H|O|Ef A E

=

2 34

DE 28 2US SF5HE CHs

s Y s %Eiz

- F2 HO|EH|0] A0 YH|O|EE
ZETO| Al I_E|_§ HC} efHst
HHEIX| ®=

UTR, Non-coding &4} BH0[, CNV
backbone, pan-cancer 80| 207
gl O EZ2E2|0F 07(‘|X|9 ze

'~AgHent

Trusted Answers

=N 27 AYS EECHE LEY
PSR AETPNE 1=

Introduction

ol & A|ZAIS ot x| At

odt =
= =
FoS TARH= O QL0 B 8 =8

0[] oF 85%7F ILatEl Q17 Ale2l T A g
JA S AU ol 2 S MSLICH! Agilent SureSelect
Human All Exon V82 4l 2{4l 7|dt T2 5 MEHT} HYX| £ HIEtO 2 SH= &2lstn
250l A7t ENYLICE I'E2 RefSeq, CCDS, GENCODER 22 2 &5
O|OE{H|O| A L] QIA| THEtE Y FHo|| CHot S2H 0|1 YH|O|EE AHH{2|XIE
NI SELICE O# Tt OfL|2} TERT T2 EQt A| RO CHE A& AR Y IEol= ZEE(X]|
of2 A | gl E e S TRRiLICh 7t S0t M2 0| H0| HOt 5= dsut
AR A A M S Mo Yool Al AIZ Mo Metstih= ML Ch

= O_||_

T
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HBoh= R0f AL FEIEQ Befsl 8L 4= Us AR HA|E LT FHXE
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SureSelect Human All Exon V8+NCV
ZE* ClinVar HO[H|, H2lH|(P) X 7+s3t HRAX|(LP) HolH| =&
ZE*HGMD HO|H|, 2 S SHHO|(DM) ZE

« BEXO|Xt A S Yt 0|7 M LSt (American College of
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= '—:’L SureSelect Mitochondrial Panel 15.7kb
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O3 1. A8RHSHE g 28X SureSelect Human All Exon V8 94 THE 2 i E Tt X3 ohiz Crebot AFE MA &l ZHIXE Aol WEAH| AFSXIt &St Ald AR A2
EH a7 ASE 5L £ AUSLICH AL Fo| HEd ZH X = SureDesign @ 7|8 ZHES AHESHALE SureSelect I MA| Elo| =SS 20t & 7| Pt = AUSLICE
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H1.2E 28 2000 ME2E|= MO = 2 M0| Y A& 2EIX, SureSelect Human All Exon V8 2 IHE 2 CCDS, RefSeq, GENCODES| ZE A& A, ACMG,
ClinVar, HGMD2| & #0[X|, GENCODEO| A M 2|5t Untranslated Regions(UTR) & 0|=Z 2 U E 3 (National Comprehensive Cancer Network, NCCN)0| Al #H & 6H=
FEAQL 22 HHY Q= HIo|HH|0| AL 2|4l FHIXS MO BfL|CE 0| B AlS0A 7 7HsT CHE Al 1id ot Bl md) M HH|XIE Qs E0ELICH ACMG
HOH= ACMGZt 4k A& A|- Ao Ok 274 ETE HESH= 73 RTXLS| Pathogenic(P) & Likely Pathogenic(LP) HO[#|IL|C SureSelect Human All Exon V8+Pan-
Cancere 0|7 =2 & 1724 (National Cancer Institute)Ofl A A& 7Haf HEH A0l 1374K] 242 143 NCCN REXtof| tisl 222l HH{2|X| S MSefLict

SureSelect Human SureSelect Human SureSelect Human Vendor ID Vendor R Vendor T
All Exon V8 All Exon V8+UTR All Exon V8+Pan-Cancer

Target Size 35.1 Mb 38.0 Mb 78.0 Mb 352 MB 34.1 Mb 35.8 Mb 36.5Mb
Design Size 41.6 Mb 49.0 Mb 85.0 Mb 42.3Mb 42.3 Mb 43.0 Mb 42.1 Mb
Coding Content % Database Covered

CCDS Release 22 100% 100% 100% 100% 99.8% 97.9% 97.6%
RefSeq Release 95 100% 100% 100% 100% 97.2% 97.4% 97.2%
GENCODE V31 100% 100% 100% 100% 99.7% 97.7% 97.3%

