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Abstract Methods

In the July 2, 2014 issue of the Journal of the The Websites that were used: TN
Proceedings of the Royal Society: Biological Science Volume 1) Proceedings of the Royal Society Bio|ogica| Sciences .
281, Issue 2014.0161, Sykes, Mullis, Hagenmuller, Melton. https://royalsocietypublishing.ora/doi/10.1098/rspb.20 Phylogenetic trees for Sequence and . for SK J4E570E-1
and Sartori conducted a comprehensive genetic survey of 14 0161#d661480e838s reference Number 25027- Domesticated Animals Phylogenetic trees for >KJ155705.
iIndividual and museum collected specimens to explore their 25194 to obtain sequence identifiers for GenBank. Almus 0 Sequence and Russian Bears
identity. The purpose of this project was to verify the claims of 2) DNA to Protein translation P B,0629
this article regarding the Russian Bigfoot or Almas.. http://insilico.ehu.es/translate/ to obtain 6 possible Pog 0.04265 Nimus 043467
Sequences cited in the article are stored in GenBank and reading frame translation for sequences. Housecat 0.03692 AciaticBear 0
translated Into SIX reading frames using 3) BLAST https://blast.ncbi.nlm.nih.qov/Blast.cqi BLACKBEAR 0.01923

http://insilico.ehu.es/translate/. @ Protein BLASTs  were
conducted of the results. Multiple sequence alignments and
phylogenetic trees were constructed comparing the sequence
to humans, other primates, and Russian mammals to
determine the source of the sequence. In conclusion the DNA

Figure 4. The Almas sequence is on the same branch as the Horse
This is further evidence that the sequence isn’t from a Russian Bigfoot,
but from a horse.

4) GenBank: https://www.ncbi.nim.nih.gov/nucleotide/ to
find test sequences, comparable primate sequences,
and Himalayan mammal sequences.

5) T-COFFEE http://www.ebi.ac.uk/Tools/msal/tcoffee/ to

construct multiple sequence alignments and

Figure 8. The Almas sequence is on the same branch as the Asiatic Bear.
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Sample was from the Domesticated Horse (Equus caballus). Phylogenetic Trees. Primates.
........................................................ : Amus 006428 Phylogenetic trees for Sequence
] : | and Primates Plus Horse
Introduction . >KJ155705.1 isolate 25041 _E m:nooogfgg
. CTTAGCCCTAAACTAAAATAGCTTACCACAACAAAG Macague 001656 Amus 0
3 R?Q'OHBS_ Off Nfrleem Asia as T?maus f%r trTr? 'Iegﬁ”d ththe . CTATTCGCCAGAGTACTACTAGCAACAGCCTAAAAC Baboon 003153 ey
ussian Bigfoot ‘Almas’ or Relic Neanderthal. If such a : ARZ T Human 00283
creature exists, there must be hair samples in the area that | TC GGACTTGGCGGTGCTTTACATCCCTCTA Lercopiecidag 0.04%2¢ Baboon 0.04914
: : : : : Cercopithecidae 0.06167

contain unique DNA sequences that would align with other . Raw DNA Nucleotide Sequence Figure 5. The Almas sequence is on its own branch, but near Macaque 0.01914

known “higher” primates such a humans, chimpanzees,
gorillas, and orangutans.

In the July 2, 2014 issue of the Journal The Proceedings of
the Royal Society: Biological Science Volume 281, Bryan
Sykes, Rhettman Mullis, Christophe Hagenmuller, Terry
Melton, and Michel Sartori conducted a comprehensive

chimpanzees and humans. This is what you would expect if the
Almas was a large primate.

Results

Equus caballus isolate Twilight mitochondrion, complete genome
Sequence ID: MH586816.1 Length: 16576 Number of Matches: 1

Figure 9. The Almas sequence is on the same branch as a
horse sequence and near the chimpanzee and human
sequences. This helps with the understanding of Figure 5.

Phylogenetic trees for Sequence and
Wild Mammals of Russia.

Range 1: 519 to 623 GenBank Graphics

genetic survey of field-collected and museum specimens to Score Expect  Identities Gaps Strand Almus 0.0%36 COﬂClUSiOn
explore their identity . The resulting journal article was 195 bits(105) 3e46 _ 105/105(100%) bocib), il L Deer 003383
entitled “Genetics Analysis of Hair Samples attributed to Yeti, Query 1  CTTAGCCCTAAACTAAAATAGCTTACCACAACAAAGCTATTCGCCAGAGTACTACTAGCA 60 The first BLAST was 100% Identity and extremely significant (3e-

sbjct 519 CTTAGCCCTAAACTAAAATAGCTTACCACAACAAAGCTATTCGCCAGAGTACTACTAGCA 578 46) and was a ggod match for a horse (() gaps) It does not appear to

be from a Russian Bigfoot. The human BLAST values showed that
the horse hit was better. This is even more evidence that the
sequence is not from a primate. The chimp is on a different branch
on the phylogenetic tree. If the Russian Almas was a bipedal
primate, then the chimp or human would be on the same branch.
Horses are distantly related to primates. The hair probably came
from a horse. Figure 7 BLAST results were tested with Phylogenetic
trees for Wild Mammals of Russia Plus Horse. The Almas and the
Horse were on the same branch. Figure 9. The Almas sequence is
on the same branch as the Horse. Phylogenetic trees for Sequence
and Primates Plus Horse. These pieces of evidence is is further
evidence that the sequence is not from a Russian Bigfoot, but from a

Bigfoot and Other Anomalous Primate”. A total of 37
iIndividual and museum collected hair samples were selected
for genetic analysis based on their place of origin.

