FORS| AL
S Al TV

CAOKE

AOKEMEDICAL

PHYLOGENETIC TREE
CONSTRUCTION

1R ANFHf

i e @OLYAFES

ITNERREYMEERFERAT www.aokemedical.com



A HIA AR . 15 PHYLIP. Ho2 B2 AR RS, R4
JER U B B s o PR I BE% A L PHYLIP (1 Sh REMR Lo K, R4 1
AT IIRERAT: i, DNA FUE F P SRR (A ik AF . i, e s 8ol i 42
G B I, R R s BT . did, KR RDIRER FIE S ) T B 0 AT Y
At v, EFPAIRIEE I B ML E Ry (DR 2 LR R AT 0 A1 1 RS
I, P AREAT S HT IR Ao v, $%H DOLLO fRi ¥ SR P S8R4T 20 BT If 3k
o vi, RIS AT . FEIE, BB AP RN DD RE A REA T

BATIAEAT LA 500 h

Mo3 ATGTATTTCGTACATTACTGCCAGCCACCATGAATATTGCACGGTACCAT
Mo5 ATGTATTTCGTACATTACTGCCAGCCACCATGAATATTGTACGGTACCAT
Mo6 ATGTATTTCGTACATTACTGCCAGCCACCATGAATATTGTACGGTACCAT
Mo7 ATGTATTTCGTACATTACTGCCAGCCACCATGAATATTGTACAGTACCAT
Mo8 ATGTATTTCGTACATTACTGCCAGCCACCATGAATATTGTACAGTACCAT
Mo9 ATGTATCTCGTACATTACTGCCAGCCACCATGAATATTGTACGGTACCAT
Mol2 ATGTATTTCGTACATTACTG CCAGCCACCATGAATATTGTACGGTACCAT
Mol3 ATGTATCTCGTACATTACTGCCAGCCACCATGAATATTGTACGGTACCAT

BN IX 8 MNEHIATHALI 8, MR B R, 48 CLUSTALX HE8I ¥
B, A *PHY. HCSHAT O FE:

& - erE =lol x|
THE SHEE BFEO | BB
8 58 =
Ho3 ATGTATTTCG TACATTACTG CCAGCCACCA TGAATATTGC ACGGTACCAT
Ho% ATGTATTTCG TACATTACTG CCAGCCACCA TGAATATTGT ACGGTACCAT
Hoéb ATGTATTTCG TACATTACTG CCAGCCACCA TGAATATTGT ACGGTACCAT
Ho7 ATGTATTTCG TACATTACTG CCAGCCACCA TGAATATTGT ACAGTACCAT
Ho8 ATGTATTTCG TACATTACTG CCAGCCACCA TGAATATTGT ACAGTACCAT
Ho9 ATGTATCTCG TACATTACTG CCAGCCACCA TGAATATTGT ACGGTACCAT
Ho12 ATGTATTTCG TACATTACTG CCAGCCACCA TGAATATTGT ACGGTACCAT
Ho13 ATGTATCTCG TACATTACTG CCAGCCACCA TGAATATTGT ACGGTACCAT ‘:J
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SEQBOOT, W ~K:
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h: KUHHEHEHEKSHFTWHHE\PH?LIP\PH?LIPUIH\SEQBHHT EXE: can’t read infile
Please enter a new filenames

PR NNIA A i * PHY SCF, JF4E Random number seed (must be odd) ?
RTINS AN+L B0 G, R s R

MS
% SEQBOOT

5 = 2] s = N

0= \WAHCHEHGASOF TWARENPHYLIPAPHYLIPWIMASEQBOOT.ERE: can’t read infile
Please enter a new filemame>D:%1_phy

Random number seed (must be odd)?

+[2J+[H
Bootstrapped sequences algorithm, version 3.573c

Settings for this run:
Sequence, Morph, Rest., Gene Freqs? HMolecular sequences
Bootstrap, Jackknife, or Permute? Bootstrap
How many replicates? 100
Input sequences interleaved? Yes

Print out the data at start of run Ho

J

[

I

0 Terminal type CIEM PC, UTS52, AHSI)? AHSI
|

2?2 Print indications of progress of run Yes

fire these settings correct? Ctype ¥ or the letter for one to change)

K Dy 3 Ry Iy O. 1. 2 AREATIERE LTI, BENIXEFRE, R4t
o KA AS . D IR AE . I IETHAT =R 4 n] LAk B, 4 ) S2 Bootstrap.



