Research on Sasquatch (Homo sapiens cognatus) Gene MC1R.
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In 2013, The Sasquatch Genome project, which includes Websites that were used: Sequence 10: AARIZ100.1 Length: 21 Number of Matches: 1 St
Dr. Melba Ketcham and her colleagues, published a paper . 1) Sasquatch genome Project-Supplmental raw data =~ Teessmee = e — — :
in the Journal DeNova: Accelerating Science in which they | http://sasquatchgenomeproject.org/sasquatch _genom | 242 bits(617) 1e-75 Compositional matrix adjust. 194/261(74%) 200/261(76%) 0/261(0%) . Phylogenetic tree with primates.
claimed they had sequenced genes from a creature i e _project 003.nhtm to obtain sequences for testing. i B e T EEE R N T e i Baboon 0.01262
unknown to science, which they named Homo sapiens i 2) EXPASY http://web.expasy.org/translate/ to obtain 6 @ T 7 SEmemmmmmemeemmmemmessmmmmm——m—smemame o i Macaque 0.01262
\ . . — N - Query 75 REQRACDCR!—.??ACCRC4CCPCCCA.A.A.ACQCE'RDH:.?:'.E:A:'QPLLPCR}:RR:PL!:I:E:.L 134 : ‘ .
cognatus. The purpose of this project was to use the newly : possible reading frame translation for sequences. | Sbjot 92 REQRAGDGRAAAAGGGRPORPGRRGAANGUCEERASLALEGVGFLLPGRERRGPLRVELL 181 | Chimp 0.01441
. . . . | . . . | [
acquired skills of gene-act.org to test the claims of this i 3) BLAST https://blast.ncbi.nim.nih.gov/Blast.cqi | Geery 135 ETALIORVAMAASACONLOUCRLOMALEKLLANIRFAVIROLLYSIMARTIATR 134 | giuman -Oﬁogg)ggze
article. A supplemental sequence titled MC1R from | 4) UNIPROT: http://www.uniprot.org/ to find comparable | Z"y o :“:;:*’“i:i::::Z:z::‘;":"::::::::‘i:‘z::*;:::: :: | G?)Sr;?lga(§002456
www.sasquatchgenomeproject.org was aligned using i primate, domesticated and North American mammals i Sbict 212 PHAGPGLPARPAHRPAPODAAPHPPGLRPOGRGHPHHPAGRLPPLLGTLLPAPLPRRPLE 271 i - 9: Phl fic ¢ f o T-COFFEE of the MC1R o
RIS T | agTEe--Myliple.. saquence — alignments - and : R e 1 G T : plr?r:;etes. Thi%%zgi;ct;cr:egeezeais (-)n the samoe ernch as r?jr?;rlg
phylogenetic trees were constructed comparing the | 5) T-COFFEE http://www.ebi.ac.uk/Tools/msal/tcoffee/ to | ~ * 7 mrmrememamsemi @ : Bhyl | i t th d ticated animal |
. . | . . | [
sequence to other primates, domesticated mammals and : construct multiple  sequence alignments and . Fhylogenetic tree with domesticate anlmg SIO v,
