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SureSelect Human All Exon V8 I&. RefSeq. CCDS. GENCODE 7 =4~ —ZXDORHFTDIEIRICE
SWTEYNOEI-RBEENN—T5. FENEIVTIVEEBHLTWET, o0 TERT 70
TP MHEOIIYV—LTIEBRATNTVWRESDBF Y IFrOEELVWI IV HAN-LTVE
Yo BMFEEICEIIO—TJT P L VWEE 7O X 2B L TH 0. SureSelect Human All
Exon V8 &, HIH 41.6 Mb ORI B TH 121 XIZLD. ERT /LD 35.1 Mb &2—4" v ME
HWAEAN—=LTVWET, COTHFA VKD BNIZZ—T VIV Uy F X MEREC . SR CE AN
WMENBVWIOY— LY=o IHRIBLET, SHICSRILIEAIRB RN F TEEINTED,
VETEETIHBE LU —BEOH2EREF/EICNTIET,

SureSelect Human All Exon V8 [&. fERELDER TN TS SureSelect XT #—47wbI>UwFX
YR RTFLDIEN 90 BEVWSEREONATUACE—> 3> ORI ERABL 1 BToY >
JLEAEIH ATEE A SureSelect XT HS2. SureSelect XT HS. SureSelect XT Low Input. SureSelect
QXT SATSVUFARE « 2= I VY FAN Y RTLEEDICERBBETY, V8 TV —LT—
7703 NAZIIL—=TvbDOF > FILARZERIFTTS Bravo NGS BENMEL R T LB L UVL2BED
Magnis NGS Prep Y RFLEBEMENHDET, O~V RT—2% NUTVEOFIR. LR—bDIE
AV ETRE7R: Alissa Interpret ZERL CREICMIETZ A TE. BHENARIIV—LY—T2RY
Va—>a>ziMLEd,
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Small Design Footprint Native Automation
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High-throughput and
walkaway automation with
the Bravo and Magnis
systems, respectively

Improved Manufacturing Excellent Enrichment
Process Performance

S

Improved process and probe
printing targeting both
DNA strands

Efficient probe design
that is more economical
to sequence

>

Deeper and more
uniform coverage
across target regions

]

Variant calling, interpretation,
and reporting with the Alissa
Informatics Platform

UTRs
Clinical content
Custom content

(\
S

N
Up-to-date database
coverage for CCDS,
RefSeq, and GENCODE

Machine learning-based
probe selection and
placement

Predesigned and Seamless
Custom Content Analysis Workflow
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Machine Learning Exome
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F LU Human All Exon V8 13 10 F A EICR.3R SureSelect DTz £ I, HIMFE R ICL>THANL Y D EMREHAE ELTUVET,
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Target Coverage

100 97 9696 95 g3

90 90
90 86
. 81
80 74
20 69
& 63 2. SureSelect Human All Exon V8 I3 20X ~ 50X Q1§
60 54 LWL YSTOEWANLYSELUBVANL Y ShR(Ez
- Rl ChETUEICRRICNY 7Y M EIRIEATAE
ITOV—LSA75UEE& O TONILTIR>THARL.
40

lllumina HiSeq 4000 T —47>X%ZfTWE LT, IRTOY

% bp = 20X % bp = 30X % bp = 40X % bp = 50X Median read VTS OWT, F—28% 5 Gb IS L TR T\ &
coverage L=

mSSEL V8- 1 Plex m SSEL V8 - 8 Plex Vendor T - 8 Plex

Normalized Coverage across GC%

40000 _
Exon Count o
2.0 Unbiased 95000 3
—e— SSEL V8 30000 <
g 15 | —e—VendorT 25000 % 3. SureSelect Human All Exon V8 (&[5 GC S&(C
o £ HLTEDE—BANLY SERT
3 o | —e——t— 20000 W GC FENBLER - BVEREICRERANLY UERL.
. ~— 3 15000 £ CNSOBETEANLY S DIBICNY T R BT ATEE
% 10000 @ HHMBEVWCEZSNET, TIV—L51T5UIE 8plex ©F
& 05 ks L7—ILTEHOTORILTICRESTIEL. lllumina HiSeq
5000 g 4000 TS =72 EFVE Lo TRTOH L TILIZDNT,
0.0 0 8 F—58%5Cb IEELLTRINETL E LI
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A Coverage Uniformity B Enrichment Specificity c Sequencing Efficiency
Fold-80 Base Penalty % Reads on Target Number of Samples on a
NovaSeq S1 Flow Cell
70
1.55 1.53 80 71
65 63
1.50 61 59
60
1.45 o0
55
1.40 1.37 136 52 40
1.35 50
20
1.30 I 45
1.25 40 0
SSELV8 SSELV8 VendorT SSELV8 SSELV8 VendorT SSEL V8 Vendor T
-1Plex -8Plex -8Plex -1Plex -8Plex -8Plex

