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the sequence and de novo 
assembly of the genome of the 
Indian oil sardine, Sardinella 
longiceps
Sandhya Sukumaran  1 ✉, Wilson Sebastian  1, a. Gopalakrishnan1, Oommen K. Mathew2, 
V. G. Vysakh1, Prathibha Rohit1 & J. K. Jena1

the Indian oil sardine, Sardinella longiceps, is a widely distributed and commercially important small 
pelagic fish of the Northern Indian Ocean. The genome of the Indian oil sardine has been characterized 
using Illumina and Nanopore platforms. The assembly is 1.077 Gb (31.86 Mb Scaffold N50) in size 
with a repeat content of 23.24%. The BUSCO (Benchmarking Universal Single Copy Orthologues) 
completeness of the assembly is 93.5% when compared with Actinopterygii (ray finned fishes) data set. 
A total of 46316 protein coding genes were predicted. Sardinella longiceps is nutritionally rich with high 
levels of omega-3 polyunsaturated fatty acids (PUFA). The core genes for omega-3 PUFA biosynthesis, 
such as Elovl 1a and 1b,Elovl 2, Elovl 4a and 4b,Elovl 8a and 8b,and Fads 2, were observed in Sardinella 
longiceps. The presence of these genes may indicate the PUFA biosynthetic capability of Indian oil 
sardine, which needs to be confirmed functionally.

Background & Summary
The Indian oil sardine, Sardinella longiceps is a small pelagic fish occurring along coastal shelf waters at depths 
of 20–200 m. It is distributed mainly along the north-east, south-east, south-west and north-west Indian coasts, 
the Gulf of Oman and the Gulf of Aden1. Sardinella longiceps is one of the most important fisheries resources 
of the Indian subcontinent and makes the largest economic contribution (about 10%) to the total marine fish-
eries of India2. Sardines are also utilized as a raw material for manufacture of fish meal3. They are ecologically 
important as they form an intermediate link in the trophic network as a planktivore which is preyed upon by 
larger predators4. Small pelagic fishes like the Indian oil sardines can be considered as model organisms to study 
the climatic and fishing impacts on the Indian Ocean resources, as they respond to alterations in environmental 
and oceanographic parameters with localized extinction and recolonization and possible cascading effects at 
trophic levels5. The fishery of this species peaks around the Malabar upwelling zone of the western Indian Ocean 
upwelling system6,7 and the fishery exhibited high variability on a decadal scale, with periods of abundance and 
crashes during this century8,9. A comprehensive investigation of its population genetic structure, selection and 
adaptive variation has been carried out by the present authors10–13, revealing the presence of genetic structuring 
and local adaptation. The adaptation patterns have also been linked to the environmental and oceanographic 
characteristics of the Indian Ocean13. Genetic and genomic investigations in Indian oil sardine10–13 revealed the 
presence of two highly differentiated stocks viz., Indian and Gulf of Oman stocks. The whole genome data will be 
valuable to understand the genomic rearrangements and polymorphisms specific to Indian oil sardine popula-
tions which could further be linked to the environmental and oceanographic conditions of the Northern Indian 
Ocean. The whole genome data forms a great resource for formulating management measures for the conser-
vation and sustainable utilization of the Indian oil sardine. The Indian oil sardine constitutes a trans-boundary 
resource and the whole genome information can also be utilized for certification of the fishery and identification 
of the origin of catch for monitoring clandestine trade mainly in the fishmeal industry.

Rich in polyunsaturated fatty acids (PUFA), protein and essential vitamins, S. longiceps provides a 
cost-effective source of high-quality protein and essential fatty acids for millions of people, particularly in 
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developing countries like India14,15. Long-chain polyunsaturated fatty acids (LC-PUFA) such as eicosapentae-
noic acid (EPA; 20:5n-3) and docosahexaenoic acid (DHA; 22:6n-3) play important roles in several physiolog-
ical functions like nerve development, anti-inflammatory effects and cardiovascular health16. They also play 
an important role in gene regulation as ligands of transcription factors, and are important for cell membrane 
structure and lipid signaling17,18.

Sardinella longiceps contains more n-3 PUFAs than n-6 PUFAs14 and DHA and EPA contribute to the n-3 
PUFA composition along with low levels of linolenic acid (<2%). Sardinella longiceps is also considered as a 
high-fat fish with muscle lipid content greater than 8%. The lipid storage sites in fishes are located in the sub-
cutaneous tissues, muscle tissue, belly flab, liver, mesenteric tissue and the head14. Lipids and their constituent 
fatty acids, together with proteins, are the main organic components of fish and constitute the main sources of 
metabolic energy for growth, reproduction, movement and migratory activities19.

Vertebrates acquire LC-PUFAs mainly through their diets. LC-PUFAs can also be biosynthesized endoge-
nously from shorter PUFAs mainly linoleic acid (LA;18:2n-6) and α-linolenic acid (ALA;18:3n-3) through a 
series of elongation and desaturation reactions20,21. However, the ability to biosynthesize PUFAs from LA and 
ALA endogenously varies among species and this ability is more pronounced in freshwater fish than in marine 
fish19. The differential ability to biosynthesize PUFAs is mainly attributed to the fatty acid rich diet of marine 
species, causing repression of endogenous de novo biosynthesis of fatty acids and chain elongations19.

