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AAAGAATGATAACAGTAACACACTTCTGTTAACCTTAAGATTACTTGATCCACTGATTCAACGTACCGTAACGAACGTATCAATTGAGACTAAATATTAACGTACCATTAAGAGCTACCGTCTTCTGTTAACCTTAAGATTACTTGATCCACTGATTCA
AATCAACGTACCGT ACGAACGTATCATTAAGATTACTTGATCCACTGATTCAACGTACCGTAACGAACGTATCAATTGAGACTAAATATTAACGTACCATTAAGAGCTACCGTGCAACGACGAAAAGAATGATAACAGTAACACACTTCTGTTAACK
CGACGAAAAGAATGATAACAGTA CACACTTCTGTTAACCTTAAGATTACTTGATCCACTGATTCAACGTACCGTAAAGATTACTTGATCCA CTGATTCAACGTACCGTAACGAACGTATCAATTGAGACTAAAT TTAACGTACCATTAAGAGCT
TTAACGTACCATTAAGAGCTACCGTGCAACAGTAACACACTTCTGTTAACCTTAAGATTACTTGATCCACTGATTCAACGTACCGTAACGAACGTATCAA'ITGAGACTAAATATTAACGTACCATTAAGAGCTACCGTGCAACGACGAAAAGAATGA
AAAGAATGATAACAGTAACACACTTCTGTTAACCTTAAGATTACTTGATCCACTGATTCAACGTACCGTAACGAACGTATCAATTGAGACTAAATATTAACGTACCATTAAGAGCTACCGTCTTCTGTTAACCTTAAGATTACTTGATCCACTGATTCA
AAGATTACTTGATCCACTGATTCAACGTTAAGATTACTTGATCCACTGATTCAACGTACCGTAACGAACGTATCAATTGAGCTTCTGTTAACCTTAAGATTACTTGATCCACTGATTCAACGTACCGTAACGAACGTATCAATTGAGACTAGCAACG!
AACGTATCAATTGAGACTAAATATTAACGTACCATTAAGAGTCTGTTAACCT TAAGATTACT TGATCCACTGATTCAACGTACCGTAACGAACGTATCAATTGAGACTAAATATTAACGTACCATTAAGAGCTACCGTGCAACGAAAAGAATGATAACA
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Amplicon Summaryl

‘ Number of Amplicon Regions. Total Length of Amplicon Reglons ‘

‘ 144 18,423 bp ‘

Read Level Statistios |

Read Total Aligned Reads Percent Aligned Reads

1 580,920 94.11%

2 570,605 92.44%

Base Level Statistios

Read Percent Q30 Total Aligned Bases Percent Aligned Bases Mismatch Rate

1 9351% 86,900,526 95.00% 032%

2 88.82% 85,290,937 93.11% 033%

Small Variants Summary i

SNVs Insertions Deletions

Total Passing 2 0 4

Percent Found in dbSNP. 63.64% = 25.00%

Het/Hom Ratio 34

Ts/Tv Ratio 34

Veriants by Sequence Context 1

SNVs. Insertions Deletions

Number in Genes 2 0 4

Number in Exons 1

Number in Coding Regions 9 3

Number in UTR Regions 2 0

Number in Splice Site Regions 0 0

Genes include exons, introns and UTR regions. Exons include coding and UTR regions. UTR regions include 5* and 3" UTR regions. Splice site
regions include regi d as splice acceptor, splic . splice site or splice region.

Coverage Summary

‘ Amplicon Mean Coverage Uniformity of Coverage ‘

‘ 9089.1 94.3% ‘

Coverage by Amplicon Region 1
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6. Raczy C, Petrovski R, Saunders CT, et al. Isaac: ultrafast whole-genome
secondary analysis on Illumina sequencing platforms.

Bioinformatics. 2013;29:2041-2043.

7. BaseSpace TruSeq Amplicon App (www.illumina.com/informatics/
research/sequencing-data-analysis-management/basespace/basespace-
apps/truseg-amplicon-2005003.html). Accessed 04 January 2016.
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December 2015.


