Clinical data meeting — July 21 2015

TO DO

Phase 1. Test module for BioTab(all) will go parallel with existing modules using XML
-> will compare BioTab(all) vs XML(all) in the merger output.

Phase 2. will evaluate if remain on picked or upgrade to all( of XML/BioTab)



Unique parameter count table of XML(25) and BloTab(34) for 25 common diseases

* XML mostly has more parameters than BioTab because multiple versions are in slightly different
param names in xml data.
* Itis hard to obtain exactly unique parameter set to compare in xml data and the unique sample

count in xml is rough number.
: BioTab clinical format has two headers.

Clinical P4

|disease [L format [i xml.uniq.p.cout biotab.unig.p.count_hi.¢¥ biotab.p.count_hz‘c{L
ACC clinical 170 164 162
BLCA clinical 171 169 160
BRCA clinical 204 203 194
‘cesc clinical 230 244 234
TcHoL clinical 165 175 162
coap clinical 154 166 159
COADREAD clinical 155 NA NA
bLBC clinical 155 158 184
TEsca clinical 163 169 160
T FPPP clinical 301 NA NA
TGBM clinical 97 115 111
TGBMLGG clinical 150 NA NA
THNSC clinical 164 171 161
TKICH clinical 141 136 128
TKIPAN clinical 146 NA NA
TKIRC clinical 141 147 138
TKIRP clinical 141 150 139
TLamL clinical 166 77 78
GG clinical 143 161 156
Junc clinical 168 172 159
LUAD clinical 151 158 188
TLusc clinical 152 196 186
TMESO clinical 147 154 146
Tov clinical 144 125 122
TPAAD clinical 159 180 173

disease |¥ format |-¥ xml.unig.p.coun ¥ | biotab.unig.p.count|¥ |

HH CESC auxiliary 16 12

AUXI I Ia ry COAD auxiliary is 12
COADREAD auxiliary 15 NA

ESCA auxiliary 15 12

HNSC auxiliary 16 12

PAAD auxiliary 15 12



Biospecimen

: biospecimen parameters are not proper for correlation analysis and will be excluded.

disease |¥ format |.¥xml.unig.p.coun ¥/ biotab.uniq.p.count) ¥

ACC biospecimen 160 127
BLCA biospecimen 168 127
BRCA biospecimen 147 127
CESC biospecimen 160 127
CHOL biospecimen 166 127
COAD biospecimen 158 127
COADREAD biospecimen 144 NA

DLBC biospecimen 155 127
ESCA biospecimen 160 127
FPPP biospecimen 137 106
GBM biospecimen 165 127
GBMLGG biospecimen 173 NA

HNSC biospecimen 160 127
KICH biospecimen 158 127
KIPAN biospecimen 166 NA

KIRC biospecimen 158 127
KIRP biospecimen 166 127
LAML biospecimen 166 83
LGG biospecimen 171 127
LIHC biospecimen 166 127
LUAD biospecimen 165 127
LUSC biospecimen 164 127
MESO biospecimen 157 127
ov biospecimen 160 127

PAAD biospecimen 164 127



Ex. For the variable, “additional_pharmaceutical_therapy” (in SARC-TP)

