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The tissue sample (T022417), suspected to be a Fraser’s dolphin (Lagenodelphis hosei) was
collected from an animal stranded in the Northern Territory and received from Kelly Waples
in July 2025. The sample was confirmed via sequencing analysis to be a Fraser’s dolphin.

DNA was extracted from the tissue sample using a TNES extraction method. The Displacement
Loop primers Delph-D-Loop Forward /Delph-H00034 Reverse were used to amplify non-
coding mitochondrial D-Loop DNA using a Shaw hot start PCR program. This region produced
a strong single PCR product. The PCR product was sequenced using the same Forward and
Reverse primers at the Western Australian State Agricultural Biotechnology Centre (SABC)
Murdoch University. Forward sequence data was edited using the Geneious sequence
alignment editor although there appeared to be slippage present in the Reverse sequence
and this was not assessed further.

The sequenced (Forward primer only) region produced a clean sequence read of 520bp. This
sequence region was queried using the blastn suite (megablast) for highly similar sequences
(https://blast.ncbi.nlm.nih.gov/Blast.cgi).

The queried sequence was significantly aligned to 101 sequences of Delphinidae (marine
dolphins). There were 97 significant alignments to Lagenodelphis hosei (Fraser’s dolphin), 2
significant alignments to Tursiops truncatus (common bottlenose dolphin), and 2 significant
alignments to Stenella longirostris (spinner dolphin, Fig 1). Of the sequences producing
significant alighnment, the top 54 with the highest Maximum Scores, highest Total Scores,
highest Query Coverages, lowest E values, and highest Percent Identities were from L. hosei

(Fig 2).

100 sequences selected e

Organism Blast Name Score Number of Hits Description

Delphinidae whales & dolphins
. Lagenodelphis hosei whales & dolphins
whales & dolphins

whales & dolphins

Figure 1. Number of significant alignments (Hits) for tissue sample T022417.
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Scientific Max Query E Per.
Name  Scor Cover value Ident Accession
v v

RNA-Pro .. eno. . 100% 00 9769%

Description

Pro ... Lageno.. 100% 00 97.50%

tRNA-Pro 2 100% 0.0 97.50%

100% 00 9731%

100% 00 9731%

100% 00 9731%

100% 00 9731%

100% 00 9712%

100% 00 9712%

100% 00 97.12%

100% 00 9712%

enodelphis hos tRNA-P. eno... 100% 00 97.12%
enodelphis hos er ST04 - 5 eno.. 100% 00 9712%
Lagenodelphis ei vouche 014 tRNA-P. .. 2N0.... 100% 00 97.12%
tRNA-Pro .. 100% 00 97.12%

100% 00 97.12%

100% 00 97.12%

100% 0.0 9712%

100% 00 9712%

100% 00 9712%

100% 0.0 96.92%

100% 0.0 96.92%

100% 0.0 96.92%

100% 00 9692%

100% 00 96.92%

100% 00 96.92%

A (01) tRNA-P ageno 100% 0.0 96.92%

tRNA-Pro ... Lageno.. 100% 0.0 96.92%

tRNA-P... Lageno.. 100% 0.0 96.92%

100% 00 96.92%

100% 00 96.92%

100% 0.0 96.92%

enodelphis hosei voucher HU : eno... 100% 00 96.92%
phis hosei voucher E 0.. 100% 00 96.92%

100% 00 96.92%

100% 0.0 96.92%

100% 00 96.73%

odelphis hos - eno. . 100% 00 96.73%

genodelphis hos . no.. 100% 00 96.73%

100% 00 9673%
100% 00 9673%
100% 00 96.73%

Figure 2. Sequences producing significant alignments for tissue sample T022417.

Results were also visualised as a Fast Minimum Evolution distance tree (Fig 3).
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Figure 3. Yellow indicates the queried (sample) region. Green are GenBank sequence
accessions with significant sequence alignment.

Conclusion

T022417 has the greatest sequence alignment with and is identified as a Fraser’s dolphin
Lagenodelphis hosei.