Jackknife Al Permute. &% [ [H$#2%|H Bootstraping v X AWM BEAT VR4S, TR
Bootstraping V25L& WA FEAIIEEE (LR TPERIER—:, FITFH—)
FEABEALAN ST AL — B P81 IXRE, — NPl AR T VW2 Pl —A4
Z P AV AT LR T 2 A2 P A A R SRS (R K2y, o]
RETEVE S BRI 8RB AR D RS2 e SR AT LA B — SR o R 2E
BEVE 2 SR EAT LA, 12 B2 BN (Cmajority-rule) FRATHE 2152 — M
NIEIT HIHEH . Jackknife Wi 53 4 — M BEHLIE BRI T7% « ' 5 Bootstrap
TR A AR N B2 e oAb 55, SRR N4 KE T BT 81 Permute
&S AN—FEORE )77k, L H 5 Bootstrap Al Jackknife VEANF], X AN M,
R JETLLAEH Z ¥ republicate M4 H . JITiH republicate il & ] Bootstrap 7/E
F T — AN Z Fe A . W22 P 51 TR B B 20 B A ) AT RS BOAS [R] F
republicate. YIATHELF G, BN Y #%[FIZ%E. 52— S04 outfile

Outfile A 1IC AT U T
&ontfile - PHWE B =10 x|
TR fRIR(E)  fEER (3 FEBh D
8 5o fﬂ
Mo3 AATGTATTTG TATTAACCCC CAAACCCCAA TAATTTEGEC CAACTCTTTT
Ho5 AATGTATTTG TATTAACCCC CAAACCCCAA TAATTTGGET TAACTCTTTT
Hoé AATGTATTTG TATTAACCCC CAAACCCCAA TAATTTGGET TAACTCTTTT
Mo?7 AATGTATTTG TATTAACCCC CAAACCCCAA TAATTTEGET TAACTCTTTT
Ho8 AATGTATTTG TATTAACCCC CAAACCCCAA TAATTTEGET TAACTCTTTT
Ho9 AATGTATTTG TATTAACCCC CAAACCCCAA TAATTTGGET TAACTCTTTT
Ho12 AATGTATTTG TATTAACCCC CAAACCCCAA TAATTTEGET TAACTCTTTT
Ho13 AATGTATTTG TATTAACCCC CAAACCCCAA TAATTTGGET TAACTCTTTT
8 )
Ho3 TTGTTTAAAA CATTAAACTT TGACEGEATA TGEGCAACCC GGEACCAAAT
Ho5 TTGTTTAAAA CATTAAACTT TGACGGEATA TGGGTAACCC GGGACCAAAT
Moé TTGTTTAAAA CATTAAACTT TGACEGEATA TGEGTAACCC GGEACCAAAT
Ho? TTGTTTAAAA CATTAAACTT TGACEGEATA TGEGTAACCC GGEACCAAAT
Ho8 TTGTTTAAAA CATTAAACTT TGACEGEATA TGGGTAACCC GGGACCAAAT
Mo9 TTGCTTAAAA CATTAAACTT TGACEGGATA TGEGTAACCC GGGACCAAAT
Ho12 TTGTTTAAAA CATTAAACTT TGACEGEATA TGEGTAACCC GGEACCAAAT
Mo13 TTGCTTAAAA CATTAAACTT TGACEGGATA TGEGTAACCC GGGACCAAAT
8 Y]
Ho3 ATGGETTTTT CGGAAATTAC CTCCCAAGCA TAAATAATTT GGETACCCTT
Mo5 ATGGETTTTT CGGAAATTAC CTCCCAAGCA TAAATAATTT GGETACCCTT
Hoé ATGGETTTTT CGGAAATTAC CTCCCAAGCA TAAATAATTT GGETACCCTT
Mo7 ATGGETTTTT CGGAAATTAC CTCCCAAGCA TAAATAATTT GGETACCCTT
Ho8 ATGGETTTTT CGGAAATTAC CTCCCAAGCA TAAATAATTT GGETACCCTT [

EANSCHALFEE T 100 4> republicate .
FTJF DNAPARS (It KfRiZI1EVE) 5L DNAML (B KT BEPEIRD k. KRIA 4

J& 1 outfile SCAFEE A JRHA . W1 R
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b: \UHHEHEHE\SHFTWHHE\FH?LIP\PH?LIPUIH\HHHPHHS EXE: can’t read infile
Please enter a new filenamerD:-‘wanchengisoftwareZPhylipiphyvlipwiniwan
+[2J+[H