In XML data

. It is hard to sort the multiple data in chronological order

"patient.follow_ups.follow_up-2.new_tumor_events.new_tumor_event . [ole[siRaNeIgls ) Blo]sleTgl lolal=1V} 4 Rale | IR d sY-YoloT0)Y,
"patient.follow_ups.follow_up-3.new_tumor_events.new_tumor_event. [ole[siRaNeIgl- ) B?]sleTgl lolal-1V} 4 Rele | IR d sY-YoloT0}Y,
"patient.follow_ups.follow_up-4.new_tumor_events.new_tumor_event . [olslskRaTelsls ) Bo1VololiTotel-1V) ot Nelo ) B o (V=Yoo 10}
"patient.follow_ups.follow_up-5.new_tumor_events.new_tumor_event . [elslshRaTelsls BIo1VololiTotel-10) ot Nelo ) B o T-Yolo 1o}
"patient.follow_ups.follow_up.new_tumor_events.new_tumor_event-2, olelsiRaNeIglo ) Bls]1sle[gl lolel-1V} 4 R ele | B d sT-T oo 10},
"patient.follow_ups.follow_up.new_tumor_events.new_tumor_event-3, olelsiRaNeIgls ) Blo]sle[gl lolel-1V} A R ele | IR d sT-YoloT0)Y,
"patient.follow_ups.follow_up.new_tumor_events.new_tumor_event-4, elslshRaTelsls ) Bo1 Vol ToTal=1V) & Nelo } B o (V=Yoo 10}
"patient.follow_ups.follow_up.new_tumor_events.new_tumor_event-5, [elelshRaTelsls ) Bo1 Vol T tal=1V) & Nelo } B o (Y=Y ol0 10}
"patient.follow_ups.follow_up.new_tumor_events.new_tumor_event-6. [elelsiRaNeIsls o1 sleTgl lolal=1V} A R ole | B d sY-YoloT0)Y,
"patient.follow_ups.follow_up.new_tumor_events.new_tumor_event-7. [ole[siRaNeIsls ) Blo]sleTgl lolal=1V} 4 Rale | IR d sY-YoloT0}Y,
"patient.follow_ups.follow_up.new_tumor_events.new_tumor_event-8. [ole[siRaNeIsls) ol sleTglilolal=1V} 4 Kale | IR d sY-Yolo10}Y,
o Te R =T o ) ATV T T ) T T I TV ol o TNV T RN L1 oV T VT Madd i tional _pharmaceutical _therapy
o T o =T o T BT o T AV T RN LT oV L e TN BV M add i tional _pharmaceutical _therapy
o To ) o R=Toh o TV o Vo T AV T £ T R o [ e T AV B Madd it ional _pharmaceutical _therapy
o To b o KTk o TV o Vo T AV T £ T R o e T AT B Ma dd it ional _pharmaceutical _therapy
T o =Ty o TTVNG 0T o TR AV T RN LTV AV T TN B M add i tional _pharmaceutical _therapy
o To b o =T o) o TV o Vo T AV T £ T R o e T AT B Sl dd it ional _pharmaceutical _therapy
o To b =Tk o TV ol Vo T AV T LR T R o e T ATk M add i tional _pharmaceutical _therap




In BioTab data

: there is no multiple versions and two CDE groups(*.nte.txt) have the parameter.
nationwidechildrens.org_clinical_follow_up_v4.0 _nte_sarc.txt

bash: cga®2:/xchip/cga_home/jcho/GDAC/clinicalData/biotab/biotab_data/sarc/ber/biotab/clin 1207 § cat nationwidechildrens.org_clinica
nte_sarc.txt | head -n 2
bcr_patient_uuid bcr_patient_barcode bcr_followup_barcode  new_tumor_event_type  new_tumor_event_site  new_tumor_ev
ent_site_other new_tumor_event_dx_days_to new_tumor_event_surgery new_tumor_event_surgery_days_to nte_lesion_radiologic_length
nte_lesion_radiologic_width  nte_lesion_radiologic_depth  nte_lesion_pathologic_length  nte_lesion_pathologic_widthn
te_lesion_pathologic_depth nte_well_or_dedifferentiated_indicator new_t/HEELORNIHEchT LdrEnS . Org-bloSpecimen-aliquot sarcs Xt
al_tx discontiguous_lesion_count pathologic_tumor_burden radiologic_tuRGEEonNTdechTEdrEnS ORgRbTOSPEC TN anaLy EERSaRCREXTE
_status tumor_multifocal nationwidechildrens.org_biospecimen_cqcf_sarc.txt
bcr_patient_uuid bcr_patient_barcode ber_followup_barcode  new_ne nationwidechildrens.org_biospecimen_diagnostic_slides_sarc.txt
ic_site new_neoplasm_occurrence_anatomic_site_text days_to_new_tumor_ever| nationwidechildrens.org_biospecimen_normal_control_sarc.txt
urgery_procedure days_to_new_tumor_event_additional_surgery_procedure [ROETORNTASCATLARENS ORG DLOSPECLIENPOFELON_SARC EXE
ologic_tumor_depth pathologic_tumor_length pathologic_tumor_width patholl HAETORWLABERT LARENS OFg biOSPECIMEN_protocol _sarc. £xt
dditional_radiation_therapy discofnationwidechildrens.org_biospecimen_sample_sarc.txt
ologic_tumor_burden residual_disease_post_new_tumor_event_margin_status [RGELORWLASCALLArRENS OFg_bLOSPECImEn_Shipment_portion_sarc, txt
nationwidechildrens.org clinical nte sarc.txt nationwidechildrens.org. b105pec1men slide_sarc.txt
bash: cga®2: /xchip/cga_ home/]cho/GDAC/c11n1calData/blotab/blotab dato/sarc/bcr/jnationwidechildrens.org_biospecimen_tumor_sample_sarc.txt
head -n 2¢.txt |
bcr_patient_uuid bcr_patient_barcode  disease_multifocal_indicator