4. SureSelect Human All Exon V8 BENEIVUYFAYMNT =TV RERL, =72 XXM EHIFHETEE

A) SureSelect Human All Exon V8 I&fold-80 base penalty EEAMEWVIESHELWITH—TVR) TAESNZ DALY DH—EICBNTVWET, B) 7202 —4whXR|C
DLTHENTED, TUYVEHICHLTEWVEEE TH B rh "IN E LT, C) SureSelect Human All Exon V8 OWEMATH 1> rmWiT74—<I >V RUTED, > —
TYUZAANEHEIRL. KDZLLDOY>TILE 1 BOS—T VAT VICEHEZZEDABEICEDE T, TIOYV—LZ17ZUIE 8plex DL F—ILTELOTONDILICHRESTH
L. 90 % DMEFHH 30X ULDANLY P HER T Z/DICKRBEBRY—T Y REZDHEIZ. NovaSeq S1 70—t TREFICS — 7V AAREA T > TV EZEHTE L £ LT,

EBnfcx oV —LANLyS

A 20X U ED B 20X U ED (] ACMG 59 BI=FICHITS
ANy D RefSeq TIYV YV Ly P D RefSeq BIZF 20X U EDANLYS DI
200,000 15,000 1,050
179,645 14,168 1,009
180,000 14,000 1,000
968
160,000 13,000 950
140,000 12,000 900
11,261
120,000 113,532 11,000 850
100,000 10,000 800
SSEL V8 Vendor T SSEL V8 Vendor T SSEL V8 Vendor T

[ 5. SureSelect Human All Exon V8 /XX LIZBNT-:T OV —LANL YO ERR

SureSelect Human All Exon V8 /SxLId. bR tb. RefSeq TV > Tld 58 %(A). RefSeq EEFTlE 26 %(B) Z< DT 20X U EDHNL Y HESNT
WET, (C) £/ BBREYICE A7 ACMGH9 EIEF Tld. SureSelect Human All Exon V8 /X3J)LId. £DZLDIT IV YT 20X U EDANLY OHEENTVET, IOV —
LSA4T5IE 8plex DFLT—ILTEEOTONIILTICRES>THHRIL. lllumina HiSeq 4000 T 2x100bp J—REZBVTY = Y2 ZITVWE LT, TATOH U FILIZDL
T T—42% 5Gb IIEE L TR ZTTVLE LT,
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A EOEBEGFICBITS B FRBRBEFD 20X U EDHNLYS
20X A EDANLYS DT O
7,000
400
6,003
6,000 950
300
2
5,000 S 250
(@]
5 200
4,000 3,723 g 150
e
=}
Z 100
3,000
50 .
2,000 0 — — —_— —
SSEL V8 Vendor T 100% 95% t0 99% 90% to 94% 80% to 89% 70% to 79% Below 70%

ANLY S DEIE
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[ 6. SureSelect Human All Exon V8 NXI)LIEHMRBICEET 3 BEFICHTIEOEVANL YO EZRL, KEORELARZINI T M LDEBN-RETRETEE
INBOBMEBRERR 448 FICHIST S 438 BEF/NRILDANLY D HE T IV LN CEBGEFLANILTETFLTWETD, A) SureSelect Human All Exon V8 /=L I
438 BOEEFICDVWT. TOVULANLTENLANLY D ZRLTVWET tttRGR AR 60 % Z<DTIY>T 20X UEDHNLYIHESNTWET, B) Feo
SureSelect Human All Exon V8 /S&JLIF. bt &G EEAR 100 % OIBED 20X U EDOANL Yy I THZBEZTRICHAN— L LIEBIC. TRICHAN—T2EETH 24%
ZVWIEHRINTVET, TOV—L51T5UIE 8plex DTL T—ILTEADTORILTICHES>THHEL. llumina HiSeq 4000 T 2x100bp U—REBWVWTS —47 V2%
TWELTco IRTOHY I TIICDWT, T—48% b Ch ITRE L TR ZITVWE LT

I=-a7IeBEEtD7—o70—T—EBLINI7FA—I X% XIR

A Fold-80 Base Penalty B #A>&Z—4vbtDU—RDEIE (%) C % bp = 30X D Median read depth
1.6 80 98 90
1.5 70 96 80
1.4 ﬁ i 60 -_ 94 g 70 —ﬁ—
1.3 $ 50 92 60
1.2 40 90 50
1.1 30 88 40
1.0 20 86 30
B Manual [ Bravo M Magnis

[® 7. SureSelect Human All Exon V8 X ILIZZ a7 I BEMEOHmE DS TS VART, —BLENTF—T VX ERIR