North American mammals to determine the source of the : Phylogenetic Trees. ' Figure 4: Top BLAST Hit for reading frame 1 of MC1R is a l St?\eNep.O 02064
sequence. The sequence appears to be human and difficult l . Melanocortin receptor in a pig (Sus scofa) i Human 0.00194
to differentiate from a Sasquatch. i > MC1R Sequence for Sample 25/26 | : S&SQU&tC.h 0.0017
-------------------------------------------------------- ' TCACTCCACCCCCACAGCCATCCCCCAGCTGGGGCTGGCTGCCAACCAGACAGGAGCCCG ' tubulin, beta, 4 [Homo sapiens] | Dog 0.07739
I GTGCCTGGAGGTGTCCATCTCTGACGGGCTCTTCCTCAGCCTGGGGCTGGTGAGCTTGGTG | _ _ _ l
: | GAGAACGCGCTGGTGGTGGCCACCATCGCCAAGAACCGGAACCTGCACTCACCCATGTACT | —oguence D ARRRELL Length: 797 Number of Matches: | Horse 0.08034
Introduction | GCTTCATCTGCTGCCTGGCCTTGTCGGACCTGCTGGTGAGCGGGAGCAACGTGCTGGAGAG 1 =98t more Hiels) i Pig 0.0857
GGCCGTCATCCTCCTGCTGGAGGCCGGTGCACTGGTGGCCCGGGCTGCGGTGCTGCAGCA an . —— anhics _ _ _
i GCTGGACAATGTCATTGACGTGATCACCTGCAGCTCCATGCTGTCCAGCCTCTGCTTCCTGG i ';co‘:: piste 28:;“: ::etfo:“ enties —— — i Figure 10: Phylogenetic tree of a T-COFFEE of the MC1R gene in
On February 13, 2013, Dr. Melba Ketcham of the Sasquatch : gggggggggggg%%ﬁ%%%%@fggg(T;(T:%I;%Lgﬁ%@gg%gggﬁg%%STC(?TTTCSATG | 551 bits(1419) 0.0  Compositional matrix adjust. 274/275(99%) 275/275(100%) 0/27 | ﬁomesucated animals. The sasquatch gene is on the same branch as
. . I | l umans.
genome project (sasquatchgenomeprOJect.org/) and DNA i CACGCTCTTCATCGCCTACTACGACCACGTGGCCGTCCTGCTGTGCCTCGTGGTCTTCTTCC | Query 1  HSTPTAIPOLGLAANQTGARCLEVSISDGLFLSLGLVSLVENALVVATIAXNRNLESEMY 60 !
. . i I T A A I . : - AKNR:' I = . . .
Diagnostics, Inc. published her 5 year study on the DNAfrom | (300 CAGBGCATCOCCCEOCTCCACAAGAGGOAGCGOCCAETCCACCAGBBOTTTGR00T | o 1% Mormmmii oo cinyst socim L issvaas AT msieny - . Phylogenetic tree with NortiAmericah anwuals.
a bipedal primate called Sasquatch or “Big Foot.” The article | TAAAGGCGCTGTCACCCTCACCATCCTGCTGGGCATTTTCTTCCTCTGCTGGGGCCCCTTCT | o O O A S DLLVSCSNVLETAYILLLEACAL VARAAVLQOLONVI DV ITCESMLGSLCE | Bear 0.04296
. " . o : i TCCTGCATCTCACACTCATCGTCCTCTGCCCCGAGCACCCCACGTGCGGCTGCATCTTCAAG y  Sbiet 75  CFICCLALSDLLVSGSNVLETAVILLLEAGALVARAAVLOQLDNVIDVITCSSMLSSLCE 134 | Lox O-gggggs
titled Novel North American Homlnlnsa Next Generatlon ' AACTTCAACCTCTTTCTCGCCCTCATCATCTGC ! Query 121 LGAIAVDRYISIFYALRYHSIVTLPRARRAVAAIWVASVVFSTLFIAYYDHVAVLLCLVV 180 : oor U.