gic  tunor_burden_pathologic new_tumor_event_type  new_tumor_event_site jnationwidechildrens.org.clinical_follow_up_v4.0_nte_sarc.txt
dnatlonmdechlldr‘ens org_clinical_follow_up_v4.0_sarc.txt

nationwidechildrens.org_clinical_nte_sarc.txt
nationwidechildrens.org_clinical_omf_v4.0_sarc.txt

ays_to - new_tumor_event_surgery new_tumor_event_surgery_days_to nte_lesion_ra
lesion_radiologic_depth nte_lesion_pathologic_length  nte_lesion_pathologic.
dedifferentiated_indicator new_tumor_event_radiation_tx  new_tumor_eveny ", . . . . . :
) nationwidechildrens.org_clinical_patient_sarc.txt

mor_event_margin_status . BEE

, ) : , nat10nw1dech11drens org_clinical_radiation_sarc.txt
ber_patient_uuid bcr_patient_barcode  tumor_multifocal diSCONtTyuOUS =T es LUT=C U PO Oy Lo LT O uT Uer Pt
ologic_tumor_burden  new_neoplasm_event_type new_neoplasm_event_occurrence_anatomic_site  new_neoplasm_occurrence_anatomic_sit
e_text days_to_new_tumor_event_after_initial_treatment new_tumor_event_additional_surgery_procedure  days_to_new_tumor_event_addi
tional_surgery_procedure radiologic_tumor_length radiologic_tumor_width radiologic_tumor_depth pathologic_tumor_length path
ologic_tumor_width pathologic_tumor_depth new_tumor_cellular_differentiation additional_radiation_therapy  FLLIRAKI 1NN
I aa R TIENY  residual_disease_post_new_tumor_event_margin_status




In BioTab data
: the *nte (new tumor event) CDE groups have multiple ‘additional pharmaceutical_therapy’.

nationwidechildrens.org_clinical_follow_up_v4.0 _nte_sarc.txt

_ A [ B [ C [ D [ E R [
~ 1 |bcr_patient_ ber_patient_barcode  ber_followup_barcode  new_tumor_event_type new_tumeor_event_site new_tumor_event_pharmaceutical_tx |
~ 2 |bcr_patient_ ber_patient_barcode  ber_followup_barcode  new_neoplasm_event_type new_neoplasm_event_occurrence_|additional_pharmaceutical_therapy |
3 |CDE_ID: CDE_ID:2673794 CDE_ID: CDE_ID:3119721 CDE_ID:3108271 CDE_ID:3427616 |
_ 4 |34C39A6B-D|TCGA-3B-ASHI TCGA-3B-ASHI-F69153 Locoregional Recurrence [Not Available] NO
5 |34C39A6B-D|TCGA-3B-ASHI TCGA-3B-ASHI-FES153  Locoregional Recurrence [Not Available] YES

6 |34C39A6B-D|TCGA-3B-ASHI TCGA-3B-ASHI-F69153 Distant Metastasis Lung YES |
_ 7 |34C39A6B-D TCGA-3B-ASHI TCGA-3B-A9HI-F69153 Distant Metastasis Other, specify YES
~ 8 |F8509C51-3E TCGA-3B-ASHO TCGA-3B-A9HO-F69263  New Primary Tumor Other, specify NO |
~ 9 |BFB21FSB-3]TCGA-3B-ASHR TCGA-3B-A9HR-F69270  Distant Metastasis Lung YES
10 |BFB21FSB-3]1TCGA-3B-ASHR TCGA-3B-A9HR-F69270  Distant Metastasis Liver YES |
11 |BFB21F9B-3]TCGA-3B-ASHR TCGA-3B-A9HR-F69270  Distant Metastasis Other, specify YES

