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6) ProteoMap Online #:{F ]
1. ProteoMapOnline 1.0 isawebbased toolfor sharing basic LC-MS/MS data such as 2D image
of the LC-MS data, MS/MS spectrum and list of identified proteins and its peptides.
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2. User canupload the 2D image of LC-MS, MS/MS spectrum as a.mgf fileformat and list of
identified proteins as . XML file format (Desk top version of ProteoMap required).
3. ProteoMapOnlinewilldisplay the MS/MS spectrum and identified proteins on the 2D image.

4 The loation of MS/MS data with and without a peptide/proten hitareshownintwo
different colours, blue and red respectively.

Location of MS/MS spectrum Location of MS/MS spectrum both
without protein hit with and without protein his

5. User canchooseto display only the identified protens or only the MS/MS spectrum of
unidentified proteins or both.



Table 11 #ZE#4/ LDNADO 7 LIVEE

Validated by Digital POR _ Validated by NOS _ Class of Mutation

Gene Ghr Number R Basa Observad Base _Amina Acid Change _Allelic Frequency _Codon Ghenge ExonlD
BRAF chr? A T VE00E 105 GTG/GAG  Exon 7 140453075,140453193
KIT chrd A T D816V 10.0 GAC/GTC  Exon 17 55599236 55599358
EGFR chr? AAGGAATTAAGAGAAGCA AA 1E746 - A750 20 N/A Exon 19 55174772 55114870
EGFR chr? T G L858R 3.0 CTG/CCG  Exon 21 55191719 55191874
EGFR chr? c T T790M 10 ACG/ATG  Exon 20 56181293 55181478
EGFR chr? G A G188 245 GGC/AGC  Exon 18 55241614.55241736
KRAS chri2 C T G130 150 GGC/GAC  Exon 12 25398208 25398329
KRAS chri2 G A G120 60 GGT/GAT Exon 2 2530869 2538748
NRAS chr) [ A Q61K 125 CAA/AAA  Exon 3 115256599,115256777
Exon 10
PIK3CA chrd G A E545K 80 GAG/AAG 178835998~ 178036122
PIK3CA chrd A G H1047R 175 CAT/CGT  Exon 3 178951882 178957881
cDX2 chr1d AC A V306fs 415 N/A N/A
ARIDIA chrl Ge G P1562fs 335 N/A N/A
CCND2 chri2 AT A N/A 325 N/A N/A
BRCA2 chrtd CA C A1688fs 330 N/A N/A
ALK chr2 G A P15435 330 CCT/TCT  Exon 2 29415640 29416788
CTNNB1 chrd [¢] A $33Y 325 TCT/TAT  Exon 3 41266017_412686202
FBXW? chrd TC T G667fs 335 N/A N/A
PDGFRA chré G A G4260 335 GGC/GAC  Exon 4 55138561 55138687
APC chrf C T R2714C 330 CGT/TGT  Exon 5 112173250.112181936
NOTCH! chr@ a A P66as 315 CCG/TCG  Exon 9 139409742, 138409852
FLT3 chr13 GGA G 59855 10.5 N/A N/A
FLT3 chr1d A G V1g97A 1185 GTG/GCG  Exon 13 28626682 28626811
IDH1 chrZ G A $2611. 10.0 TCA/TTA  Exon 2 209106718 209106869
CTNNBT chrd GCTT c S45del 100 N/A N/A
MET chr? GT G V231fs 6.5 N/A N/A
SH2D2A/NTRK 1+ chrl AC A N/A 8.5 N/A N/A
ABL2 chrl TG T PB86fs 8.0 N/A N/A
CDHY chrif A G N/A 75 N/A N/A
FANCA chrif ACT A E345fs 75 N/A N/A
NF1 chr1? [ o] 1.626fs 15 N/A N/A
NF2 chr22 AG A P275%s 80 N/A N/A
EP300 chr22 CA Cc K291fs 80 N/A N/A
MLH1 chrd C A L1BT7Maok 85 CTG/ATG  Exon 3 37061801_37061954
FGFR1 chr G A P124L 00k 85 CCC/CTC _ Exon 8 38285439 38285611