http://www.illumina.com/informatics/research/experimental-design/designstudio.html
http://www.illumina.com/informatics/research/experimental-design/designstudio.html
http://www.illumina.com/techniques/sequencing/dna-sequencing/targeted-resequencing/targeted-panels.html
http://www.illumina.com/techniques/sequencing/dna-sequencing/targeted-resequencing/targeted-panels.html
http://www.illumina.com/techniques/sequencing/dna-sequencing/targeted-resequencing/targeted-panels.html
http://www.illumina.com/techniques/sequencing/dna-sequencing/targeted-resequencing/amplicon-sequencing.html
http://www.illumina.com/techniques/sequencing/dna-sequencing/targeted-resequencing/amplicon-sequencing.html
http://www.illumina.com/techniques/sequencing/dna-sequencing/targeted-resequencing/amplicon-sequencing.html
http://www.ncbi.nlm.nih.gov/pubmed/21983784
http://www.ncbi.nlm.nih.gov/pubmed/21983784
http://www.ncbi.nlm.nih.gov/pubmed/21983784
http://www.ncbi.nlm.nih.gov/pubmed/19722839
http://www.ncbi.nlm.nih.gov/pubmed/19722839
http://www.ncbi.nlm.nih.gov/pubmed/19722839
http://www.ncbi.nlm.nih.gov/pubmed/19233905
http://www.ncbi.nlm.nih.gov/pubmed/19233905
http://www.ncbi.nlm.nih.gov/pubmed/19233905
http://www.ncbi.nlm.nih.gov/pubmed/22101854
http://www.ncbi.nlm.nih.gov/pubmed/22101854
http://www.ncbi.nlm.nih.gov/pubmed/22101854
http://www.illumina.com/informatics/research/sequencing-data-analysis-management/basespace/basespace-apps/isaac-enrichment-1253252.html
http://www.illumina.com/informatics/research/sequencing-data-analysis-management/basespace/basespace-apps/isaac-enrichment-1253252.html
http://www.illumina.com/informatics/research/sequencing-data-analysis-management/basespace/basespace-apps/isaac-enrichment-1253252.html
http://www.ncbi.nlm.nih.gov/pubmed/23736529
http://www.ncbi.nlm.nih.gov/pubmed/23736529
http://www.ncbi.nlm.nih.gov/pubmed/23736529
http://www.illumina.com/informatics/research/sequencing-data-analysis-management/basespace/basespace-apps/truseq-amplicon-2005003.html
http://www.illumina.com/informatics/research/sequencing-data-analysis-management/basespace/basespace-apps/truseq-amplicon-2005003.html
http://www.illumina.com/informatics/research/sequencing-data-analysis-management/basespace/basespace-apps/truseq-amplicon-2005003.html
http://www.broadinstitute.org/gatk/
http://www.illumina.com/documents/products/technotes/technote_somatic_variant_caller.pdf
http://www.illumina.com/documents/products/technotes/technote_somatic_variant_caller.pdf
http://www.illumina.com/documents/products/technotes/technote_somatic_variant_caller.pdf
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Sequencing System
MiniSeq System
Sequencing Kits
MiniSeq High Output Kit (75 Cycles)
MiniSeq High Output Kit (150 Cycles)
MiniSeq High Output Kit (300 Cycles)
MiniSeq Mid Output Kit (300 Cycles)
Custom Targeted Sequencing Kits
Nextera® Rapid Capture Custom Kits (48 samples)
Nextera® Rapid Capture Custom Kits (96 samples)
Nextera® Rapid Capture Custom Kits (288 samples)
TruSeq Custom Amplicon v1.5 (96 samples)
TruSeq Custom Amplicon Low Input (96 samples)
TruSeq Custom Amplicon Low Input (16 samples)
TruSeq FFPE DNA Library Prep QC Kit

TruSeq Custom Amplicon Index Kit
(96 indexes, 384 samples)

TruSeq Index Plate Fixture Kit

TruSeq Index Plate Fixture and Collar Kit (2 each)
Predesigned Targeted Sequencing Kits
TruSight One (9 samples)

TruSight One (36 samples)

TruSight Cardio (12 samples)

TruSight Cardio (48 samples)

TruSight Inherited Disease Panel (4 enrichments)
Predesigned Targeted Sequencing Kits for Cancer
TruSight Tumor 15 (24 samples)

TruSight Myeloid Sequencing Panel (96 samples)
TruSight Cancer Panel (4 enrichments)

TruSeq Amplicon Cancer Panel (96 samples)
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Catalog No.
SY-420-1001

FC-420-1001
FC-420-1002
FC-420-1003
FC-420-1004

FC-140-1007
FC-140-1008
FC-140-1009
FC-130-1001
FC-134-2001
FC-134-2002
FC-121-9999

FC-130-1003

FC-130-1005
FC-130-1007

FC-141-1006
FC-141-1007
FC-141-1010
FC-141-1011
FC-121-0205

OP-101-1002
FC-130-1010
FC-121-0202
FC-130-1008
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