nationwidechildrens.org_clinical_nte_sarc.txt

— A l B [ C [ D I 3 > l L, _ﬁr
' || ber_patient_ ber_patient_barcode  disease_mul discontinuou tumor_burdé nte_well_or_ new_tumeor_|{new_tumor_event_pharmaceutical_tx [res
. | bcr_patient_ ber_patient_barcode  tumor_multi discontiguou radiclogic_tu new_tumeor_ additional_rdadditional_pharmaceutical_therapy res
= CDE_ID: CDE_ID:2673794 CDE_ID:6435CDE_ID:3162 CDE_ID:3162 CDE_ID:3194 CDE_ID:3427/CDE_ID:3427616 CcD

|34C39A6B-D TCGA-3B-ASHI NO [Not Availabl [Not Availabl De-Differenti NO NO RO
- |34C39A6B-D TCGA-3B-ASHI [Not Availabl [Not Availabl [Not Availabl [Not Availabl NO YES [N
= |34C39A6B-D TCGA-3B-ASHI [Not Availabl [Not Availabl [Not Availabl [Not Availabl NO YES [N
v/ |34C39A6B-D TCGA-3B-ASHI [Not Availabl [Not Availabl [Not Availabl [Not Availabl NO YES [N
| AAF93A92-2( TCGA-3B-ASHL YES [Not Availabl [Not Availabl Well-Differer NO YES [N
-1 | AAF93A92-2| TCGA-3B-ASHL YES [Not Availabl [Not Availabl De-Differenti NO YES [N
11| AAF93A92-2I TCGA-3B-ASHL NO [Not Availabl [Not Availabl De-Differenti NO YES [N
' b I F6509C51-3E TCGA-3B-ASHO NO [Not Availabl [Not Availabl [Not Availabl NO NO RO




Biotab data usage in CHOL AWG

: They use only few CDE groups for analysis.

Not used?

3 bio Y¥ cpE groups

Synapse ID: syn2671816 Ccﬁ\ditions

Name

nationwidechildrens.org_CHOL _bio

nationwidechildrens.org_CHOL _bio

| nationwidechildrens.org_CHOL_bio

| nationwidechildrens.org_CHOL_bio

| nationwidechildrens.org_CHOL_bio

nationwidechildrens.org_CHOL _big

nationwidechildrens.org_ CHOL _bio

| nationwidechildrens.org_CHOL_bio

.aliquot.

.analyte

.drug.ts

LSV

sv

followup.t

.patient.

.portion

.radiatio|

.sample

: For the picker pipeline,
only parameters in CDE groups of drug, follow_up, patient, radiation are proper for correlation analysis.
Compared to BioTab data, xml data doesn’t categorize the parameters by the groups and are mixed up.

tsv

tsv

n.ts

sv

Files» | TCGAlive » __|CHOL » | bijlsasaRe s o e s A [l

ationwidechildrens
ationwidechildrens
ationwidechildrens

ationwidechildrens

ationwidechildrens
ationwidechildrens

ationwidechildrens
ationwidechildrens
ationwidechildrens
ationwidechildrens
ationwidechildrens
ationwidechildrens
ationwidechildrens.

ationwidechildrens
ationwidechildrens

.org_biospecimen_aliquot_chol.txt
.org_biospecimen_analyte_chol.txt
.org_biospecimen_cqcf_chol.txt
.org_biospecimen_diagnostic_slides_chol.txt
ationwidechildrens.
ationwidechildrens.
.org_biospecimen_protocol_chol.txt
ationwidechildrens.
.org_biospecimen_shipment_portion_chol .txt
.org_biospecimen_slide_chol, txt
.org_biospecimen_tumor_sample_chol.txt
.org_clinical_cqq¢f_chol.txt
.org_clinical_drug_chol.txt
.org_clinical_follow_up_v4.0_chol.txt
.org_clinical_follow_up_v4.0_nte_chol.txt
.org_clinical_nte_chol.txt

org_biospecimen_normal_control_chol.txt
org_biospecimen_portion_chol . txt

org_biospecimen_sample_chol.txt

org_clinical_omf_v4.0_chol  txt

.org_clinical_patient_chol.txt
.org_clinical_radiation_chol .txt



Params in CDE groups of sample, portion, aliquot, analyte: not proper for correlation analysis