The two important enzymes involved in the biosynthesis of long-chain polyunsaturated fatty acids 
(LC-PUFAs) are elongases (Elovls) and fatty acid desaturases (Fads)22. Elovls are considered as the initial 
and rate-limiting enzymes that participate in the elongation reaction required for the de novo biosynthesis of 
LC-PUFA. The Elovls family has Elovl 1–8 of which Elvol2, Elovl4, Elovl5 and Elovl8 are involved in the elon-
gation of LC-PUFA23–25. Elovl2 is presumed to be preferentially involved in the elongation step from C22 to 
C24 LC-PUFA26. Recent investigations indicated the successful characterization of the Elovl genes in teleosts22. 
Elovl2, Elovl4 (with paralogues Elovl 4a and Elovl 4b), Elovl5 and Elovl8 (with paralogues elovl8a and elovl8b) 
have been characterized from teleosts, contradicting previous reports of the lack of PUFA biosynthetic capability 
in marine fish22. Fatty acid desaturases enzymes catalyze the insertion of new double bonds (unsaturations) into 
Mono Unsaturated Fatty Acids (MUFAs)27. Genes encoding desaturase enzymes in vertebrates include Fads1 
and Fads 2, which encode Δ5 and Δ6 desaturases respectively22.

Sardinella longiceps is a species with high omega-3 PUFA content and hence we investigated the type of Elovls 
and Fads genes in Sardinella longiceps. We also made a comparative analysis with the closely related andaromous 
Hilsa shad, Tenualosa ilisha.

The diploid chromosome number of Sardinella longiceps is 48 (2n) and the chromosomes are acrocentric in 
shape28. We estimated the genome size of S. longiceps as 1.25 Gb based on flow cytometry analysis. The whole 
genome of the Indian oil sardine, S. longiceps, was characterized by adopting an integrated approach using 
Illumina and Nanopore technologies. High quality data were generated for assembly and annotation. Further, 
we also identified the genes involved in PUFA biosynthesis in the Indian oil sardine, S. longiceps and the closely 
related anadromous shad, Tenualosa ilisha. We performed a phylogenetic analysis based on single copy genes of 
S. longiceps and 13 other species belonging to the ray-finned fish (Actinopterygii) taxa. The genome assembly of 
Indian oil sardine forms an important genomic resource for further studies on adaptive variation and selection 
at the genome level in the face of climate change in pelagic fishes distributed across wide environmental clines. 
In addition, the genomic machinery that contributes to high nutritional quality could also be studied.

Methods
Sample collection. An adult male specimen of S. longiceps was collected live from the local fishery off 
Kochi, Kerala, India (Fig. 1). The fish was anesthetized using 2-phenoxy ethanol (1:250 v/v), and killed by cervi-
cal section. The muscle tissues were flash frozen in liquid nitrogen and stored at −80 °C until DNA extraction. 
Additionally, the heart, gonad, and liver of the same individual were dissected out into RNA later for transcrip-
tome sequencing and stored at −80 °C until RNA extraction. Fish collected for this purpose was handled in 
accordance with the guidelines for the care and use of fish in research by De Tolla et al.29. Further, these protocols 
were approved by the Ethics Committee of ICAR-Central Marine Fisheries Research Institute, Kochi (Approval 
No: MBT/GEN/25-01).

DNA extraction and genome sequencing. Extraction of genomic DNA was carried out from muscle 
tissue using a genomic DNA isolation kit (PureLink Genomic DNA Mini Kit, Invitrogen) according to the man-
ufacturer’s protocol. Libraries were constructed for subsequent sequencing on Illumina Hiseq 2500 (Illumina 
Inc., San Diego, CA, USA) and PromethION (Oxford Nanopore Technologies, Oxoford, UK) systems using the 

Fig. 1 A photograph of the Indian oil sardine, Sardinella longiceps used for whole genome sequencing.
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isolated DNA. Paired-end libraries with an insert size of 500 bp were prepared using the NEBNext Ultra DNA 
Library Prep Kit (NEB) and mate pair libraries with insert sizes of 270 bp, 500 bp and 700 bp were prepared using 
the Nextera Mate Pair Library Prep Kit (NEB) following Illumina standard procedure. The paired-end (PE) and 
mate-pair (MP) libraries were then sequenced (100X coverage for PE and 60X for MP) on the HiSeq 2500 System 
in 150 bp PE mode and 250 bp PE mode, respectively. For Nanopore libraries (35X coverage), high molecular 
weight gDNA was size-selected (1040 kb) with the Blue Pippin system (Sage Science, Beverly, USA) and was 
processed using ligation sequencing gDNA kit (Oxford Nanopore Technologies, Oxford, UK) following manu-
facturer’s instructions, and sequenced on PromethION system.