DHA parsimony algorithm, wversion 3.573c

Setting for this run:
Search for best tree? Yes
Randomize input order of sequences? Ho. Use input order
Qutgroup root? Ho, use as outgroup species 1
lse Threshold parsimony? Ho, use ordinary parsimony
finalyze multiple data sets? Ho
Input sequences interleaved? Yes
Terminal type CIBM PC, UTS2, AHSID? AHSI
Print out the data at start of run Ho
Print indications of progress of run Yes
Print out tree Yes
Print out steps in each site Ho
Print sequences at all nodes of tree Ho
Write out trees onto tree file? Yes
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fire these settings correct? (type ¥ or the letter for one to changel

IR O JEAEAE I BEE —ANFSIME N outgroup. —BEIEFE — ARG R E T
Fe AR 1) 1A A outgroup (A5l 1- ANk outgroup), outgroup 1EHEHTLFIR
K S B 0 S5 (B IO BFIR o 300 M 25 A NIA BB republicate (1%
Ho WEIFFME, BAY &4, A4~ 30T outfile H1 treefile.

Outfile #7771 1 4

Di|a| sl s i0@] | B
e df = m|slulo|[= =|8] =

DNA parsimony algorithm, werzion 3.5T73c

Data set # 1:

227 trees in all found
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YA EFE T 227 DNHEAEHT . Treefile 7] LA TREEVIEW AT T RIS T X
227 AL .
$JT CONSENSE %44, BrNIA A i) treefile SCHFE 4 ek N . a1 R :

" =10] %]
F==4 = ___J EE'[E? f&LJIEE{

0 \WAHCHEHGASOF TWARENPHYLIPAWPHYLIPWIMNCONSEMSE . EXE: can’t read infile
Please enter a new filenamerD:-‘wanchengisoftwareZPhylipiphylipwiniwani

+[2J+[H
Majority-rule and strict consensus tree program, version 3.573c

Settings for this run:
Outgroup root? Mo, use as outgroup species 1
Trees to be treated as Rooted? o

Terminal type CIBM PC, UTS2, AHSID? AHSI

Print out the sets of species Yes

Print indications of progress of run Yes

Print out tree Yes

Write out trees onto tree file? Yes

fire these settings correct? (type ¥ or the letter for one to changel

BEONY %P ZE . AR AN SO outfile F11 treefile. Treefile i TREEVIEW 17T,
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Outfile T 11 T ]

() el

% %% 0.86 &
LEL_E_XE B. 086
*E_ L * 8. 86
*, L wx X .85
XX K a.ay
HXE 8.8y
LE_K_K_K g.82

CONSEN3U3 TREE:

the numbers at the forks indicate the number
of times the group consisting of the species
which are to the right of that fork occurred
among the trees, out of 1080.086 trees

+----Ho13
+-70.4
+=14.1 +————Ho?
' '
+-11.8 #mmmmmmm Ho12
L] L]
H H +————Mo7
+1088.1 —————= 69.2
' H +-———Ho8
] 1
H H +--—-Ho2
H #mmmmmmm - 21.8
* +————Ho5
'
ittt Mo6
remember: this is an unrooted tree? _:J

BATE HABHEFRIFER . (HAE outfile IR E I EF KR 1ZA 45 1¥) Bootstrap ¢
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.5 o] x|

& 5[5 Al

Input sequences interleaved? Yes
Terminal type CIBH PC, UTS52, AHSI)? AHSI
Print out the data at start of run Ho
Print indications of progress of run Yes

fAre these settings correct? (type ¥ or letter for one to change)
t

Transitionftransversion ratio?

15

+[2J+[H B B B A

Hucleic acid sequence Distance Matrix program, version 3.5%73c

Settings for this run:
Distance (Kimura, JinfHei, ML, J-C)? Kimura Z-parameter
Transitionftransversion ratio? 15_ 0000
One category of substitution rates? Yes
Form of distance matrix? Square

Input sequences interleaved? Yes
Terminal type CIBM PC, UTS2, AHSI)? AHSI
Print out the data at start of run

T
G
L
? Analyze multiple data sets? Yes, 100 sets
I}
1
2 PFPrint indications of progress of run

Are these settings correct? (type ¥ or letter for one to



WED D AU S AR AT LR $E, 4 )¢ Kimura 2-parameter. Jin/Nei .
Maximum-likelihood #1 Jukes-Cantor. i&If T —fcs AN —A 15-30 2 [l (K15 .
I M BN 1000 3847 5 AR G an N