bcr_patient_uuilc bcr_sample_barcode bcr_sample_uuid N

iospecimen_sequence composition current_weight days_to_ collectlon days_t
o_sample_procurement freezing_method initial_weight intermediate_dimension is_ffp
e longest_dimension method_of_sample_procurement oct_embedded other_
method_of_sample_procurement pathology_report_file_name pathology_report_uuidp
reservation_method sample_type sample_type_id shortest_dimension time_b
etween_clamping_and_freezing time_between_excision_and_freezing tissue_type t

umor_descriitor vial_number

bcr_patient_uuid bcr_sample_barcode bcr_portion_barcode bcr_portion_uu
id LCE date_of_creation is_ffpe portion_number portion_sequence
weight

aliquot
bcr_patient_uuid bcr_sample_barcode bcr_analyte_barcode bcr_analyte_uu
id a260_a280_ratio amount analyte_type analyte_type_id concentration gel_im
age_file is_derived_from_ffpe normal_tumor_genotype_match pcr_amplificat
ion_successful ratio_28s_18s rinvalue spectrophotometer_method subpor
tion_sequence well_number

bcr_patient_uuid bcr_sample_barcode bcr_aliquot_barcode bcr_aliquot_uu
id amount biospecimen_barcode_bottom center_id concentration date_o
f_shipment is_derived_from_ffpe plate_column plate_id plate_row q

uantity source_center volume



BioTab format table for all diseases

* BioTab data files saved in .txt by different parameter groups.
* CDE groups in yellow color are mostly useful for correlation analysis.

XML data parameters are not grouped and mixed up so providing all CDEs leads

meaningless parameters to be used in correlation analysis.
* Only parameters in CDE groups of drug, follow_up, patient, radiation are proper for

correlation analysis.

Total 18 CDE groups
u A AVBCDEFGHIJKL__[MNOPQRSTUVWXYZAAABACADAEAFAGAHAIAJAKALAMANAOAPAQ
1| acc blca binp blp brea cesc chol entl coad lbc esca fopp gom hnsc Kich Kirc Kirp laml Jll leml lgg linc Indlbe nnh luad lusc meso misc ov paad pepg prad read sarc skem stad tect thea thym ucec ucs wm
2 | aliguot tftTro00t12tottytyryrryryrtrrooty o0ttt
3 | amyte gt e [5csP  CO |cer  encty R ey ooy [ s | O e e Bhaceal | | e vttt i | 0 o ety |00 oy [t (K i 5 oy o Looemy |
4 {ooel 11 00 & 4 10 4 8 8 § 4 3y yy yo 044y oo 14 10y Yy yyyyyyyyy oyl
Bldgecticslos {1 1 000 QL Oy LU0y a0y oy gyl

Biospecimen |Gfnomacool |1 1 00 1 1 1O T T T T T TTTTOOOIT O0OO0TT T OL LTI TYT LT 1T TLI
7| portion e e e e e e e e ] e e e [ S R e A e A R e
| 8 | rotocol 11 00 & 4 10 4 & 4 § 4 0 00 4 o 0444y o o 14 4 0y § 4 § yy o 4yyy g i1
9 |sample IS e ORS00 s e S s s o It Iy B 8 |
(10fshipmentpoin| 1 1 00 1 210 TP LY LYLLTO0OO0OLTLT OOCTYT DOL LT YTLY LT LT
L1 |slce 3y o0 1 1 4o 1 38 i n yyytooo 04y 00 iy ooy yyyyyyyyyyyyo.
Mgt |1 1 00 1 4 4O U YUY YYYLOOOyY 00 yy Yoy Yy Yyyyyyyyyyygyl
13 farug trtro00ttto?r0to0ot o000t o0ttt
14 nte tt1o00tt?totrtto?rttrtryrooo0trtt 00?0

Clinical 15 fomf v40 tt1o00t?totrotrtotrtyrryrooo0otrtt 00?01
16 | patient trtro00t ottt rtrrto0ort o0ttt
17 | radiaton trtro00t ottt o000t o0ttt
18 |follow_up trtro00t ottt o000t o0ttt
19 | control ooo0000O0TLO0OCO0CO0TCO0CCO0TCO0CO0CO0CO0TCO0CO0OCO0CO0CO0 O0OCO0CTOCDO0DTO0OTCO0CO0OCTO0CTDO0TO0OCO0CO0ODTO0CDO0CO0DTO0CTD0TCO0D0O0O




