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Next Generation Sequencing (NGS) is a term that applies Figure 1: Diagram showing process of Despite Dikow, et al. [4] reporting a genome size of over 6
to many new sequencing technologies. New datasets are = Figure 1 selllcta il sl s (ks U RawNGS Figure 2 million base pairs, we suggest that the genome size of
generated by NG5 methods faster than raw data can be Benomic DINA IS sequences Into o Vibrio gazogenes is - 4 to 4.5 million base pairs. Both

, fragments which adaptors and primers . , ,
thoroughly analyzed [2]. Since no currently developed are attached to (Green, Blue, and Purple normalized and quality trimmed data produced genomes
technology produces the genome as fragments or short,

ends). A cluster is formed and the Data Quality Contrg ™™g of this size. Species closely related to V. gazogenes
{; 1} - filtering . ‘1] -
a full genome must be “assembled™ through sequences are read starting from both typically have genomes of ~ 4.5 to 5 million base pairs.
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assembly—data quality control, assembly, and assembly assembly process, beginning with raw 7 the raw data. A collective script with the ability to run
verification [7]. Many sequence assembly programs do sequence data. The assembled —e Bbtools (bbnorm and bbtrim), SOAPdenovo2 and/or
not conduct all three steps and often, two or three sequences must be checked for S |

accuracy— a difficult step. Green Control et SPAdes, and QUAST is in development with high hopes of a
separate programs are required to complete the
assembly pipeline. Most of the developed programs are a
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