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- IEE#1THIi% (distance matrix method)
— EEEEE R (UPGMA)
— WML S % (neighbor joining method, N-Ji%)

-

o R2EIKEEL(character state method)
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ACLVDQSLRLDCRHEN IQYEFSLTRETKKHVLF
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Maximum Parsimony Method (MP3%)
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£TRDIT5

2. [5HmERFE OV ENRENICDONT., BEEIZH
[THEMEZERKRD D

3. 1EREF OV AETIZOWNT, ERHOFIN
=R/MNIEEEEIRT S




L& (Maximum likelihood method, MLE)
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MEGA (http://evolgen.biol.metro-u.ac.jp/MEGA/)

— REFUE. IERETTHLERGE

PHYLIP
(http://evolution.genetics.washington.edu/phyli.html)
— RAE. RERA. IRRETTALERGE

PAUP* (http://paup.csit.fsu.edu). H{&

— LA =ERE. IERETTILERGE

Molphy (http://www.ism.ac.jp/ismlib/softother_j.html )
- &RALE

PAML (http://abacus.gene.ucl.ac.uk/software/paml.html)
— RAEMETHREKENZE

phyML (http://www.atgc-montpellier.fr/phyml/)

- RALEER)

MrBayes (http://mrbayes.csit.fsu.edu/index.php)




Fl&zE#REIEFZzE (L)

- FIZEEH EEFDONAQOI—FERHICELHIEREBRDSIL. 7
S/BICEEREEZELLEVED

o ERIZEEM EEFDNAOI—KREFIZELIIEREBERDSSL.
TEI/BICEEZHELSED

=W PS=Y
FrPS=s
oY
aq4 vy

JIF=Y
fyO4vy FRAINSEY
fvo4v>

AF A (FH)




BEACRY<EEAGE =

E12(2)

BREOJ DODNAZLLERT A EIZEHT. RAIEEH

EFRBREBRDAZTHETESD

B—iRCEREBEEROAMNIERTBERLYZ Y
e THRTHEEDZTEXOFVDAEIZELLLY
e TE/BRIZZEEDLZVLVER(RIEERR) XHERINLME

[A]

« PEI/BRICEERDHHER CGERIZER) (IBELET=DH

FRSN HAEH]

B EZERE(AZEBRMRZT A X2<LDIE
EFCTHATHSN. ERZERRIIERFIC

EOT/\TVYELHS



M RITEEZREUE

« {HEM (FEAOTP—, homology)

- 2DMES GEBFIZVINIE) hdhY . ThohH@HE L
MNoELLTHELEDTHAGL., TNl BREE
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BC@54436_Mus.
XM_2015@3225_Equus.
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KVTSLTACLVDQSLRLDCRHEN TQYEFSLTRETKKHVLFGTVGVPEHTYRSRTN 79
KVTSLTACLVDQSLRLDCRHEN IQYEFSLTRETKKHVLFGTVGVPEHTYRSRTN
KVTSLTACLVDQSLRLDCRHEN IQYEFSLTRETKKHVLFGTVGVPEHTYRSRTN
KVTSLTACLVNQNLRLDCRHENN TKDNSIQHEFSL TREKRKHYLSGTLGIPEHTYRSRY
RVISLTACLVNQNLRLDCRHENNTN-LFIQHEFSLTREKKKHYLSGTLGVPEHTYRSRYN
KVTSLTACLVDQSLRLDCRHENATT-LPIQYEFSMTREKKQHVIYGTVGVPEHSYRSRTN
KVTSLTACLADQSLRLDCRHENT TA-TPIQYEFSLTRETKKHYLFGTVGVPEHTYRSR
KVTSLTACLVNQSLRLDCHHEN IQYEFSLTRDTKKWYLSGSNGVTRPEYSSRTK
ck RkERER Lk Rkokkk kR . kR kRk . kk. . k. k. k. % Kk
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RESULT OF CLUSTALW

[align]

options = -glign -gapdist=8 -moxdiv=4@

CLUSTAL W (1.83) Multiple Seguence Alignments

Seguence formot is Pearsen

Seguence 1: HIT@22@15863_Human 161 oo
Seguence 2: ENSPTRT@2229228133_Chimpanzee 161 aa
Seguence 3: U93312 Macague 161 aa
Seguence 4: B(@54436_Mouse 162 ao
Sequence 5: ENSBTAT@2299@26146_Cow 161 aa
Start of Pairwise alignments

Aligning...

== Aligned score is not displayed

Start of Multiple Aligrment
There are 4 groups
Aligning...

== Aligned score is not displayed

Alignment Score 7588
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CLUSTAL W (j.8

HIT@22215863_Human
ENSPTRT20@22228133_Chimpanzee
U93318_Macogue
ENSBTAT20@22026146_Cow
BC254436_Mouse
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ENSETATO2202226146_Cow
BLR54436_Mouse
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#r Lw EeesiTaEaisestrsasasaascs sesss.ees % ae
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®owow ow; ms % w :_::% smmmars sasss sssas. seas
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* waws waias
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—
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C
HITO@2215863_Human:@.

a5,
ENSBTATR@020026146_Cow:@.13561)
:@.11335);

[tree]

options = -tree -kimura -tossgaps

Seguence formot is Clustsl

Seguence 1: HIT@22915863_Human

Seguence 2: ENSPTRTQ2222228133_Chimpanzee
Seguence 3: U93318_Macague

Sequence 4: ENSBTAT22299@26146_Cow
Seguence 5: B(@54436_Mouse

guery.ph

BL@54436_Mouse:@.23123)
19, 14026)
1@.01209);

CLUSTAL W (1.83) Multiple Seguence Alignments
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HITOODO15863 Human
ENSPTRTO0000008133 Chimpanzee

U93310 Macague
“7 ENSBETATOO0000Z6146 Cow

BCO54456 Mouse
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Njprotz #| A (http://pbil.univ-lyon1.fr/software/njplot.html)
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