Bravo NGS B#ft > 274 ¢ Magnis NGS Prep S RTFLDZ1ISVARD/NT+r—< >Rt BRENE RERBROSEREEE ICLZFEETONTF—I VAU
HEYTEIEHARINE LI IRNTOT—2 70— IZHWT, Coriell Institute (Camden, New Jersey) @ HapMap #°/ s DNA 200 ng & /N R THT AL L. 7> Ty
FELTHWEL ., ¥ZaT7)L ((FEE 4% G5F 10 >7)L) £ Bravo (8 4> FIL) @D —- 70—, SureSelect XT Low Input Reagent v~ Z2FWVWTS 17U
HEITW T FvTFoHic0 1 5>FIL (I-plex) T 90 DDONATVEAE—>avIZED IV UyF AR EITVE LT, Magnis QEIDS>. G5F 10 B> 7IL) 07—
70—\ Agilent Magnis SureSelect XT HS Human All Exon V8 #FWVWTS1 7S UDBR ATV E LTz, Rev B FuhTld ARIZBRICHTIINTVET, B TILId.
lllumina HiSeq 2500 (¥=a7)L& & Bravo) F7ziF HiSeq 4000 (Magnis) T 2x100bp U—RD> =7 > &V U—R#Z 50 M U—R (HLUET—2E 5Gh)
ISR L TRRIT 21T W & LT,
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SureSelect Human All Exon V8 /XxJLId. DT IR—ROT7FU/r—>3>TH 5 Agilent SureDesign ZERALT. TIYV— LS — TV RAINERZ—7y MERTF/ XL Z
B ICBMTE T, V8 TV —L/SH/LIE Bravo ¥ Magnis IC&3BEME* Alissa Clinical Informatics 75w k74— L X DBENAIEET. RIBAMT(LEHNET,
NAZI—TF YT T =23 ERO Bravo NGS B8t Y 27 L ETHEBICS 1 TSVARNEBEEL TS 8&A 96 ¥V TV ERNET 20 ICHBRIEERBIZHTH 60 2
T, Agilent Magnis SureSelect Human All Exon V8 % kD&% (E Magnis NGS Prep ¥ 27 AL ETHERATZ/-DICHSH LOHDEINTVET  MELFIEZEEBIL.
EBDOIVEHRE L. EBHRZEEO T YFICEY T 2D TN 10 DT TY, 20RIF EBTIEET 20 E(137%2< Magnis X7 AIE 9 FEMAIC8 DO VY —
L1751 EFARLET, Alissa Clinical Informatics 75w b T4 —LIZED. NUTVRD TRV TRT/T—2a3>, BEYDERCOBRT—770—-0EE8EN
AIRET. CNICKDBEESRPDFREBZESRTIET / LDONI T COFHRIER, EE. LR MERA EEEICHRDFT,

" SureSelect Human All Exon V8 & CCDS release 22. GENCODE release 31. RefSeq release 95 @ 2019 £ 8 B S DIBRICESWT 2>/80 B I —R$ 3588 % 100 %Hh/N\—F23>7>
VEBHLTWETD,

TE&HOBRIZDOWT, Coriell Institute (Camden, New Jersey) @ NA12878 4/ L DNA R L. EHOTOR N EREL TICH Y TILBAREITOE LTce 22—k DNA BIZDWTIE,
SureSelect Human All Exon V8 (& 200 ng. T #®&ICDW\WTId 50 ng (T #0070 ILTIEESNIE) ¥ L& L7, SureSelect Human All Exon V8 (2L Tld, J/NUXTHIF{LL7= DNA 2/
LT SureSelect XT Low Input SEF v T 1 Fv7FvHcD 1 27 (I-plex) F7eld 1 FvFFvHicD 8 2T (8-plex) TO0 DNATUAAE—2avICED IV Uy F AU EITVE LT,
T HERICOVTIE, BRTHAELE DNA ZBVT, 1 Fv7FvH7ch 8 T B-plex) TH—N—=FArDONATVLAE—2aVICED IV Uy FAYRETVWE LT, IATOY T ILIE
lllumina HiSeq 4000 T 2x100bp ®>—47>2 %47V U—REE 50M U—R (HLIET—%2E 5 Gb) ICIZ# L L. AR MT 2 BED 77 1ILE BUWTEIT %170 % L7z, Fold-80 base penalty
|& Picard HsMetrics (Broad Institute) Z HHVWTEHLF LIz Z7>2—47 v hU—ROE GG Z—7vMEHICHLTE0 % U EA—NZYFLTVWBE)—ROBEIZ—DICvEYTIN)—RD
HTEBZLICKDEELF LI

SE XK

1. Kingsmore, S. Comprehensive Carrier Screening and Molecular Diagnostic Testing for Recessive Childhood Diseases.
PLoS Curr.2012, 4, e4f9877ab8ffag.
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SmEE 16 Rxns 96 Rxns 96 Rxns Auto
SureSelect XT HS Human All Exon V8 5191-6873 5191-6874 5191-6875
Sure Select XT Human All Exon V8 5191-6879 5191-6891 5191-6892
BmEE 2 Hybs 12 Hybs 12 Hybs Auto
SureSelect XT HS PreCap Human All Exon V8 5191-6876 5191-6877 5191-6878
RmgE 32 Rxns 96 Rxns

Magnis SSEL XT HS Human All Exon V8.Rev B G9772C G9772D
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