Non-coding Content

ACMG variants 43.2% 100% 44.3% 43.8% 43.2% 70.7% 78.0%
ClinVar P/LP variants 12.4% 100% 14.3% 14.3% 12.8% 64.5% 98.9%
HGMD DM variants 8.7% 100% 12.2% 9.0% 9.2% 38.4% 54.0%
UTR Content

GENCODE V33 0% 0.31% 100% 3.0% 0% 0.33% 0.88%

NCCN Guidelines

Enhanced coverage No No No Yes, 143 NCCN genes No No No
of NCCN genes
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Untranslated Regionsdi| Clist Z& st {H2|X|E XS 5H= V8+UTR

HEX &[0l chst > 30X AHHZ|X]| 13 3. 571 |7 L vio| 2017 LAE 23t Z2{st Untranslated Region 72| X|. SureSelect
Human All Exon V8+UTR & T{22 QI chiE 3 FHS H0f F{H2|X| S &3 GENOCODE
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HZEl SureSelect Human All Exon V8 A& THE 2 29 Qf Ht0[ 02| HHE|X|E ZHMeLICE
100% O| ELE AE THES ALESIH S A|F AN H2 BIZ O MM HO| MEls A4 dEE 5

UGLICE Pan-cancer 22 519 REXt2] Single nucleotide variants(SNVs), /2 2 Z A (indels),
80% CNVs, translocationsE E&tst= H|M|ZE HO[X|2F Tumor mutational burden(TMB)2t
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V8 12 1:4 1:8

HEX FHHEX|

40% Me 2lo| =il $2t0|E C| A7 2| (Horizon Discovery)2| FFPE #2| €l HD799 DNA 10ngt
SureSelect XT Low Input A|2f 7|ES AT MO0 902 S¢t hybridization2 Sl
-2 A N2 5HEAUSLICE A T2 E = SureSelect Human All Exon V8 Q& 1 (V8 M &
= ChFoh HIE(1:2, 1:4, 1:8)Ql pan-cancer 12 S spike in 5t L HEAGLICE Al E= 2x150bp

V8 ~ Pan-Cancer V8~ Pan-Cancer V8 ~ Pan-Cancer EANFAYD 2MS 2o 15Gb CH2 MEYMSLICE

20%

0%

m V8 EX F7| = 40X AHH2[X| W Pan-Cancer 5 &7/ > 100X #{H{2[X|



I]

Xt

o1 In_'l

1. Choi, M.; Scholl, U. I; Ji, W;; Liu, T; Tikhonova, I. R.; Zumbo, P; Nayir, A.; Bakkalo Iu, A; Ozen, S.; Sanjad, S.; Nelson-Williams, C.;
Farhi, A;; Mane, S;; Lifton, R. P. Genetic Diagnosis by Whole Exome Capture and Massively Parallel DNA Sequencing. Proc. Natl.

Acad. Sci. U. S. A. 2009, 7106 (45), 19096—-19101. https://doi.org/10.1073/pnas.0910672106.

= 8=

SureSelect XT HS/LI/HS2 %! QXT2t =2t

HE AdE 16 Rxns 96 Rxns 96 Rxns Auto
SureSelect XT HS Human All Exon V8 5191-6873 5191-6874 5191-6875
SureSelect XT HS Human All Exon V8+UTR 5191-7401 5191-7402 5191-7403
SureSelect XT HS Human All Exon V8+NCV 5191-7407 5191-7408 5191-7409
SureSelect XT HS/LI/HS22t S 2t

HZE A 2 Hybs 12 Hybs 12 Hybs Auto
SureSelect XT HS PreCap Human All Exon V8 5191-6876 5191-6877 5191-6878
SureSelect XT HS PreCap Human All Exon V8+UTR 5191-7404 5191-7405 5191-7406
SureSelect XT HS PreCap Human All Exon V8+NCV 5191-7410 5191-7411 5191-7412
SureSelect XT2t S 2t

HE dE 16 Rxns 96 Rxns 96 Rxns Auto
SureSelect XT Human All Exon V8 5191-6879 5191-6891 5191-6892
SureSelect XT Human All Exon V8+UTR I Rt 22

SureSelect XT Human All Exon V8+NCV I Rt 22

Magnis NGS Prep A|A&IDt S 2t
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Magnis SSEL XT HS Human All Exon V8, Rev B G9772C G9772D
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