# This chromosome location was annatated to both SH2D2A and NTRK1 using hg19 and GRCH37.

% | 187M is the correct annotation with reference to ENST00000383761. It may be observed as L323M in other transcripts,
*k P124L is the correct annotation with reference to ENST0O0000335922. it may be observed as P150L in other transcripts.
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Table 12 1E#4 7 LDNAIZ BT 5 ZKEEDNAEERZR

H>TIL MEE(ul)  RE(ng/ul)  #E(ug) REESE/EXEESE

Standard DNA1 20 59.8 1.2 1

Standard DNA2 20 57.9 1.2 1

Standard DNA3 20 64.8 1.3 0.9

Standard DNA4 18 61.2 1.1 0.9

Standard DNAS 18 59.3 1.1

Standard DNA6 18 61.2 1.1

Standard DNA7 18 64.2 1.2 0.9

Standard DNA8 18 63.6 1.1

Standard DNA9 18 58.4 1.1

Standard DNA10O 18 61.8 1.1 0.9

Standard DNA11 18 50.6 0.9 1.1

Standard DNA12 18 59 1.1

Standard DNA13 18 58.7 1.1

Standard DNA14 18 56.9 0.9

Standard DNA15 18 58 1

Standard DNA16 18 60.6 1.1 0.9

Standard DNA17 18 59.6 1.1 0.9

Standard DNA18 18 54.9 1 1

Standard DNA19 18 59.7 1.1 0.9

Standard DNA20 18 61.2 1.1 0.9
Total 510 40.8 20.8 -

Quant-iT dsDNA BR Assay Kit (Thermo Fisher Scientific) % /o #EEENTTONT.
WEEME/EIEREM) IEBREERR L ZAREDNA EE/HROTHL T (HERES) .
FMEER & LT, fENTICHNE L SHAKIRERE,
AEDNATE BB ROTBET — & ZHIEIC L CEHE L 7.

=R

ﬁlﬁ‘ B,

(%

EOBEEEERRE (Table 11) &



Table 13 #E#4°/ LDNADEEHHRE (Nanodrop ZRHL-RAEE)

H> 7L wE) BE(ng/ul) #=(ug) 260/280 260/230
Standard DNA1 20 60.3 1.2 2.2 1.3
Standard DNA2 20 57.6 1.2 2.1 1.3
Standard DNA3 20 57.9 1.2 2.2 1.3
Standard DNA4 18 55.8 2.2 1.2
Standard DNA5 18 56.4 2.2 1.3
Standard DNA6 18 59.7 1.1 2.2 1.2
Standard DNA7 18 60.3 1.1 2 1.3
Standard DNAS 18 62.1 1.1 2.2 1.3
Standard DNA9 18 57 1 2.1 1.2
Standard DNA10 18 55.8 1 2.1 1.2
Standard DNA11 18 57.3 1 2.2 1.3
Standard DNA12 18 56.1 1 2.2 1.3
Standard DNA13 18 56.4 1 2.2 1.3
Standard DNA14 18 54 1 2.1 1.3
Standard DNA15 18 56.4 1 2.2 1.2
Standard DNA16 18 54.9 1 2.2 1.2
Standard DNA17 18 52.5 0.9 2.2 1.2
Standard DNA18 18 52.8 1 2.3 1.2
Standard DNA19 18 54.9 1 2.2 1.3
Standard DNA20 18 56.1 1 2.1 1.2
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Table 14 Phred 74 U F 4 XA PIZE TS —4 2 R BT OB

Bt D— X ISR Q30R1 Q30R2
Standard DNA#1 474,895,722 47,489,572,200 95.3 93.6
Standard DNA#2 529,964,716 52,996,471,600 94.8 92.0
Standard DNA#3 440,178,726 44,017,872,600 95.5 94.2
Standard DNA#4 469,051,582 46,905,158,200 95.0 93.5

Q30R1: FriH - MEHAHFAICHNTC 1 DHEICHEHSNDY — FO@RE
Q30R2: MdHf##fr(Cd5ULC 2 @R
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Table 15 12#4 /) LDNAL CHEIW-TREH