OPS meeting agenda for clinical update - 2015

June 15, 2015

1. Welcome Tim
2. iCoMut for RAS pathway: status?
a. check integration—at present there are aggregate failures
3. iCoMut for SARC run: presentation deferred until next week, but still have legwork to do
4. Review & parcel out unanswered GDAC list questions
5. Review CompBio projects:
a. Update glinical pipelines to potentially use BioTAB, and reveal ALL clinical parameters--not just picked.
b. Recent/ Upcoming AWG runs:
i. PAAD:
i. CHOL.:
c. Bayesian NMF
d. MGH: horizon?
e. More?
6. Revisit prioritizing next 6-12 month dev window

ere woulg Sam e T
£ view(Gena widnat RFFa-

June 1, 2015

6. iCoMut for RAS pathway
7. Clinical data:
a. why continue to use XML over biotab?
b. Per Gordon: XML was preferred over biotab because
i. it's the source data
ii. from which biotab was generated (by DCC)
iii. and biotab was more buggy
iv. and it comes in packages of 5-6 files per cohort, which was harder to merge
c. we need to provide ALL of clinical, not just our picked subset

lisease cohorts with no RSEM values




Clinical data update agenda - 2015

All clinical features
— current xml data
— BioTab data
=> Will try BioTab first and then will compare with xml.

Up-to-date data
— There are more parameters in followup data versioned (see slide 7)

=> Will update pipeline, SelectionFileGenerator for all followup parameters
such as radiation_therapy.

BioTab data

— XML: 3 txt files generated from the dicer running XML parser

— BioTab: Can BioTab also be generated from the dicer? (Not yet)

=> Will check if BioTab can be added in a parameter in Clinical_Merger.
MSI data

— According to Gordon’s email (see next slide 4), there are CDE groups
unprocessed having MSI data.

=> Will skipped them as our dicer doesn’t work for them.



> Gordon recently reported that he found new data type having MSI info and the data type
| was not processed due to ingestor failures [during the 2014_10_06 GDAC ops meeting.
> According to Gordon, the new data types are as below.
> The files live here:
> 3:24pm gsaksena@voncotator2-dev /xchip/gdac_data/dcc_mirror3/platform_link $ Is -1
*micro*
> coad__cgcc__ nationwidechildrens.org__microsat_i__fragment_analysis __anonymous@
> coad___cgcc_ nationwidechildrens.org _microsat i fragment _analysis tcgadyeo@
>read cgcc_ nationwidechildrens.org _microsat i fragment_analysis _anonymous@
>read cgcc_ nationwidechildrens.org _microsat i fragment_analysis tcgadyeo@
> stad _cgcc  nationwidechildrens.org _microsat i fragment_analysis __anonymous@
> stad __cgcc  nationwidechildrens.org _microsat i fragment_analysis__tcgadyeo@
> ucec___cgcc_ nationwidechildrens.org__microsat i fragment_analysis _anonymous@
> ucec__cgcc_ nationwidechildrens.org__microsat_i__fragment _analysis _tcgadyeo@
> ucs__cgcec_ nationwidechildrens.org_microsat i fragment_analysis _anonymous@
> ucs__cgcec  nationwidechildrens.org__microsat i fragment_analysis _tcgadyeo@
> The corresponding unprocessed flags from the dicer are here, which indicates the ingester
is ignoring this data type:
> 3:27pm gsaksena@cga-cdkn2a /xchip/gdac_data/normalized/sdrf_cache $ Is -1
*unprocessed
> nationwidechildrens.org COAD.microsat_i.mage-tab.1.6.0/txt.unprocessed
> nationwidechildrens.org READ.microsat_i.mage-tab.1.7.0.txt.unprocessed
> nationwidechildrens.org_ STAD.microsat_i.mage-tab.1.0.0.ixt.unprocessed
> nationwidechildrens.org UCEC.microsat_i.mage-tab.1.6.0.txt.unprocessed
> nationwidechildrens.org_UCS.microsat_i.mage-tab.1.0.0.txt.unprocessed