. ! : LCATAVDRYISIFYALRYHSIVTLPRARRAVAAIWVASVVEFSTLFIAYYDHVAVLLCLVV : Human 000505
SequenClng of Three Whole Genomes and : e 5 R Nucleotide Seauence for Reported “Sasquatch” gene : Sbjct 135 LGAIAVDRYISIFYALRYHSIVTLPRARRAVAAIWVASVVFSTLFIAYYDHVAVLLCLVV 194 | aaosl?sl;aacgs-zoégmﬂ
. . ” . . ” igure £. Raw NU I u u . . . '
Associaled Studiess was published in a newpeer | ycig q A o EEEVESSENSSIENRIMEEE L
reviewed’journal called “DeNovo: Accelerating Science” | | oeery 201 R ' Figure 11: Phylogenetic tree of a T-COFFEE of the MC1R gene
(www.denovojournal.com). According to the forty-one page ; | ot 255 CPPRLELTLIVICPRRPTCCIPRNPNLFLALIIC 209 ; g‘r:'n%f;hafgngﬁgfn“sa”'ma'S- The sasgflatch genejs°on the samse
document: T e e e | | -
“One hundred-eleven samples of blood, tissue, hair, and i E Figure 5: Top BLAST Hit for reading frame 2 of MC1R is a i _“(:_“H“i““:“h_ ____________________________________
. - , . | | . . . |
other types of specimens were studied, characterized | Results. i tubulin beta in a human(Homo sapiens) | oncliusio
and hypothesized to be obtained from elusive hominins : , , : . The top BLAST hit for the raw nucleotide sequence is a
in North America commonly referred to as Sasquatch.” : e e Sy . KR ISIIGODN) 3 FROSPE RASTIR . Human melanocortin 1 receptor with an e-value of zero.
l Sequence ID: ALJ76158.1 Length: 317 Number of Matches: 1 ! Sequence ID: ABXB3564.1 Length: 72 Number of Matches: 1 ! : : " y
DNA was extracted from the samples and Sanger sequenced | | . However, the subject alignment starts at position 15 and
by a lllumina HiSeq 2000 “next generation sequencer.” Dr. i Z"“e 1115to 28:"6‘-’”:’?: t:""j"‘cs — — i “;"““:”” “!m:md = — i differs by one amino acid. Bit score is 546. The top BLASTN
ore pec etho entities ositives e X etho o osSRives s . . . .
Ketcham and her team concluded that the sequences were | 546 bits(1406) 0.0  Compositional matrix adjust. 274/275(99%) 275/275(100%) | 46.6 bits(109) 0.001 Compositional matrix adjust. 31/42(74%) 31/42(73%) 0/42(0%) ' hit for Reading frame 1 of the sequence is a MC1R is a
from a bipedal primate unknown to science. The scientific : ouery 1 HSTPTAIPQLCLAANOTCARCLEVSISDGLFLSLGLVSLVENALVVATIAKNRNLESPMY 60 : Query 99  CSSWINSLT*SPAAPCCPASASHAPSPWIATSPSSTHCATIA 140 ' Melanocortin receptor in a pig (Sus scofa) with an e-value of
H ' t “Blood relati f th ' +STPTAIPQLCLAANQTGARCLEVSISDGLFLSLGLVSLVENALVVAT IAKNRNLESPMY | Sbict 30  CSSIMSSTCSSADPWCPASASVPLLNTATEPSSTPCGITY . 1e-75. The subject alignment does not start to position 32 and
name Omo Saplens Cagna US ( OO re a IVG O e : Sbijct 15 NSTPTAIPQLCLAANQTCARCLEVSISDCLFLSLCLVSLVENALVVATIAKNRNLESPMY 74 : ' I . s ] .
WIS€E people”) was SmeItted to ZOOBanka the Internatlonal : Query 61 CFICCLALSDLLVSGSNVLETAVILLLEAGALVARAAVLOQQLDNVIDVITCSSMLSSLCF 120 : : Query pOStlon 15 Blt Score 1S 242 The top BLASTN hlt for
Commission on Zoological Nomenclature and the application i Sbjot 75 CFICCLALSDLLVSGSNVLETAVILLLEAGALVARAAVLQQLONVIDVITCSSMLSSICE 134 | Figure 6: Top BLAST Hit for reading frame 3 of MC1R is a i Reading frame 2 of the sequence is a MC1R is a tubulin beta
was accepted. | Query 121 LGATAVDRYISIFYALRYHSIVILPRARRAVAAIWVASVVESTLFIAYYDEVAVLLCLVV 180 | truncated melanocortin 1 receptor in a cow (Bos taurus). in a human with an e-value of 0.001. The subject alignment
. e o | Sbict 135 LGAIAVDRYISIFYALRYHSIVILPRARRAVAAIWVASVVESTLFIAYYDEVAVLICLWV 194 | | | | ' does not start to position 15. Bit Score is 551.