We generated 113.22 Gb of raw reads using paired-end sequencing with a read length of 150 bp and also 
approximately 13.35 Gb of raw reads from mate-pair libraries with a read length of 250 bp. The fastq files were 
pre-processed by adapter removal and filtering out the reads with an average quality score of less than 30 in 
any of the paired end reads using Trimmomatic v0.3930. Approximately 100 Gb of clean paired end reads and 
10 Gb of mate pair reads were retained for further assembly. Of the generated 36.14 Gb raw nanopore reads, 
30 Gb reads with a mean length of 20 kb passed quality control, after removing low-quality reads with a mean_q 
score of <7. Nanopore reads were subsequently corrected by mapping the clean Illumina reads to the Nanopore 
sequence data using the LoRDEC32 program with default parameters31.

rNA extraction and transcriptome sequencing. Muscle, heart, gonad and liver tissues of S. longiceps 
were dissected out and total RNA was extracted from each tissue using Trizol reagent (Invitrogen) and treated 
with DNase I to remove genomic DNA. The integrity of the sample was confirmed using a Bioanalyzer (Agilent 
2100) and RNA extracted from all tissues was pooled at equimolar concentration. RNA library preparation was 
performed with NEBNext Poly(A) mRNA magnetic isolation module kit (NEB) and NEBNext Ultra RNA library 
preparation kit (NEB) following manufacturer’s protocol and sequenced using Illumina HiSeq 2500 paired-end 
150 base pair cycle. A total of 21 Gb of data was generated, which was then used for transcriptome identification 
and genome annotation.

Estimation of the genome size. The genome size of Indian oil sardine, Sardinella longiceps was esti-
mated using flow cytometry. Flow cytometry analysis of genome size involves staining the DNA of individual 
cells using propidium iodide32 or DAPI33 and analysis of fluorescence. Flow cytometry is considered to be more 
accurate than other methodologies34. Blood samples were collected from 5 individuals of Indian oil sardine after 
anesthetizing the fishes with 2-phenoxyethanol (Sigma-Aldrich, USA). The blood was collected from the caudal 
vein using 5 ml syringe containing 0.01 M phosphate buffered saline (PBS). The blood cells were centrifuged 
at 5000 rpm for 8 min to precipitate the blood cells. The blood cells (precipitate) were washed with 0.01 M PBS 
and fixed in ice cold 70% ethanol at 4 °C. Propidium iodide (PI) staining was carried out after washing the cells 
twice with 0.01 M PBS and removing RNA by adding DNase free RNase A (Qiagen, Germany)33. The samples 
were then filtered through sterile cell strainer of 40 µm (Corning, Sigma-Aldrich, Co., St. Louis, Mo, USA) and 
analysed using flowcytometer. Chicken red blood cells (RBCs) were used as standard and processed similarly.  
The genome size of the Indian oil sardine, Sardinella longiceps was estimated using a Beckman Coulter Cytoflex 
flow cytometer with laser excitation at 488 nm and a minimum of 10,000 events (cells) per sample. The genome 
size was estimated at 1.25 Gb.

De Novo genome assembly. The genome was assembled following a hybrid strategy of combining both 
clean Nanopore and Illumina reads using the Flye assembler 2.9.135 based on the automatic minimum overlap 
option. The initial assembly was then polished in POLCA36 using Illumina reads. The polished assembly was 
compared to the NCBI NT database using the BLASTx program37 with an E-value cutoff of 10−5 using OmicsBox 
software and the contigs with the best BLASTx hit based on query coverage, identity, similarity score and descrip-
tion were filtered out. Contigs matching the taxonomy lineage Vertebrata were extracted, resulting in 17447 con-
tigs. The filtered contigs were scaffolded (Reference guided scaffolding) using Ragoo38 using the Clupea harengus 
(https://ftp.ncbi.nlm.nih.gov/genomes/all/GCF/900/700/415/GCF_900700415.2_Ch_v2.0.2/GCF_900700415.2_
Ch_v2.0.2_genomic.fna.gz) genome as reference. The final assembly resulted in a genome of 1077 Mb in size with 
a scaffold N50 of 31.86 Mb. Assembly statistics are given in Table 1. The completeness of the assembly was evalu-
ated using BUSCO assessment with BUSCO v5.3.239. A total of 3400 out of the 3640 (93.5%) of the Actinopterygii 
gene set (Actinopterygii_odb10) were fully identified in the assembled genome. The genome module benchmark 
values were calculated as C: 93.5%, including S: 86.5%, D: 7.0%, F: 3.0%, M: 3.5% and n = 3640 (C: complete, S: 
single-copy, D: duplicated, F: fragmented, M: missing and n: total BUSCO groups of Actinopterygii_odb10 data).

De Novo transcriptome assembly. The fastq files were pre-processed before performing the assembly. 
Adapter removal and quality trimming was carried out using Trimmomatic v0.3930 with quality cut off Q30. 
Further, the rRNAs were removed by aligning with the SILVA database40. The cleaned reads were assembled using 
Trinity v2.14.041 with default settings and generated 95,426 transcripts. Similar sequences were clustered using 
CD-HIT-EST42 to remove redundant sequences. We found alignment coverage (alignment length to transcript 
length) of 72% for expressed genes in the genome assembly.

