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General Information

User: slave.trajanoski@medunigraz.at File Type: HaloPlex Design Report
Workgroup: ZMF Created By: HaloPlex Advanced Design Wizard
Folder: ZMF Timestamp: 16-Dec-2013

Design Information

Design Name: ZMF96cardio

Design ID: 22408-1387190209

Species: H. sapiens (H. sapiens, hg19, GRCh37, February 2009)
Platform: Hlumina

Read Length: 150 bp

Probegroup Summary
Number of Probegroups: 2
Probegroup 1: CP_241012_opt
Probegroup 2 : ZMF96cardio 1

Target Summary
Target Region Size : 463.767 kbp

Amplicon Summary

Total Amplicons: 19958

Total Target Bases Analyzable: 406.062 kbp

Total Sequenceable Design Size: 1.039 Mbp

Target Coverage: 99.46 %

Recommended Minimum Sequencing per Sample: 207.994 Mbp

Pricing: lllumina Tier 1 (Probe Region Size = 0 - 499 kbp; up to 20K probes)

Learn More: www.agilent.com/genomics/ngs
Contact Us: www.agilent.com/chem/contactus
US: agilent_inquiries@agilent.com

Europe: info_agilent@agilent.com

Asia Pacific: inquiry_Isca@agilent.com

Agilent Technologies



Design Details
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