The purpose of this project is to determine if sequence MC1R | o OEAOC I ARLEKRORPVHOCE CLKCAVILTILLGIFFLCH 240 hypothetical protein M359_05470, partial [Chaetura pelagical |
PO . ) FFLAMLVLMAVLYVEMLARA | i ; v equence 1D: 57 en - um atches: . 1 b}
came from an unknown hominin, Homo sapiens cognatus, [ | rvcmevseowcmecmsmseenecrouewnicnon L R . The Phylogenetic trees for the reported “Sdsquateh” gene
. . . . J 1 1 Range 1: 3 to 148 GenPeot Graphics . . .
modern human Homo sapiens or entire different organism. | | oo e e peve o . place it next to a human. If Sasquatch is a Homo sapiens
Query 241 GPFFLELTLIVLCPEEPTCGCIFENFNLFLALIIC 275 P P : . . . . .
Due to the fact that genes are highly conserved and that Dr. | otor  gng  CETTLELILIVLCPERPTCGCIFENFNLELALIIC : 137 bits(346) Be-37 Compositional matrix adjust. 89/146(61%) 98/146(67%) 0/146(0%) . cognatus, it will be nearly impossible to separate its genome
. I jct 55 CGPFFLELTLIVLCPEEPTCCGCIFENFNLFLALIIC 289 | Query 114 AZDDICHPDCRNCSPRPRQCHDAVVAQCVEDCIVAVECOCAQEAEAGOHCANCOHY \d T | f h H . . h I nd tm n
Ketcham argues that Sasquatch in a member of our genus | | cice 3 M2, S S QGUOAVVAQ VECGOVAVECD OE E G GAM eMVeDIV  from humans (Homo sapiens sapiens), who also spend time |
and SpeCieS, it will be almost impOSSibIe to determine if hlghly : Figure 3: Top BLAST hit for the raw nucleotide sequence. A Human : Query 174 OLLONRSPCEOCTOLOGEDOGRLONVAPANOOVROCOMADEAVGSVOVFVLGOOGNNOR 233 | the-woods and CO-n-tamlna-te-SGm-p-les ------------------------
- rfa : " : i — i I I Soict 63 HVADSCCADHQREAVLOC Eiczﬁ-":’.\:';\.}l.!'I':";DE;J'KE F::-":';:-;?:"";';:::'l:‘zs ;:I..: b . I
significant sequences came from our subspecies (sapiens) or : melanocortin 1 rece_ptor_ (I\/IC1R)._ E-value .—O. melanoc_ortln 1. receptor. IS i e e e .,':c?.-,a,: o QVFVLOOGSNNOQ : Refe rences
: . one of the key proteins involved in regulating mammalian skin and hair | WO Y ViaoARgeo Zme VD APGS |
the proposed Sasquatch subspecies (cognatus). | | | | | Sbjct 123 VINOANQPOREDQLVGOVESLARGSA 143 | _ .
. color by making the pigment melanin | . 1.http://sasquatchgenomeproject.org/
| oy s . i s . | [ . . . .
. (https://en.wikipedia.org/wiki/Melanocortin_1_receptor). ' Figure 7: Top BLAST Hit for reading frame 5 of MC1R is a | 2. Ettp.(/S_aSC]IJJatr:hg?gomelprocljecgl?rqllInked/novel-north-amerlcan-
- - . . - ominins-rinal- -aownioad.
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Figure 1: what is a theoretical image of Bigfoot. Source: " A . " : ! source: https://ixquick- !
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