Repeat annotation. Repetitive elements were detected in the genome of Indian oil sardine using ab initio 
prediction and homology annotation. LTR FINDER43, RepeatModeler (http:// https://www.repeatmasker.org/
RepeatModeler)44 and RepeatScout45 were used with default parameters to detect various types of repeat ele-
ments. Further, RepeatMasker (https://www.repeatmasker.org/)46 was used to construct a new repeat elements 
library based on the Repbase TE v21.01. Tandem elements were identified using the Tandem Repeats Finder. 
Repeat Masker and Repeat ProteinMask were used with default parameters to identify known repeat element 
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types against the Repbase database. A total of 250.29 Mb of repetitive elements were identified in the genome of 
the Indian oil sardine, accounting for 23.24% of the assembled S. longiceps genome (Table 2). The repeat content is 
nearer to that of the European sardine, Sardina pilchardus (23.33%)47 and lower than that of the Atlantic herring, 
Clupea harengus (30.9%)48.

Genome assembly statistics Data

Total length 1,077,164,011

Number of scaffolds 10,318

Longest scaffold 43,849,268

N50 scaffold length 31,865,965

GC rate (% of genome) 43%

Repeat elements (% of genome) 23.24%

BUSCO genome completeness score Data Ratio

Complete BUSCOs 3400 93.5%

Complete and single copy BUSCOs (C) 3147 86.5%

Complete and duplicated BUSCOs (D) 253 7.0%

Fragmented BUSCOs (F) 108 3.0%

Missing BUSCOs 132 3.5%

Total number of Actinopterygii orthologs 3640

Table 1. Statistics of the assembled genome of Indian oil sardine, Sardinella longiceps.

Repeat Classes Number of Elements Length Percentage of genome

Retroelements 632,667 65,430,438 bp 6.07

1. SINEs 18,359 2,053,583 bp 0.19

2. LINEs 178,218 25,491,898 bp 2.37

3. LTR elements 436,090 37,884,957 bp 3.52

DNA transposons 2,386,246 172,941,995 bp 16.06

Unclassified 162,650 11,927,206 bp 1.11

Total interspersed repeats: 250,299,639 bp 23.24

Table 2. Statistics of repeat elements in the genome of Sardinella longiceps.

Fig. 2 Maximum likelihood phylogenetic tree generated using single copy orthologous genes from 13 representative 
teleosts and Sardinella longiceps. Lepistosteus aculeatus was used as an outgroup. The tree was generated using  
IQ-TREE v 2.1.4.
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Protein coding gene prediction and functional annotation. Gene predictions were performed using 
ab initio, homology-based and transcriptome based prediction strategies. All of these predictions were made 
using the AUGUSTUS gene prediction server (https://bioinf.uni-greifswald.de/augustus/) through the OmicsBox 
Version 2.2 platform (https://www.biobam.com/omicsbox/) using ab initio and extrinsic evidence options.  
The repeat -masked sequences were used as input for ab initio, homology and transcriptome based predictions. 
Homology based predictions were made using the proteome data of Clupea harengus, Sardina pilchardus, Danio 
rerio, Takufugu rubripes, Oryzias latipes and Salmo salar. A final non-redundant gene set was generated by merg-
ing all the gene sets from these three approaches using MAKER49. The homology search was performed using 
the BLASTx utility50 with an E-value threshold of 1E-5. Functional annotations were performed for the com-
bined gene set generated through all the prediction strategies via OmicsBox using biological databases; Uniprot  
(https://www.uniprot.org/), KEGG pathways and EggNOG databases51. Gene ontology annotations were per-
formed by the InterProScan program52. A total of 46316 protein-coding genes were predicted with a mean length 
of 1851 bp. About 44279 (95.6%) of the total predicted genes were assigned with function annotation. The BUSCO 
completeness of the annotation was 86.65%, S: 78.65%, D: 8%, F: 4.62%, M: 8.74% and n = 3640 (C: complete, S: 
single-copy, D: duplicated, F: fragmented, M: missing and n: total BUSCO groups of Actinopterygii_odb10 data).

Ortholog and phylogenetic analyses. Reference protein sequences of 14 representative species including 
Atlantic herring (Clupea harengus), European pilchard (Sardina pilchardus), Japanese rice fish (Oryzias latipes), 

Fig. 3 (a) Comparison of the Elovl 1 protein of Sardinella longiceps with selected species and maximum 
likelihood phylogenetic tree constructed using these sequences (b) Comparison of Fads 6 protein of Sardinella 
longiceps with selected species and maximum likelihood phylogenetic tree constructed using these sequences. 
The tree was generated using IQ-TREE v 2.1.4.
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Amazon molly (Poecilia formosa), Southern platy fish (Xiphophorus maculatus), Nile Tilapia (Oreochromis nilot-
icus), Japanese puffer (Takifugu rubripes), Green spotted puffer (Tetraodon nigrovidis), Three spined stickle back 
(Gastrosteus aculeatus), Atlantic cod (Gadus morhua), Atlantic salmon (Salmo salar), Mexican tetra (Astyanax 
mexicanus) and Zebra fish (Danio rerio) were downloaded from Ensembl (https://www.ensembl.org) and NCBI 
(https://www.ncbi.nlm.nih.gov/) databases. The protein sets were filtered by removing protein sequences with less 
than 50 amino acids. These sequences, along with the S. longiceps protein set, were used to identify orthologous 
genes with OrthoFinder v 2.5.4 (-S diamond -I 1.5 -M msa -A mafft -T fasttree -oa)53. Phylogenetic analyzes 
were performed by aligning the single-copy orthologous genes from all species and concatenating the alignments 
species-wise. A Maximum Likelihood (ML) tree was constructed based on these alignments using IQ-TREE 
v 2.1.4 (--seqtype AA -m JTT + F + I + G4 -bb 10000 -alrt 10000)54 (Fig. 2). Species belonging to the family 
Clupeidae, the Indian oil sardine, Sardinella longiceps, and European pilchard, Sardina pilchardus clustered in 
the same clade, while the Atlantic herring, Cluepa harengus diverged into a separate but closely related clade. The 
phylogenetic tree corroborated the findings from traditional taxonomy.