D= SR ] | | B

R S5 slrlule|[E =[5] £
: :
Mo 0.,0000 0.0415 0.0415 0.0415 0.0415 0.0415 0.0415 0.0415
Ma5 0.0415 0.0000 0.0000 0.0000 0.0000 000000 0.0000 0.0000
Moé 0.0415 0.0000 0.0000 0.0000 0.0000 0.0000 0.0000 O0.0000
Mot 0.0415 0.0000 0.0000 0.0000 0.0000 0.0000 0.0000 0.0000
Mog 0.0415 0.0000 0.0000 0.0000 0.0000 0.0000 0.0000 0.0000
Mg 0.0415 0.0000 0.0000 0.0000 0.0000 0.0000 0.0000 0.0000
Molz 0.0415 0.0000 0.0000 0.0000 0.0000 0.0000 0.0000 0.0000
Mols 0.0415 0.0000 0.0000 0.0000 0.0000 0.0000 0.0000 O0.0000
8
Mo3 0,0000 0.0204 0.0204 0.0204 0.0204 0.0415 0.0204 0.0415
Mos 0.0204 0.0000 0.0000 0.0000 0.0000 0.0204 0.0000 0.0204
Maf 0.0204 0.0000 0.0000 0.0000 D0.0000 0.0204 0.0000 0.0204
Mot 0.0204 0.0000 0.0000 0.0000 D0.0000 0.0204 0.0000 0.0204
Mos 0.0204 0.0000 0.0000 0.0000 D0.0000 0.0204 0.0000 0.0204
Mg 0.0415 0.0204 0.0204 0.0204 0.0204 0.0000 0.0204 0.0000
Mal2 0.0204 0.0000 0.0000 0.0000 0.0000 0.0204 0.0000 O0.0204
Mols 00415 0.0204 0.0204 0.0204 0.0204 0.0000 0.0204 0.0000
3
Mo3 0,0000 0.0000 0.0000 0.0000 0.0000 0.0204 0.0000 0.0204
Mas 0.0000 0.0000 0.0000 0.0000 0.0000 0.0204 0.0000 0.0204
Mof 0.0000 0.0000 0.0000 0.0000 0.0000 0.0204 0.0000 0.0204
Mot 0.0000 0.0000 0.0000 0.0000 0.0000 0.0204 0.0000 0.0204
Mod 0.0000 0.0000 0.0000 0.0000 0.0000 0.0204 0.0000 0.0204
Mol 0.0204 0.0204 0.0204 0.0204 0.0204 0.0000 0.0204 0.0000
Mal2 D.DDDD 0.0000 0.0000 0.0000 0.0000 000204 0.0000 0.0204 =l
= “%Eﬁh” 1 151E F1 M

XA LA T S AN SCLEA RN 100 4 republicate, AN AEAS republicate S
ULV 7 2 )t AR R 25 R 3R 7 o SO I R republicate #5440 T 58 —HE Mo3
Mo5 Mo6 Mo7 Mo8 Mo9 Mol2 Mol3. LLXAMrH ek b Ao,

AT NEIGHBOR #&ff:. w1 F&:

+[2J+[H
Heighbor-Joining/UPGHA method version 3.5

Settings for this run:
Heighbor-joining or UPGMA tree? Meighbor-joining
Outgroup root? Ho, use as outgroup species 1
Lower-triangular data matrix? Ho
Upper-triangular data matrix?
Subreplicates? Ho
Randomize input order of species? Ho. Use input order
fAnalyze multiple data sets?
Terminal type CIBHM PG, UT52, AHSI)?
Print out the data at start of runm
Print indications of progress of run
Print out tree
Write out trees onto tree file?
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fire these settings correct? Ctype ¥ or the letter for one to change)

PETH M ZEN 100, BN S0 outfile A1 treefile FiCZEASF1 TREEVIEW #7TFF
Ja, RIMWIEMWA A ESH 100 N3 . H¥ treefile ST B 45 f5 A



CONSENSE #ff, XAS3IPANCH: outfile A treefile, IX it e fx J 1) 45

- Lk

FEXF DNA FFAI 34T, WA & A 3 S1IRE4T 2041, PROTDIST. PROTPARS
SRR JLA IR AT B IV T A2 I PHYLIP [#) documents.