Samples were placed in proteinase K for 2 hours at 56°C
before DNA extraction using phenol, chloroform, and isoamyl
alcohol. Extracted DNA was amplified for the ribosomal
mitochondrial DNA 12S fragment using Polymerase Chain
The resulting DNA were compared to GenBank for species
identification..

The purpose of this project is to determine if sequence
>KJ155705.1 came from a scientifically unknown relic bipedal
Hominidae (commonly called the Almas or Russian Bigfoot),
or another known primate or another Russian mammal.

} wildgoat 0.04698
snowleopard 0.05612

Raccoon Procyonlotor 005146

Query 61 ACAGCCTAAAACTCAAAGGACTTGCCGGTCCTTTACATCCCTCTA 105

Sbjct 579 ACAGCCTAAAACTCAAAGGACTTGGCGGTCGCTTTACATCCCTCTA 623

Figure 2. BLAST results of Raw Nucleotide sequence. It is Equus
caballus (Domesticated Horse). Score 195 bits. E-value 3e-46. 0
Figure 6. The Almas is on its own branch of the phylogenetic tree

gapS “:9 -‘:.._-h- . S— .
S and not closely related to the four mammals of Russia.
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https://equineguelph.ca/l
earn_objects/evolutiontsi
meline/equus.html

Phylogenetic trees for Almas sequence
Wild Mammals of Russia and Horse.

Does the Sequence come from a Primate?

Cr_iticql _thinkin_g Ski”.S and gene annotation _Ski”S were used to Homo sapiens erb-b2 receptor tyrosine kinase 4 (ERBB4), RefSeqGene on chromoso A|mUSO | Refe re n ces
scientifically investigate a popular cryptid. The second Sequence ID: NG_011805.2 Length: 1169912 Number of Matches: 1 —‘— Horse 0 |
: : - ; e s . e G 1 Sykes, B.C., Mullis R. A, Hagenmuller, C., Melton, T. W., Sartori, M. July
purpose is to independently _Ver!fy the work of Oxford’s Dr. RS o 17675241 75762;:;;—“ f’de:me _ — — e Deer 003583 ' 2014 Genetic analysis of hair samples attributed to yeti, bigfoot and other
Bryan Sykes and the other scientists. 132 bits(146) 6e-29  93/105(89%) 1/105(0%) Plus/Plus wildaoat 004538 ' anomalous primates. Proc. R. Soc. B 281:2014.0161.
| ouery 1 P TAGCCCTAMACTAAAATAGCTTACCACARCARAGCTATTCACCAGAGTACTACTAGCA 60 L 0al % ' https://royalsocietypublishing.org/doi/10.1098/rspb.2014.0161#d661480e83
Figure 1: A photo the | CCCCLECETEEE FEEE T TECEEE L PLECCEEEE T LT snowleopard 0.09131 | 8s
) Sbjct 767524 CTTAGCCCTAAAGTCGAATAG~TTACATTAACAAAACCATTCGCCAGACTACTACAAGCA 76 I /S, N - AN AN " TO. SO, SN SN S T
Amerlcan SasquatChi Query 61 ACAGCCTAAAACTCAAAGGACTTGGCGGTGCTTTACATCCCTCTA 105 Raccoon_Procyommor_ 005388 :
which many believe is a Sbjct 767583 Ilk(l.‘.AG(!‘,'I'JIZ‘AAIIULCIZTCII\II\}LGGIL(!T'II‘TGJ}(I.‘,Cl;GT(LClZ'JI['TTII&(IZ}l\TC(!‘,(!‘.'LCTIL 767627 i ACkn OWIGdgments
cousin to the Russian | | | | . Supported by an NIH Science Education Partnership Award
Almas. | Figure 3: Nucleotide BLAS_T of sequence agallnst Homo/Pan/Gorilla. Figure 7. The Almas and the Horse are on the same branch after E R250D010536.
https://www.skepticblog.org/201 Results are for a Human kinase. Score 132 bits. e-value 6e-29. Just adding the Horse sequence with Wild Mammals of Russia. This is + Thank you to Dr. Stephen Koury and Dr. Rama Dey-Rao.
4/06/01/the-profound-awfulness- 89% identity with 1 Gap. The Horse is a better match. further evidence that the sequence is from a horse. . University at Buffalo.
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