Identification of omega-3 PUFA biosynthesis related genes. The key gene families involved in 
omega-3 PUFA biosynthesis viz., elongases (Elovl) and desaturases (Fads) reported from fishes were identified 
using OrthoFinder v 2.5.4 (-S diamond -I 1.5 -M msa -A mafft -T fasttree -oa)53 and were used as the queries to 
align against S. longiceps genome using TBLASTn55. GeneWise56 was then used to predict gene structures based 
on these alignment. We also predicted the omega-3 PUFA biosynthesis genes from the genome of Tenualosa ili-
sha, a closely related anadromous shad57. The core genes for omega-3 PUFA biosynthesis in the S. longiceps were, 
Elovl 1a and 1b,Elovl 2, Elovl 4a and 4b and Elovl 8a and 8b. In contrast, all Elovl genes (Elovl1a and 1b,Elovl2, 
Elovl3, Elovl4a, Elovl5, Elovl6, Elovl7a, Elovl8a and 8b) were found in the genome of the closely related anadro-
mous clupeid, Tenualosa ilisha. Elovl 1, 3, 6 and 7 are presumed to be involved in SFA (Saturated Fatty Acids) 
and MUFA (Mono-unsaturated Fatty Acids) formation whereas Elovl2, Elovl4, Elovl5 and Elovl8 are important 
for PUFA biosynthesis22. Among the desaturases, only Fads2 (∆6 desaturase) was present in both S. longiceps 
and T. ilisha. The presence of Elovl2, Elovl4, Elovl8 and Fads 2 in S. logiceps may be an indication of the PUFA 
biosynthetic capability which needs to be confirmed by functional characterization. A comparison of the Elovl 1  
and Fads 6 proteins of Sardinella longiceps with selected species is given in Fig. 3. Phylogenetic analyzes were per-
formed by aligning the omega-3 PUFA biosynthesis genes from selected species. A Maximum Likelihood (ML) 
tree was constructed based on these alignments using IQ-TREE v 2.1.454 (Fig. 3; tree corresponding to Elovl 1 
and Fads 6 shown).

Data Records
The genome assembly of S. longiceps has been deposited with NCBI, GenBank, under accession number 
JAODXP000000000.158 (contigs; JAODXP010000001-JAODXP010010325), BioProject ID: PRJNA873888 
and BioSample ID: SAMN30503998. The transcriptome sequence dataset has been deposited in the Sequence 
Read Archive (SRA) under project number SRR2128908059. The DNA sequence dataset generated from ONT 
PromethION sequencing were deposited under project number SRR2128908160. The DNA sequence dataset 
generated from Illumina HiSeq 2500 (mate pair library) was deposited under project number SRR2128908261. 
The DNA sequence dataset generated from Illumina HiSeq 2500 (paired end library) was deposited under pro-
ject number SRR2128908362. The files of the assembled genome and annotation of S. longiceps were deposited in 
Figshare database under DOI code63.

technical Validation
The completeness of the S. longiceps genome assembly was assessed using BUSCO v5.2.2. and 93.5% of the 
BUSCO genes were complete.

Code availability
The genome and transcriptome analyses were performed following the manuals and protocols of the cited 
bioinformatic software. No new codes were written for this study.

Received: 30 December 2022; Accepted: 16 August 2023;
Published: xx xx xxxx

References
 1. Whitehead, P. J. P. Clupeoid fishes of the world. An annotated and illustrated catalogue of the herrings, sardines, pilchards, sprats, 

anchovies and wolf-herrings. Part 1 – Chirocentridae, Clupeidae and Pristigasteridae. FAO Fish. Synop. 125(7), 303 (1985).
 2. Hamza, F., Vinu, V., Mallissery, A. & George, G. Climate impacts on the landings of Indian oil sardine over the south-eastern 

Arabian Sea. Fish Fish. 22(1), 175–193 (2020).
 3. Madhavan, P., Nair, T. S. U. & Balachandran, K. K. A review on oil sardine. III. Oil and meal industry. Fish Tech. 12(2), 102–107 (1974).
 4. Langa, J., Huret, M., Montes, I., Conklin, D. & Estonba, A. Transcriptomic dataset for Sardina pilchardus: assembly, annotation, and 

expression of nine tissues. Data Br. 39, 107583 (2021).
 5. Pennino, M. G. et al. Current and future influence of environmental factors on small pelagic fish distributions in the Northwestern 

Mediterranean sea. Front. Mar. Sci. 7, 622 (2020).
 6. Devaraj, M. et al Status, prospects and management of small pelagic fisheries in India. In Small Pelagic Resources and Their Fisheries 

in the Asia-Pacific Region: Proceedings of the APFIC Workshop (eds Devaraj, M. & Martosubroto, P.) 91–198 (Asia-Pacific Fishery 
Commission, Food and Agriculture Organization of the United Nations Regional Office for Asia and the Pacific, 1997).