(Current) MSI data obtained from the Merge_Clinical in stddata run

; — .merged_only_clinical_clin_format.txt
=2 H = &% B & (- 2 " & iy [r00% [=:
‘New Templates Open Save Print : Cut Copy Paste Format : Undo Redo : AutoSum Sort Filter | Formula Bar Toolbox Media Zoom : Help
CalibriBody) |®i [12 [&i B I U :f A S % 3 % O MIGEIFE H-P A -
A Home Layout Tables Chafts SmartArt Formulas Data Review
L841 10 @ (= & |

_ A l B | C | D l E [ F [ G l H ] 1 | J l K l L [

1 |v1 [s¥lv2 ¥ V3 [wva [»lvs |>=ive [>»lv7 |»ivs |»iva |»ivio [wlvi1 |»lvi2 [w]va:
678 patient.microsatellite_instability no NA no NA NA NA NA NA NA no NA NA
809
810|| © - .
811]| - =1 —.merged_only_auxiliary_clin_format.txt —

812 | & =5 H = va ) | 2 — v —v 2 " [— _ 7 By 100% :

813 | New Templates Open Save Print : Cdt Copy Paste Format : Undo Redo : AutoSum Sort Filter : Formula Bar Toolbox Media Zoom : Help
814 I D T71 A [§ 0 00 A A

815 : Calibri (Body) - 12 - D 4 A= A P 0 3 00 2.0 f v E - ; z & )

:ig A& Home Layout Table Charts SmartArt Formulas Data Review

818 D25 10 & (=)

819 A

820 1 Vi

822 | 12 |patient.microsatellite_instability_test_results.microsatellite_instability_test_result. mononucleotide_and_dinucleotide_marker_panel_analysis_status
823 | 13 |patient.microsatellite_instability_test_results.microsatellite_instability_test_result. mononucleotide_marker_panel_analysis_status

84|16, @00 COADREAD-TP.clin.merged (1).txt

SHE XD & oI @ 0 @ wmee

821/ 11 patient.microsatellite_instabilitv_te}_resuIts.microsatelIite_instability_test_result.bcr_aliquot_uuid

827 19 | | . . : .

828 | 20 | New Templates Open Save Print | Cut Copy Paste Format A Undo Redo ' AutoSum Sort Filter - Formula Bar Toolbox Media Zoom  Help
'21—— i D ommm omme omm= L e

:;g.zz——Calibri(Body) w2+ B I U E=E=n $ % » % L E=EH-SP- A~

831 :23 - & Home I Layout ] Tables [ Charts I SmartArt ‘ Formulas ] Data ] Review \
24 . ) ‘ ) )

::; = D3507 10 ® fx|

834 26 | |~ A

835 || 27 1 VI. . o o

336 | 28 678 | patient.microsatellite_instability

3487 |patient.microsatellite_instability_test_results.microsatellite_instability_test_result.bcr_aliquot_uuid
3488  patient.microsatellite_instability_test_results.microsatellite_instability_test_result. mononucleotide_and_dinucleotide_marker_panel_analysis_status
patient.microsatellite_instability_test_results.microsatellite_instability_test_result. mononucleotide_marker_panel_analysis_status

Lol
S
&




Parameters

Parameter Name Parameter Expression Mode Default Value
sdrfName Simple_Expression H
doNotCreateManifest -m Literal s
samplestamp* samplestamp Simple_Expression s
annotationids* clin__bio__nationwidechilc Literal H
datapathsfile1* samples.choose(["clin__bi Complex_Expression %
inFile_clinical_clin* samples.choose(["clin__bi Complex_Expression %
inFile_biospecimen_clin samples.choose(["clin__bi Complex_Expression %
inFile_auxiliary_clin samples.choose(["clin__bi Complex_Expression 4
outPrefix* sample_set_id Simple_Expression s

Additional parameters?



