
Note: Data shown here are 
preliminary, and not to be cited.
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Presentation Notes
Translate the methods in the scientific literature for use in management and monitoring in the state



From: https://www.abmgood.com/marketing/knowledge_base/next_generation_sequencing_introduction.phpFrom: http://www.intechopen.com/books/next-generation-sequencing-advances-applications-and-challenges/next-generation-sequencing-in-aquatic-models

Presenter
Presentation Notes
Human Genome done using the Sanger Method took 11-13 years to complete and cost approximately $100 million compared to NGS methods which may be just several thousand dollars
NGS is done in parallel so multiple sequences are sequenced at a time
NGS may have shorter sequences, however “reads” of a sequence are done multiple times giving the chance of higher fidelity
For example, current project had 18 million 250 bp reads between 91 samples





From: https://www.inlandbays.org/wp-content/uploads/State-of-Love-Creek-Report-FINAL-.pdf
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Presentation Notes
One of the 3 major watersheds in Rehoboth Bay




From: https://www.inlandbays.org/wp-content/uploads/State-of-Love-Creek-Report-FINAL-.pdf
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Presentation Notes
All sampling occurred at the same approximate time and tidal cycle
Software used: QIIME, mothur and sourcetracker




Freshwater

Marine

63% 50% 38% 46% 44%
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Presentation Notes
Freshwater Primary Contact – 185 mpn 100 ml
Marine – 104 mpn 100 ml
Those that are below the level are either ND or very low mpn
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Presentation Notes
No samples were high in Enterococcus
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Jimtown at 153 (FW – 185)
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Jimtown sample lost to spillage













