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NCGR Sequencing Center

8 solexa
sequencing
machines
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Genome Center
IT Infrastructure

m Data Storage
m  Sun X4540 - Dual Processor, 2 X 4 Core, 32GB RAM, 48TB file server - hoover
m  Sun X4500 - Dual Processor, 2 X 2 Core, 32GB RAM, 24TB file server - silo
m Image processing/Basecalling
m  Sun X4150 - 2 x 4-core processors, 8GB RAM, 584GB disk— madrid, shiprock
m  Alignments, Variant detection and/or expression analysis - Alpheus
m 50 Sun x6220 Blades (200 Cores, 800G RAM, 14.6 TB disk) — shredder
m 30 x Dell Blades (60 hyperthreaded cores 120GB RAM, 2.1TB disk)
m 2 X Sun X4450 — 4 x 4-core processors, 64GB RAM , 584GB disk — aztec, tesuque
m 1 Xx Sun X4600 — 2 x 2-core processors, 64GB RAM , 584GB disk — lasvegas
m Sybase DB storage - Alpheus
m 2 X Sun V490 - 4 x 2-core SPARC processors, 16GB RAM, 292GB disk
m 6140 SAN with 40 TB disk, 4 Gb/s Switch fabric
m  Wx2 DB storage — Alpheus 9TB DB Storage
B 4 x Sun X4240 — 4 x 4 core processors, 64GB RAM, 2336GB disk
m 1 x Sun X4140 — 4 x 4 core processors, 64GB RAM, 1168GB disk




Genome Center
IT Infrastructure

Cores RAM Disk

m Data Storage
12 64 GB 72 TB
m Image processing/Basecalling
8 16 GB 1TB
m  Alignments, Variant detection, Gene expression - Alpheus
296 312GB 3.5TB
m Sybase DB storage - Alpheus
16 32 GB 41 TB
m  \Wx2 DB storage — Alpheus 9TB DB Storage
80 320 GB 10.5TB
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Medicago truncatula

m BAC by BAC reference assembly of A17
m Euchromatic chromosome arms
m Approximately 300 Mb of 500-550 Mb genome
= International Consortium




Medicago Hapmap Project

Sequence 30 lines deeply
m —30X coverage
Sequence 350-400 additional lines
m —5X coverage
Variant detection

= SNP Currently we

= Indel have sequence
m Structural variant data for 18
SNP imputation lines

Haplotype definition
Population genetic studies
Comparisons to symbiotic phenotypes




Origin and distribution

- NCGR
htto:/Z7/wwwl1l.montpellier.inra.fr/BRC-MTR/mauagauio/mau




Core Collections
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alpheus.ncgr.org

&) pileup - Mozilla Firefox
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Skim sequencing (1.5X coverage)
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1.5x coverage

1/3 of genome has enough coverage for snp detection
160k SNPs

5 SNPs per kb




Average Solexa Quality Score
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iIngle run: 18 Gb and 35X

Average Quality Along Solexa Reads

TotalReads
lanei: Jemalong_A17_Varma_Texas_1998 16424841
lane2: Jemalong_A17_Varma_Texas_1998 19415843
lane3: Jemalong_A17_Varma_Texas_1998 17423582
laned: Jemalong_A17_Varma_Texas_1998 16615486
lang5: PhiX 6287287
lane6: Jemalong_A17_Varma_Texas_1998 15669583
lana7: Jemalong_A17_Varma_Texas_1998 15698602
lane8: Jemalong_A17_Varma_Texas_1998 15938708

PassReads
13628862
15882007
15069380
14386148

5774716
13627534
13480275
13344118
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Resequencing of Al7
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Venn Diégram of SNPs
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Medicago HapMap™- Mudge & May
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