 7. Krishnakumar, P. K. & Bhat, G. S. Seasonal and interannual variations of oceanographic conditions off Mangalore coast (Karnataka, 
India) in the Malabar upwelling system during 1995–2004 and their influences on the pelagic fishery. Fish. Oceanogr. 17(1), 45–60 
(2008).

https://doi.org/10.1038/s41597-023-02481-9
https://www.ensembl.org
https://www.ncbi.nlm.nih.gov/
https://www.ncbi.nlm.nih.gov/Traces/wgs/JAODXP01?display=contigs
https://www.ncbi.nlm.nih.gov/biosample/SAMN30503998


7Scientific Data |          (2023) 10:565  | https://doi.org/10.1038/s41597-023-02481-9

www.nature.com/scientificdatawww.nature.com/scientificdata/

 8. Xu, C. & Boyce, M. S. Oil sardine (Sardinella longiceps) off the Malabar coast: density dependence and environmental effects. Fish. 
Oceanogr. 18(5), 359–370 (2009).

 9. Kripa, V. et al. Overfishing and Climate Drives Changes in Biology and Recruitment of the Indian Oil Sardine Sardinella longiceps 
in Southeastern Arabian Sea. Front. Mar. Sci. 5, 443 (2018).

 10. Sukumaran, S., Sebastian, W. & Gopalakrishnan, A. Population genetic structure of Indian oil sardine, Sardinella longiceps along 
Indian coast. Gene 576, 372–378 (2016).

 11. Sebastian, W., Sukumaran, S., Zacharia, P. U. & Gopalakrishnan, A. Genetic population structure of Indian oil sardine, Sardinella 
longiceps assessed using microsatellite markers. Conserv. Genet. 18, 951–964, https://doi.org/10.1007/s10592-017-0946-6 (2017).

 12. Sebastian, W. et al Signals of selection in the mitogenome provide insights into adaptation mechanisms in heterogeneous habitats in 
a widely distributed pelagic fish. Sci. Rep. 10, 9081, 1–14 (2020).

 13. Sebastian, W. et al. Genomic investigations provide insights into the mechanisms of resilience to heterogeneous habitats of the 
Indian ocean in a pelagic fish. Sci. Rep. 11, 20690 (2021).

 14. Sheeba, W., Immaculate, J. K. & Jamila, P. Comparative Studies on the Nutrition of Two Species of Sardine, Sardinella longiceps and 
Sardinella fimbriata of South East Coast of India. Food Sci and Nutri Tech. 6(4), 000272 (2021).

 15. Chakraborty, K., Joseph, D., Chakkalakal, S. J. & Vijayan, K. K. Inter annual and seasonal dynamics in amino acid, vitamin and 
mineral composition of Sardinella longiceps. J. Food Nutr. Res. 1(6), 145–155 (2013).

 16. Sun, J. et al. Regulation of Δ6Fads2 gene involved in LC-PUFA biosynthesis subjected to fatty acid in Large Yellow Croaker 
(Larimichthys crocea) and Rainbow Trout (Oncorhynchus mykiss). Biomolecules 12(5), 659 (2022).

 17. Funk, C. D. Prostaglandins and leukotrienes: advances in eicosanoid biology. Science 294, 1871–1875 (2001).
 18. Jump, D. B. Dietary polyunsaturated fatty acids and regulation of gene transcription. Curr. Opin. Lipidol. 13(2), 155–64 (2002).
 19. Tocher, D. R. Metabolism and functions of lipids and fatty acids in teleost fish. Reviews Fish. Sci. 11(2), 107–184 (2003).
 20. Wall, R., Ross, R. P., Fitzgerald, G. F. & Stanton, C. Fatty acids from fish: the anti-inflammatory potential of long-chain omega-3 fatty 

acids. Nutr. Rev. 68(5), 280–9 (2010).
 21. Nakamura, M. T., Hyekyung, P. C., Xu, J., Tang, Z. & Steven, D. Clarke Metabolism and functions of highly unsaturated fatty acids: 

An update. Lipids 36, 961–964 (2001).
 22. Monroig, Ó., Shu-Chien, A. C., Kabeya, N., Tocher, D. R. & Castro, L. F. C. Desaturases and elongases involved in long-chain 

polyunsaturated fatty acid biosynthesis in aquatic animals: From genes to functions. Prog. Lipid Res. 86, 101157 (2022).
 23. Tamura, K. et al. Novel lipogenic enzyme ELOVL7 is involved in prostate cancer growth through saturated long-chain fatty acid 

metabolism. Cancer Res. 69, 8133–40 (2009).
 24. Guillou, H., Zadravec, D., Martin, P. G. & Jacobsson, A. The key roles of elongases and desaturases in mammalian fatty acid 

metabolism: insights from transgenic mice. Prog. Lipid Res. 49, 186–99 (2010).
 25. Sun, S. et al. Evolution and functional characteristics of the novel elovl8 that play pivotal roles in fatty acid biosynthesis. Genes 

