﬁ]) - "contaminated"|"deaminated"|"fragmentated"|"degraded" |-
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