NI PUZZLE #A. 0 T i KT BETE (U iR by i e 1 — N 3K
4, FF H X B BEAT bootstrap VAl o 1Z AR T HEAL B B B 5V quartet
puzzling, XASEEANREL, HWMLEPH PR Z N, WAHSEN . 5f

LINUX Ji, i s Al it . PUZZLE % A K& X8 PHYLIP INTERLEAVED.
CLUSTAL 1] LLA= s b =X e 4 . PUZZLE (R4 11T 5 PHYLIP 2541, 122 MS-DOS

A

PHYLO-WIN /& LINUX F)—AN8A4:. Fam AT,

e T A A

= foram.mase
FILE DISPLAY  MISC HELP OPTIONS CODING DISTANCE
Selected species: [ Selected sites = |B25 [HIIPTE SHEGIVIENEES
4 10 20 30 40 50 60 70 80 90 100
| | | | | | | | |

Giardia-in 72.0 A A AACTTAA CATATCA TA A A Al ATT T A
Giardia-ar 68.9 | acT A AC A ACTTAA CATATCA TR A A A BACA  ATT T &
Euglena 54.3 T ACCT ACAT AAT A A AACTTAA CATATCACTCA T A AACA CAA CRAACCTC ATT CT CA T AAT
Crithidia 49.7 ACA ACCT 2 T T A ACTA AACTTAA CATATTACTCA A ARRAR ARARCARL T ATTCTCTCA T A
Trypanc-br 51.0 TCA ACCT 2 T T A  ACCH TAAACTTAA CATATTACTCA A ARAR ARARCARL T ATTCTCTCA TCA
Physarum 49.6 AT AR A TTCA TCAATTTAR CATATTA TCA A ARAR BAATCRAATC A ATT TA T A CT
Didymium 50.4 ( an A Ac T CR T TTCA TCAATTTAR CATATAR TCA A ARAR AAATCRAATA A ATTCTCTCA T A CT
Entamoeba 37.6 ATTT A TATC TAA A  ACT TTAACTTAA CATATCAATAR An AR AAAAARTRACAAT ATTTCTTAA T AAT
Dictyostel 45.2 T TCACCT TT:TAA ATTA T AA TTAA ATAT & TAA A ARAR AAA RA TR ATT T AT AR
Trochammin 48.7 ACATCA CTC A T A ATAC CACTAARACTTABACATATCA T A BACAATAAARACTAACCA ATTCCCTTA T AR
Rosalina 49.3 ACATCA CTC A T A ATA TAAACTTAAACATATCA T AC  TAACAATA BAACTAACCA  TTCCCTTA T AA
Ammonia 47.3 ACATCA CTC A T A AATA TAAACTTAA CATATCA TCA A TAATARTA AARACTAACCA ATT TTA T AR
Glabratell da.7 BACATCA CTC AT A TTTA TAAACTTABACATATCA A A TT AATA ARAC AACCA ATTTCCTTA T AR
Tetrahym-t 45.4 TACACCT AARAC BA- AR-ATTA T AA TTAA ATAT A TAA A ARRAR AAA TRAA TA ATA A T AAT
Prorocentr 46.0 AR ACAT AR TTA::T A: ARA T AATTTAZA ATATAZ TAR A ATAR AAR TAAATE ATT T A T AAT
Gromia 46.3 ATCT ARATRAR AR ATAT T AATTTAZA ATATAATTAR An ARAR AAR TAA AR ATT TA T AR
Saccharomy 46.3 TTT ACCTCAAATCAC:TA--ATA T AA TTAA ATAT AATAR A ARAR ARA AR ATT TTA T AR
Arabidopsi 51.9 A A TCRA ATTA T A TTTAA  ATAT AATAR A ARAR AAA TRA AR ATT TTA T AR
Herdmania 51.2 | Tac AC(T & TT A GG T AATTTAA  ATATTATTAA TA A ARAA ABAA  AA ATTA AT BA

| Rattus 54.5 ACCTCA AT CE SN ol A T AATTTAA ATATTA T A A ARAA ABMA TAA A ATT T AT AR

ha

SPECIES SELECTION—— [SITES SELECTION—— [TREE BUILDING

select all | add grovp | select all | add set | & NEIGHBOR JOINING inputtree | svaluats | delets
select none | del. group | select none | delete set | 1 MAX. PARSIMONY mp_crown (7)
ml_crown(7)
S o | sel - 1 MAX. LIKELIHOOD nj_jeim_all(20)
Pawlowski9d(20) Pawlowski9d (658) _I Bootstral I Juzabis
crown+Dictyo(8) crown+Dictyo(825) L
replicates : I
MAKE TREE -

Puzzle:

Phylo-win:

Phylip. Treeview and Clustalx:

http//:www.tree-puzzle.de

http//:www.evolution.bmc.uu.se

http//:biosoft.yeah.net
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