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3730xI1 X lllumina, 454, lon Torrent, SOLID, PacBio RS
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Millions of Yield Reagent Reagent Minimum
Instrument Run time® reads/run Bases/read” Mb/run cost/Tun® cost/Mb unit cost (% run)®
3730xl1 (capillary) 2h 0.000096 650 0.06 $96 $1500 %6 (1%)
Ion Torrent - ‘314"chip 2h 0.10 100 >10 $500 <$50 ~$750 (100%)
454 GS Jr. Titanium 10h 0.10 400 50 $1100 $22 $1500 (100%)
Starlight* t ~0.01 >1000 t t + t
PacBio RS 052 h 0.01 860-1100 5-10 $110-900 $11-180 +
454 FLX Titanium 10h 1 400 500 $6200 $124 $2000 (10%)
454 FLX+* 18-20 h 1 700 900 $6200 87 $2000 (10%)
Ion Torrent - ‘316"chip* 2h 1 >100 >100 $750 <%$7.5 ~$1000 (100%)
Helicos’ N/A 800 35 28 000 N/A NA $1100 (2%)
Ion Torrent - ‘318'chip* 2h 4-8 >100 >1000 ~$925 ~$0.93 ~$1200 (100%)
Illumina MiSeq* 26 h 34 150 + 150 1020 $750 $0.74 ~$1000 (100%)
[llumina iScanSQ 8 days 250 100 + 100 50 000 $10 220 $0.20 $3000 (14%)
[Numina GAIIx 14 days 320 150 + 150 96 000 $11 524 $0.12 $3200 (14%)
SOLiD -4 12 days >8408 50 + 35 71 400 $8128 <%0.11 $2500 (12%)
Illumina HiSeq 1000 8 days 500 100 + 100 100 000 $10 220 $0.10 $3000 (12%)
INlumina HiSeq 2000 8 days 1000 100 + 100 200 000 $20 120" $0.10 $3000 (6%)
SOLiD - 5500 (PI)* 8 days >7008 75 + 35 77 000 $6101 <%0.08 $2000 (12%)
SOLID - 5500x1 (4hqg)* 8 days >14108 75 + 35 155 100 $10 503" <%0.07 $2000 (12%)
[Nlumina HiSeq 2000 - V3 10 days <3000 100 + 100 <600 000 $23 470" >50.04 ~$3500 (6%)

Glenn TC.Field guide to next-generation DNA sequencers. Mol Ecol Resour. 2011 Sep;11(5):759-
69. doi: 10.1111/j.1755-0998.2011.03024.x. Epub 2011 May 19.
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NGSqcToolkit

FastaQC/iTools
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Bowtie
/Bwa/Soap

Samtools/GTAK/ Break dancer
Soapsnp
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chri cbr?2 chrd chrd chrd5 chré chr? chrB chrf9  chrl0 chril r12 chr13 chr1d chr15 chri6é chr1? chr18 chr19 chr20 chr21 chr22 chrx chrY
3 . ! d e

Paternal haplotype
Maternal haplotype
Unresolved haplotype
Unassembled gaps
Centromere region
Crossover

% reads covering paternal SNPs
i % reads covering maternal SNPs

Probing Meiotic Recombination and Aneuploidy of Single Sperm Cells by Whole-
Genome Sequencing.Sijia Lu et al;Science 338, 1627 (2012);
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SEG-Map: A Novel Software for Genotype Calling and Genetic Map Construction
from Next-generation Sequencing.Rice (2010) 3:98 - 102
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marker genome build chromosome bp ch
rs3720634 34 4 154399957 100.83
UT 4 154123844 34 4 154502948 100.83
rs3693087 34 4 154614111 101.48
rs6279100 34 4 154676140 101.68
'i— CEL-5 3149134 34 5 3149134 0
B I n EI] %}\ rs13478092 34 5 3601413 03
rs13478093 34 5 3974781 04
== 1:5. E,‘J i;% 1513478094 el 5 4310158 05
LJ_‘. rs3664617 34 5 4474206 0.64
CEL-5_ 4604586 34 5 4603873 | 0.71
rs3666313 34 5 4811401 | 0.79
rs6190354 34 5 4864919 | 0.79
rs6402980 34 5 5438084 164
rs13478097 34 5 h6BET55 | 215
CEL-5 5867251 34 5 hB66538 2.1
anf05.003.512 34 5 6588630 @ 2.21

A High-Resolution Single Nucleotide Polymorphism Genetic Map of the Mouse Genome.PL0S biology, 2006
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A linkage map of cultivated cucumber (Cucumis sativus L.)with 248 microsatellite marker loci
and seven genes for horticulturally important traits.Han Miao,etal.
Euphytica,2011.
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