(Basel). 12(8), 1287 (2021).
 26. Chen, D. et al. The lipid elongation enzyme ELOVL2 is a molecular regulator of aging in the retina. Aging Cell. 19(2), e13100 (2020).
 27. Castro, L. F. C., Tocher, D. R. & Monroig, Ó. Long-chain polyunsaturated fatty acid biosynthesis in chordates: Insights into the 

evolution of Fads and Elovl gene repertoire. Prog. Lipid Res. 62, 25–40 (2016).
 28. Mohandas, N. N. Population genetic studies on the oil sardine (Sardinella longiceps). PhD thesis (Cochin University of Science and 

Technology, 1997)
 29. DeTolla, L. J. et al. Guidelines for the care and use of fish in research. Ilar J. 1(37), 159–173 (1995).
 30. Bolger, A. M., Lohse, M. & Usadel, B. Trimmomatic: A flexible trimmer for Illumina Sequence Data. Bioinformatics 30(15), 

2114–2120 (2014).
 31. Salmela, L. & Rivals, E. LoRDEC: accurate and efficient long read error correction. Bioinformatics 30(24), 3506–3514 (2014).
 32. Brainerd, E. L., Slutz, S. S., Hall, E. K. & Phillis, R. W. Patterns of genome size evolution in tetraodontiform fishes. Evolution 55, 

2363–2368 (2001).
 33. Zhu, D. et al. Flow cytometric determination of genome size for eight commercially important fish species in China. In Vitro Cell Dev 

Biol Anim 48, 507–517 (2012).
 34. Hare, E. E. & Johnston, J. S. Genome size determination using flow cytometry of propidium -iodide stained nuclei. Methods Mol Biol 

772, 3–12 (2011).
 35. Kolmogorov, M., Yuan, J., Lin, Y. & Pevzner, P. A. Assembly of long, error-prone reads using repeat graphs. Nat. Biotechnol. 37, 

540–546 (2019).
 36. Zimin, A. V. & Salzberg, S. L. The genome polishing tool POLCA makes fast and accurate corrections in genome assemblies. PLoS 

Comput. Biol. 16(6), e1007981 (2020).
 37. Mount, D. W. Using the basic local alignment search tool (BLAST). Cold Spring Harbor Protocols 2007, pdb. top17 (2007).
 38. Alonge, M. et al. RaGOO: fast and accurate reference-guided scaffolding of draft genomes. Genome Biol. 20(1), 224 (2019).
 39. Manni, M., Berkeley, M. R., Seppey, M. & Zdobnov, E. M. BUSCO: Assessing genomic data quality and beyond. Currt. Protoc. 1, 

e323 (2021).
 40. Quast, C. et al The SILVA ribosomal RNA gene database project: improved data processing and web-based tools. Nucleic Acids Res. 

D590-6, https://doi.org/10.1093/nar/gks1219 (2013).
 41. Grabherr, M. G. et al. Full-length transcriptome assembly from RNA-seq data without a reference genome. Nat. Biotechnol. 29(7), 

644–652 (2011).
 42. Li, W. & Godzik, A. Cd-hit: a fast program for clustering and comparing large sets of protein or nucleotide sequences. Bioinformatics 

22(13), 1658–1659 (2006).
 43. Xu, Z. & Wang, H. LTR FINDER: an efficient tool for the prediction of full-length LTR retrotransposons. Nucleic Acids Res. Web 

Server(35), W265–W268, https://doi.org/10.1093/nar/gkm286 (2007).
 44. Flynn, J. M. et al. RepeatModeler2 for automated genomic discovery of transposable element families. Proc. Natl. Acad. Sci. USA 

117(17), 9451–9457 (2020).
 45. Price, A. L., Jones, N. C. & Pevzner, P. A. De novo identification of repeat families in large genomes. Bioinformatics. Suppl 1, i351–8 

(2005).
 46. Tarailo-Graovac, M. & Chen, N. Using RepeatMasker to identify repetitive elements in genomic sequences. Curr. Protoc. 

Bioinformatics. 4(10), https://doi.org/10.1002/0471250953.bi0410s25 (2009).
 47. Louro, B. et al. A haplotype-resolved draft genome of the European sardine (Sardina pilchardus). GigaScience, 8(5), giz059, https://

doi.org/10.1093/gigascience/giz059 (2019).
 48. Barrio, A. M. et al. The genetic basis for ecological adaptation of the Atlantic herring revealed by genome sequencing. eLife 5, e12081 

(2016).
 49. Cantarel, B. L. et al. MAKER: an easy-to-use annotation pipeline designed for emerging model organism genomes. Genome Res. 

