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Abstract

The false moray eel, categorized under the family Sequences

of Chlopsidae, order Anguilliformes, is one of the 0
most well-known eels, with over 100 species |
occupying tropical oceans worldwide. The sample
of this study was collected from the Cayman
Islands. The application of the Next Generation
Sequencing (NGS) method in generating the
genomic sequences has led to a great expansion
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of genomic resources in NCBI. These resources
are very useful tools in population genetic,

Total Sequences

phylogenetics, and novel transcript and protein
identification. The present study reports, for the
first time, the annotated transcriptome of
Kaupichthys hyproroides. Our functional
annotation analysis led to annotation of 9,000
sequences. Regulation, Integral to membrane,
and ATP-binding were the most frequent
observed functions. This annotated data will
increase the protein content of NCBI for
Kaupichthys hyproroides by a factor of 21,153%
(from 52 proteins to 11,000 proteins).

Methods

1) Sample collection and RNA preparation

2) lllumina sequencing and quality control

3) De Novo Assembly

4) Similarity search and functional
annotation were done by comparing the
transcriptome sequences to all protein
databank in NCBI, using BLAST2GO

program.

Out of a total of about 23,000 sequences, about
9,000 were functionally annotated.
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regulation ...
oxidation-reducti... 1
protein phosphorylation 1
proteolysis 1
transmembrane transport 1
metabolic process 1
transport 1
phosphorylation 1
regulation of Rho prote... 1
heart contraction 1

cell adhesion 1
sarcomere organization 1
translation 1

protein folding 1

signal transduction 1
protein transport 1

cell morphogenesis 1
intracellular prote... 1
nucleosome assembly 1
ATP catabolic process 1
mMRNA processing 1

lipid transport 1
ubiquitin-depende... 1

skeletal myofibril assembly 1
translational initiation 1
regulation of Rab GTPa... 1
multicellular organism... 1
GTP catabolic process 1
positive regulation ... 1

#GO

intracellular sign... 1
vesicle-mediated transport 1
carbohydrate metabol... 1
response to stress 1
apoptotic process 1
methylation 1

nuclear mRNA splicin... 1
negative regulation ... 1
RNA splicing 1

angiogenesis 1

cell division 1

positive regulation ... 1
positive regulation of ce... 1
small GTPase mediat...
transposition, D... 1

axon guidance 1

protein ubiquitination 1
translational elongation 1
calciumi... 1
integrin-mediat... 1

heart development 1

Among all biological processes and cell
activities in GO categories, the frequency of
regulation and oxidation-reduction was the
highest with about 500 sequences.

Danio rerio 1
Oreochromis niloticus 1!
Escherichia coli 11
Oryzias latipes
Takifugu rubripes 1
Salmo salar
Tetraodon nigroviridis 1
Homo sapiens 1

Mus musculus 1
Xenopus (Silurana) 1
Oncorhynchus mykiss 1
Gallus gallus 1
Osmerus mordax
Dicentrarchus labrax 1
Taeniopygia guttata 1
unknown 1

Shigella flexneri 1
Anolis carolinensis 1
Xenopus laevis 1
Columba livia
Meleagris gallopavo 1
Ictalurus punctatus
Monodelphis domestica
Rattus norvegicus 1
Sarcophilus harrisii 1
Esox lucius 1
Ornithorhynchus anatinus 1
Equus caballus 1
Salmonella enterica
others 1

Species
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Direct GO Count (CC)

integral to membrane 1
cytoplasm 1

nucleus 1

intracellular 1

plasma membrane 1
membrane 1

cytosol

nucleolus 1
mitochondrion 1
nucleoplasm 1
extracellular region 1
ribosome 1
endoplasmic reticulum 1
cytoskeleton 1

Golgi apparatus 1
nucleosome 1
centrosome 1
perinuclear region ... 1
mitochondrial inn... 1
endoplasmic reticul... 1
actin cytoskeleton 1
collagen 1

Z disc 1

extracellular space 1

o ribonucleoprotein complex 1
f.i focal adhesion 1
nuclear speck 1

integral to plas... 1
catalytic step...
membrane fraction 1
proteasome complex 1
soluble fraction 1
transcription fact... 1
protein complex 1

ruffle 1

Golgi membrane 1
integrin complex 1

cell junction 1
proteinaceo...
microsome 1
mitochondrial matrix 1
postsynaptic membrane 1
intracellular membra... 1
microtubule 1

cell cortex 1

cell surface 1

extrinsic to membrane 1
synapse 1

spliceosomal complex 1
neuronal cell body 1
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Among the most frequent cellular
components in GO categories, near 1000
sequences were annotated as integral to

membrane, and

less than 1000 sequences

with cytoplasmic function.
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Direct GO Count (MF)
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ATP binding 1

DNA binding 1

zinc ion binding 1

protein binding 1
nucleotide binding 1
binding 1

calcium ion binding 1
metal ion binding 1
nucleic acid binding 1
sequence-specific D... 1
RNA binding 1

actin binding 1

GTP binding 1

receptor activity 1
sequence-specific D... 1
protein serine/threoni... 1
Rho guanyl-nucleoti... {
protein tyrosine kina...
structural constituent ... 1
structural molecule activity 1
structural constituent ... 1
hydrolase activity 1
oxidoreductase activity 1
GTPase activity 1

unfolded protein binding 1
magnesium ion binding 1
electron carrier activity 1
ATPase activity, coupl... 1
translation initiation fact...
kinase activity 1
transporter activity 1

Rab GTPase activat...
ubiquitin-protein liga... 1
lipid transporter activity 1
catalytic activity 1
structural constituent ... 1
ATP-dependent helica...
flavin adeni...

pyridoxal phospha...
protein homodimerizati...
metalloendopeptida...
signal transducer activity 1
ATPase activity 1
extracellular matr... 1
protein heterodimerizati... 1
transferase activity 1
heme binding 1

protein kinase activity 1
transposase activity 1

calmodulin binding 1

Among molecular functions in Go
categories the most frequently
observed function was ATP-binding
with 1,100 sequences.
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According to the BLAST Hits, the Danio rerio fish has about 12,000 similar sequences with
Kaupichthys hyproroides.
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