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’ Our products are human genome reports { g it et

Example Customers

BRIGHAM AND I H
’ UDSONALPHA
, W?l:*f']l}%l:i %H!_I?,SFET{S?IT a INSTITUTE FOR BIOTECHNOLOGY

49? for Cancer Research

INSTITUTE

Eg BROAD
ﬂ DU.ke Systems @

UNIVERSITY

BIO|Og)/ Revolutionizing science. Enhancing life.

. Central Nervous System: Schizophrenia, etc.
Disease . Rare-Variant Disease Studies

Studies . Cardiovascular Disease

Cancer: Glioblastoma, Breast, Colorectal, Lung, etc.
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Technology Improvements: Array Density

i and Scan Time ¢ ce Genomics
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Generation 1

8 slides/genome
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~0.1 genomes/
day/instrument

Generation 2

3 slides/genome
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~0.4 genomes/
day/instrument

Generation 3

1 slide/genome
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~1 genomes/
day/instrument
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Examples of Human Genomes Sequenced by ©¢ Complete

. .o Genomics

\ Complete Genomics

Unique | Coverage | Percent of genome
sequencel  Depth SNPs Indels Insertions/
Sample p called .
coverage Deletions
(Gb .
Fully Partially Total Novel % Total Novel %

NAQ7022 241 87 91% 2% 3,076,757 10% 337,604 37% 1.0
NA19240 178 63 95% 1% 4,042,801 19% 496,149 42% 0.96
PGP1 124 45 86% 3% 2,905,517 10% 269,794 37% 1.0
Genome A 152 54 85% 3% 2,839,258 10% 248,784 37% 1.0
Genome B 157 57 92% 2% 3,161,547 11% 350,903 42% 1.1
Genome C 162 57 90% 2% 3,098,371 10% 323,093 39% 1.0
Genome D 211 76 93% 1% 3,152,655 10% 362,684 37% 1.0
Genome E 216 78 94% 1% 3,227,101 10% 400,712 38% 1.0
Genome F 233 84 93% 2% 3,202,015 11% 406,794 41% 1.1
Genome G 236 83 94% 1% 3,294,312 11% 425,883 39% 1.0
Genome H 239 84 94% 1% 3,216,507 11% 390,077 38% 1.0
Genome | 265 96 91% 2% 3,077,710 10% 335,323 39% 1.0
Genome J 283 102 95% 1% 3,279,429 11% 452,940 40% 1.1
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Complete Genomics Delivers a List of ©¢¢ Complete
Sequence Variants in Each Genome 2o

Genomics

The output of genome sequencing can be as simple as a list of ~4
million variants and their impact

locus, haplotype, contig, begin, end, vartype, reference, alleleSeq, totalScore, hapLink/annotation
X ®

30005,1,chr1,10496777,10496778,=,A,A,,121,,
30005,2,chr1,10496777,10496778,del,A,,,76,,dbsnp:rs3215946

30007,1,chr1,10497263,10497264,=,C,C,,120,,
30007,2,chr1,10497263,10497264,snp,C,T,,120,,dbsnp:rs11587326

30012,1,chr1,10500334,10500335,=,T,T,,95,13655,
30012,2,chr1,10500334,10500335,del,T,,,79,13656,dbsnp:rs60778161
X

X
8,143,1,chr1,77984,77984,=,,,100132632,XM_001724183.1,XP_001724235.1,78027,78732,+,UTR,0,Y,,,,,,
8,143,2,chrl,77984,77984,rebnsistent,,?,100132632,XM_001724183.1,XP_001724235.1,78027,78732,+,UTR,0,Y,,,,,,

9,144,1,chr1,78078,78079,snp,A,G,100132632,XM_001724183.1,XP_001724235.1,78027,78732,+,EXON,0,Y,MISSENSE,6
9,144,2,chr1,78078,78079,snp,A,G,100132632,XM_001724183.1,XP_001724235.1,78027,78732,+,EXON,0,Y,MISSENSE,6

10,145,1,chr1,78157,78158,snp,T,A,100132632,XM_001724183.1,XP_001724235.1,78027,78732,+,EXON,0,Y,MISSENSE,]
10,145,2,chr1,78157,78158,snp,T,A,100132632,XM_001724183.1,XP_001724235.1,78027,78732,+,EXON,0,Y,MISSENSE,]
X

PD4,17,1,V,|
PD4,17,1,V,|

173,43,L,0Q,
173,43,L,0Q,
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Variants in Two Genes Detected by

Complete Genomics Sequencing

DMD .
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i Planned Genome Capacity senomics
Expansion

Entry Distributed Centers
Complete Genomics
Genome Center
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Seq

Seq Center geqt
Center enter
Genor_ne Data
Operations
Center Center, omplete Seq
Seq p[e —| Center

Center
Seq l Seq
Center Seq Center
Center

| 2000 | 200 | 2011 2012
Instrument Day 1G/0.1Tb 20G/2Tb 100G/10Thb
Instrument Run 8G/1Tb 80G/10Thb 200G/25Th
100,000 250,000
Genomes per Year ~100 10.000 (Includes additional CGl (Includes additional
’ technology genome CGitechnology
centers) genome centers)
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