_ A [ B [ € [ b [ E [ F N
1 |patient.bcr_patient_barcode tcga-2j-aabl tcga-2j-aab4 tcga-2j-aabb tcga-2j-aab8 tcga-2j-aab9 tcga-2j-aaba
2 | patient.vital_status dead alive dead lalive dead
3 |patient.follow_ups.follow_up.vital_status  NA alive NA NA
4 | patient.follow_ups.follow_up-2.vital_status NA NA NA NA NA NA
5 | patient.follow_ups.follow_up-3.vital_status NA

e wN e

=>

v vatusfor vt | Dead | Aive | Dead | Aive | Dad | dead

Where the value comes from Primary Followup Primary Followup Primary Followup
param versionl param versionl param versionl

As seen in the table above,
Using the latest followup version 3 is not correct

Using only one of versions is not correct
NA in the latest version followup data means there is no update from the previous version.

Thus, data values should be the combination of all versions.
Also, It is not helpful to use the DCC upload date parameter to pick up the latest followup

because the values are NA if there is no change from the previous version.

For the AWG run generator, recommend to check if there are new version of followup data

appeared in the .clin.merged.txt



Vi %]
patient.follow_ups.follow_up-2.new_tumor_events.new_tumor_event.additional_fadiation_therapy |
patient.follow_ups.follow_up-2lradiation_therapy |
patient.follow_ups.follow_up-3.new_tumor_events.new_tumor_event.additional _rau‘lzu‘an:th!‘rzpvj
patient.follow_ups.follow_up-3iradiation_therapy |
patient.follow_ups.follow_up-4.new_tumor_events.new_tumor_event.additional_radiation_therapy |
patient.follow_ups.follow_up-4.radiation_:
patient.follow_ups.follow_up.new_tumor_events.new_tumor_event-2.additional_fadiation_therapy |
patient.follow_ups.follow_up.new_tumor_events.new_tumor_event.additional_radiation_therapy |
patient.follow_ups.follow_ug.radiation_therapy
patient.new_tumor_events.new_tumor_event.additional | radiation_therapy |

patient.radiation_therapy |

patient.radiations.radiation-2.days_to|_radiation_therapy end

patient.radiations.radiation-2.days_to| radiation_therapy |start
patient.radiations.radiation-3.days_to|_radiation_therapy end

patient.radiations.radiation-3.days_to| radiation_therapy |start

747 | patient.radiations.radiation-4.days_to| radiation_therapy end

748 |patient.radiations.radiation-4.days_to_radiation_therapy_start

765 |patient.radiations.radiation.days_to_radiation_therapy_end
766 |patient.radiations.radiation.days_to_ : diation_therapy_start
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- Here, followup version 4 is the latest version but the version number is not chronological
order. Our SelectionFileGenerator and All_CDEs_Parser check all values of each parameter
and assign the latest value.



XML data - “additional_phamaceutical_therapy”
#** CASE1l. How to order 77 **#

patient
patient
patient
patient
patient
patient

Is there

-> find the follow_up nodes

1. find

2. find matches with ".follow_up."
* Is there multiple matches?

.follow_ups.follow_up-2.new_tumor_events.new_tumor_event.additional_pharmaceutical_therapy
.follow_ups.follow_up-3.new_tumor_events.new_tumor_event.additional_pharmaceutical_therapy
.follow_ups.follow_up-4.new_tumor_events.new_tumor_event.additional_pharmaceutical_therapy
.follow_ups.follow_up.new_tumor_events.new_tumor_event-2.additional_pharmaceutical_therapy
.follow_ups.follow_up.new_tumor_events.new_tumor_event.additional_pharmaceutical_therapy
.new_tumor_events.new_tumor_event.additional_pharmaceutical_therapy

follow_up nodes? yes After setting order, do updating across all cases

» U
a node not matched with "follow_up" v::slieorn M] |12 3|NA| 5/ 6/NA

-> find the uppderNdoe P17 NA NA| 3| 2| 5| 4/NA

2.1. find matches with ".upperNode." version

2.2. find matches with ".upperNode-#."

3. find matches with ".follow_up-#." | Comparison

XML data - “days_to_radiation_therapy_start” updated

#** CASEZ2. How to order 77 ** #
patient.radiations.radiation-2.days_to_radiation_therapy_start
patient.radiations.radiation-3.days_to_radiation_therapy_start
patient.radiations.radiation-4.days_to_radiation_therapy_start

If F: override

patient.radiations.radiation.days_to_radiation_therapy_start

Is there follow_up nodes? no

-> find the upperNode

1. fidn matches with ".upperNode."
2. find matches with ".upperNode-#."



