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R6 1s based on the Ragout algorithm. It 1s designed to scale
up to billions of short sequences and yet maintain a good
complexity, both in terms of sequence and assembly
length. MeSKILL — Transcriptome assembler for several
eukaryotic genomes, based on overlapping reads. Scripture
— A new ultra-fast short read assembler with high recall
and sensitivity for RNA-Seq samples. SOAPdenovo?2 —
Short-reads assembler for second-generation sequencing
reads. Velvet — Short-read assembler for genome assembly.
Trinity — Gene 1soform clustering and assembler for
transcriptomes. Trans-ABySS — Trans-contextually aligned
BAM files index and trans-join onto a reference. BESSTI —
The Bespoke Error-Correcting Short-read Transitions
Inversion Aligner. Short-read mappers The short-read
mapper (also called aligner) programs map the RNA-Seq
reads onto a known reference genome. Therefore they are
the first program of the analysis pipeline. There are several
free short-read aligners available on the Internet: Read
mapping with Bowtie2/Bowtie Bowtie2 was developed as
an ultrafast aligner for next-generation sequencing reads.
It’s based on the Bowtie software. Bowtie2 is the successor
of Bowtie. It was developed by Dr. Samuel J Isaac,
originally called SMALT. Read alignment with Bowtie2 is
fast (up to 10 times faster than Bowtie) and it uses Bowtie
for indexing the reference genome. It can work with

2/4



unaligned reads or aligned reads. The Bowtie2 alignment
algorithm 1s quite fast. It’s used in many bioinformatics
projects. Download: Bowtie2 Mapping with TopHat
TopHat 1s an ultrafast splice junction mapper for short-
read RNA-Seq data. It can also be used for mapping
genomic data, and 1t supports both unaligned reads and
aligned reads. Download: TopHat Mapping with Cufflinks
Cufflinks 1s a robust, very fast and accurate tool for
transcriptome assembly based on read mapping. Download:
Cufflinks Mapping with STAR STAR is an ultrafast
aligner for RN A-Seq reads. It’s a splice-aware mapper.
STAR uses a generalization of the short-

The sequences were assembled using Geneious R6 and
then aligned with the . The sequence data has been
submitted to GenBank under accession numbers
KC682104-KC682473. When comparing the files, it
turned out that the sequences KC682104 and KC682473
are almost identical. And the sequence KC682104 found in
the human genome has nothing to do with this.I was happy
as a pioneer in the Guinness Book of Records. I knew that
this sequence was not found in the human genome, that it
was found after the human genome had been sequenced.
But I didn't know what it really was. I thought it was some
sort of mouse genome. fffad4f19a
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