18(1), 188–96 (2008).
 50. Altschul, S. F., Gish, W., Miller, W., Myers, E. W. & Lipman, D. J. Basic local alignment search tool. J Mol Biol. 215(3), 403–10 (1990).
 51. Huerta-Cepas, J. et al eggNOG 5.0: a hierarchical, functionally and phylogenetically annotated orthology resource based on 5090 

organisms and 2502 viruses. Nucleic Acids Res. D309–D314, https://doi.org/10.1093/nar/gky1085 (2019).
 52. Quevillon, E. et al. InterProScan: protein domains identifier. Nucleic Acids Res. 1(33), W116–20 (2005).

https://doi.org/10.1038/s41597-023-02481-9
https://doi.org/10.1007/s10592-017-0946-6
https://doi.org/10.1093/nar/gks1219
https://doi.org/10.1093/nar/gkm286
https://doi.org/10.1002/0471250953.bi0410s25
https://doi.org/10.1093/gigascience/giz059
https://doi.org/10.1093/gigascience/giz059
https://doi.org/10.1093/nar/gky1085


8Scientific Data |          (2023) 10:565  | https://doi.org/10.1038/s41597-023-02481-9

www.nature.com/scientificdatawww.nature.com/scientificdata/

 53. Emms, D. M. & Kelly, S. OrthoFinder: phylogenetic orthology inference for comparative genomics. Genome Biol. 20, 238, https://
doi.org/10.1186/s13059-019-1832-y (2019).

 54. Minh, B. Q. et al. IQ-TREE 2: New models and efficient methods for phylogenetic inference in the genomic era. Mol. Biol. Evol. 37, 
1530–1534, https://doi.org/10.1093/molbev/msaa015 (2020).

 55. Gertz, E. M., Yu, Y. K., Agarwala, R., Schäffer, A. A. & Altschul, S. F. Composition-based statistics and translated nucleotide searches: 
Improving the TBLASTN module of BLAST. BMC Biol. 4(41) (2006).

 56. Clamp, M., Durbin, R. & Birney, E. GeneWise and GenomeWise. Genome Res. 4(5), 988–95 (2004).
 57. Mohindra, V. et al. Draft genome assembly of Tenualosa ilisha, Hilsa shad, provides resource for osmoregulation studies. Sci. Rep. 9, 

16511 (2019).
 58. NCBI GenBank https://identifiers.org/ncbi/insdc:JAODXP000000000 (2022).
 59. NCBI Sequence Read Archive https://identifiers.org/ncbi/insdc.sra:SRR21289080 (2022).
 60. NCBI Sequence Read Archive https://identifiers.org/ncbi/insdc.sra:SRR21289081 (2022).
 61. NCBI Sequence Read Archive https://identifiers.org/ncbi/insdc.sra:SRR21289082 (2022).
 62. NCBI Sequence Read Archive https://identifiers.org/ncbi/insdc.sra:SRR21289083 (2022).
 63. Sukumaran, S. et al. The sequence and de novo assembly of the genome of the Indian oil sardine, Sardinella longiceps, Figshare, 

https://doi.org/10.6084/m9.figshare.c.6342086.v1 (2023).

acknowledgements
This research was funded by the Indian Council of Agricultural Research. The authors would like to thank 
Director, Central Marine Fisheries Research Institute (CMFRI), Dr P. Vijayagopal and Dr. S. R. Krupesha Sharma 
(Heads of Divisions, Marine Biotechnology Division, CMFRI) for providing facilities to carry out this work.

author contributions
S.S. conceived the study. S.S., W.S. and V.V.G. carried out the lab work. S.S., W.S. and O.K.M. performed the 
bioinformatic analyses. S.S. and W.S. wrote the initial manuscript. A.G., P.R. and J.K.J. reviewed and approved 
the manuscript.

Competing interests
The authors declare no competing interests.

additional information
Correspondence and requests for materials should be addressed to S.S.
Reprints and permissions information is available at www.nature.com/reprints.
Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this licence, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2023

https://doi.org/10.1038/s41597-023-02481-9
https://doi.org/10.1186/s13059-019-1832-y
https://doi.org/10.1186/s13059-019-1832-y
https://doi.org/10.1093/molbev/msaa015
https://identifiers.org/ncbi/insdc:JAODXP000000000
https://identifiers.org/ncbi/insdc.sra:SRR21289080
https://identifiers.org/ncbi/insdc.sra:SRR21289081
https://identifiers.org/ncbi/insdc.sra:SRR21289082
https://identifiers.org/ncbi/insdc.sra:SRR21289083
https://doi.org/10.6084/m9.figshare.c.6342086.v1
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	The sequence and de novo assembly of the genome of the Indian oil sardine, Sardinella longiceps
	Background & Summary
	Methods
	Sample collection. 
	DNA extraction and genome sequencing. 
	RNA extraction and transcriptome sequencing. 
	Estimation of the genome size. 
	De Novo genome assembly. 
	De Novo transcriptome assembly. 
	Repeat annotation. 
	Protein coding gene prediction and functional annotation. 
	Ortholog and phylogenetic analyses. 
	Identification of omega-3 PUFA biosynthesis related genes. 

	Data Records
	Technical Validation
	Acknowledgements
	Fig. 1 A photograph of the Indian oil sardine, Sardinella longiceps used for whole genome sequencing.
	Fig. 2 Maximum likelihood phylogenetic tree generated using single copy orthologous genes from 13 representative teleosts and Sardinella longiceps.
	Fig. 3 (a) Comparison of the Elovl 1 protein of Sardinella longiceps with selected species and maximum likelihood phylogenetic tree constructed using these sequences (b) Comparison of Fads 6 protein of Sardinella longiceps with selected species and maximu
	Table 1 Statistics of the assembled genome of Indian oil sardine, Sardinella longiceps.
	Table 2 Statistics of repeat elements in the genome of Sardinella longiceps.