PITLER N wm | ser | vuvmze| B smen
ID (18 %)
1 chr1 115,256,530 NRAS Q61K G T
2 chr2 29,416,326 ALK P1543S G A
3 chr2 209,106,786 IDH1 S261L G A
4 chr3 37,061,883 MLH1 L187M** C A
5 chr3 41,266,101 | CTNNB1 S33Y C A
6 chr3 178,936,091 | PIK3CA E545K G A
7 chr3 178,952,085 | PIK3CA H1047R A G
8 chr4 55,138,600 | PDGFRA G426D G A
9 chrd 55,599,321 KIT D816V A T
10 chrb 112,179,431 APC R2714C C T
11 chr?7 55,241,707 EGFR G719S G A
12 chr7 55,249,071 EGFR T790M C T
13 chr7 55,259,515 EGFR L858R T G
14 chr7 140,453,136 BRAF V600E A T
15 chr8 38,285,611 FGFR1 P124L*** G A
16 chr9 139,409,754 | NOTCHA1 P668S G A
17 chr12 25,398,281 KRAS G13D C T
18 chr12 25,398,284 KRAS G12D C T
19 chr13 28,626,706 FLT3 V197A A G
20 chr16 68,867,462 CDH1 N/A T C

e

BAFEIZOWTIE, Table 112 5.
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Table 16 SNP 44 E 24 2,294,794 44 FDFER

ID Homo (Ref/Ref) Homo (Alt/Alt) Hetero
Sample | 1,599,066 305,672 385,367
Sample 2 1,599,828 307,376 384,500
Sample 3 1,600,578 307,857 383,589
Sample 4 1,597,215 307,531 387,059
Sample 5 1,600,864 308,225 381,883

Table 17
ID SNPs1 SNPs2 SNPs3 SNPs4
Sample 1 17 41 4 6
Sample 2 19 37 12 1
Sample 3 24 39 9 2
Sample 4 13 23 7 1
Sample 5 25 30 3 2

SNPsl: 2 & s LT H AR NIZF72 SNP Bf

SNPs2: BRI A & bl LT B AR AV 72 SNP B
SNPs3: 7 U7 A&l LT HANIZHiZ: SNP #f
SNPs4: BT V7 NTIFMTEN, BARANIZE SNP B
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Table 18 lllumina HiSeq M 5/ 5 =IEEH (Mb: mega base)

Library type Insert size Mb Mb (Q > 15) Read length
Paired end 260 bp 269,140 261,298 150 nt x 2
Paired end 360 bp | 137,934 132,559 125ntx2
Paired end 660 bp 161,552 154,689 150 ntx 2
Mate pair 2 kb 102,230 97,729 150ntx2
Mate pair 5kb 45245 43,738 150 nt x 2
Mate pair 9kb 46,134 44,512 150 nt x 2

Total N/a 762,235 601,966 N/a

Table19 FUY I VSTROEERK

Library type Insert size Trimmed Mb Mb (Q>15) Actual size
Paired end 260 bp 259,596 257,686 240 bp
Paired end 360 bp 135,509 131,901 330 bp
Paired end 660 bp 154,125 152,814 640 bp
Mate pair 2kb 59,506 58,999 1.6 kb
Mate pair 5kb 27,084 26,920 4.6 kb
Mate pair 9 kb 27,584 27,410 8.6 kb

Total N/a 663,404 655,730 N/a




Table 20 ALLPATHS-LG IZ&k 345/ LAY A XEDHSE

—fE KT ) LA Kk

2,741,890,408 bp

G+C & ik 40.2%
FAEEHIDOEFE (K =25) 27.0%
* GRCh37/hg19 D %51 3,137,161,264 bp
Table 21 ALLPATHS-LG [2& % de novo 71> T O#ERE
contig DIcfEE 1000 bp
4= contig 2% 485,318
4 scaffold & 333,852
% contig £ 2,254,772,438 bp
% scaffold & (gap & 1) 2,535,926,213 bp
NS50 contig 9.3 kb
N50 scaffold 39 kb
N50 scaffold (gap % & Tr) 45 kb
Table 22 PacBio RSl W 5@ bMhf-F—4
PacBio RS II ZA477 1 81 FAT77Y S2 S1+8S2
WA 9,146 Mb 35,694 Mb 44,840 Mb
U— K 757,979 3,673,817 4,431,796
FHY— R 12,066 bp 9716 bp N/a
RBREY—FE 49,865 bp 53,506 bp 53,506 bp
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