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Introductior

* In 2015, combined fresh and frozen blueberry (Vaccinium corymbosum) sales were at the * Qut of an assembly of 48349 contigs total for cv. Arlen, 413 genes were selected for further
number 2 position for berry sales in the US, with a market value of over $1.6 billion. analysis.

« Mummy berry disease, caused by the fungal pathogen Monilinia vaccinii-corymbosi, is . T.hese 41.3.genes fit within the .paramete.rs for p-value and fold-change for the t-test and .their
one of the most economically important diseases of blueberries. If left untreated, crop hit descriptions or GO names lists contained key words that were chosen based on previous
damage as high as 50% can occur during normal growing seasons. studies. | o - S

- Next-Generation Sequencing (NGS) is a fast and effective tool for gene expression » Key words include: Jasmonic acid, Salicylic acid, Ethylene, Pathogenesis, Biotic stress,
studies Defense response, Resistance, etc.

. RNA-Seq was used in this study for identifying genes potentially involved in the mummy  Several fungal genes were found in the cv. Arlen transcriptome assembly, indicating that we

. . . still have fungal read contamination of our blueberry sequence data.
berry disease infection process.

 This study will help to fill some of the molecular informational gap for this disease.
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» cDNAlibraries were created using the KAPA mRNA Stranded Seq kit with a target insert size of 200-

300 bp.
» BiooScientific NEXTflex DNA barcodes were used for multiplexing samples. CO NC I USIONS

 Libraries were run at the NCSU Genomic Sciences Lab using the lllumina MiSeq 150bp SR (v3)
service. » Based on the hit descriptions of our 413 selected genes, this data may likely contain promising

» CLC Genomics WB (v9.5) was used for QC, RNA-Seq Analysis, and transcriptome assembly. results for candidate genes for resistance to mummy berry disease.

» Roche 454 genomic reads were obtained for Monilinia vaccinii-corymbosi from Dr. Marc Cubeta and » The 413 genes found thus far in this study will need to be further filtered in order to further
Kathleen Burchhardt and a genomic assembly was made using CLC Genomics WB. narrow down our list of potential candidate genes for resistance.

» BLASTXx 2.4.0+ was performed for the Arlen transcriptome assembly contigs using a local server.  Future work will focus on the addition of more replications and other cultivars along the

« KEGG Pathway Mapping was performed in Blast2GO v 4.0.7 on the entire transcriptome assembly resistance/susceptibility spectrum for comparison.
for Arlen. * More genomic data is also needed for the M. vaccinii-corymbosi pathogen, due to the

* Genes of interest were filtered from the table for the t-test performed in CLC using a threshold p- continued contamination of our blueberry transcriptome data with fungal sequences. This will
value of < 0.05 and a threshold fold change with absolute value > 3.99. allow us to filter fungal sequences out of our blueberry data.
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