4
PhyloSuite v2: E[ERZE A B S5HFEL
N— &SI T &

X l23, L, 555254, Ivan Jakovlié!, fuiFg2, FEAAMRS, XML, K6, X k23,
/ﬁj%l, %Ké]:77 %jﬁij Eﬁﬁ7’ ZIK%[IS’ 5‘&;":‘\1,2

PPN RS AR A B, BRI 5 R RO AR S R 4 4 [ S =
PR AR A, B e R A 2 e 5 AR ST IR B E A e
P H V6 DX ARBURL 7 B K 72 Bl 0 52 By
AR AR B T
SRR I ER 5 TR
SHAFE A KRR LR G R 7K = iR ,
T E B B K AE AR ST, K e A A S v R T A T B R SR VIS

Dong Zhao, Tong Ye, Fangluan Gao, Ivan Jakovli¢, Qiong La, Yindong Tong, Xiang Liu, et al. 2025. PhyloSuite v2: the

development of an all-in-one, efficient and visualization-oriented suite for molecular dating analysis and other advanced
features. iMeta 4: €70095. https://doi.org/10.1002/1imt2.70095.



https://doi.org/10.1002/imt2.70095

(G

i |
MDGUI ” - |
| U [(sueam..nedworkﬂow)] I Molecular Dating Suite ; ')
' [memctree | r8s --: L memCTracer | TimeTresAnno ®
| ‘_‘_, ] I | — X :
) N @ D | (|7 |
I Manual I Il §s
I input/tree/control I i ‘ [
files preparation I
i | 1 e
I | ] | ==
I Command line I i
operation [ =l
I | I| {2 = T
! sescee | - I e | . —
LS o= 71 PhyloSuite v2 = Ls-es---------o.
Easy configuration Visualization
! 7\
Simplified |
operation I
A
{y
1 J
. ")
Multithreading|
acceleration i
P>
!

Simplification & Acceleration



[ 13 PhyloSuite

® £
Sl

Flowchart File Alignment

b4 !* GenBank_File

> 7 files

» 7 flowchart

» 7 Khawia sinensis
P 1l recycled

W > Other_File

> T files

b 7 flowchart

P 1l recycled

- 0O X
2%
@ L % @)
Phylogény Mitogenome : Settings WorkPlace About
.9 PartitionFinder2
el PhyloSuite v2.0.dev2
i A desktop platform for streamlined molecular sequence data management and state of the art evolutionary phylogenetics studies
2D FastTree
(B) MrBayes : ) me ‘
ang0725.github.io OR http://phylosuite.jushengwu.com/ (China)
© ASTRAL/CASTER/WASTER
— Jrun:
& Tiger
" : found here. You may view a brief demo for each function via the inbuilt & button. Quick Start
=. Tree annotation
<iu TreeSuite
i iTOL editor GitHub issue or send email to dongzhang0725@gmail.com.
M MDGUI @
*i: TimeTreeAnno JGao, . Jakovli¢, H. Zou, J. Zhang, W.X. Li, and G.T. Wang, PhyloSuite: An integrated and scalable desktop platform for streamlined
= o~ ence data management and evolutionary phylogenetics studies. Molecular Ecology Resources, 2020. 20(1): p. 348-355. DOL:
= MCMCTrmcee @'1 0.1111/1755-0998.13096. (Download as: RIS | XML | ENW)

2. Xiang, Chuan-Yu, Fangluan Gao, Ivan Jakovli¢, Hong-Peng Lei, Ye Hu, Hong Zhang, Hong Zou, Gui-Tang Wang, and Dong Zhang, Using
PhyloSuite for molecular phylogeny and tree-based analyses. iMeta, 2023. e87. DOI: https://doi.org/10.1002/imt2.87. (Download as: RIS | XML |
ENW)

1. PhyloSuite v2 EREAN D FEFLHEHAL
PhyloSuite E [ DEFEFED 5



http://phylosuite.jushengwu.com/dongzhang0725.github.io/
http://phylosuite.jushengwu.com/dongzhang0725.github.io/
http://phylosuite.jushengwu.com/dongzhang0725.github.io/PhyloSuite-demo/Molecular-dating-analysis/

it EESS
N fEfcE

O 41/7M%

O iE37.55 /M

O Ultra5125H
32G

PhyloSuite v2 (4#%Z) SMCMCtreedithhR (1#%) 3 FEF
SIFFRREIERILL (B: 93)

Threads [l Standard MCMCtree (1 thread) [l PhyloSuite v2 (4 threads)

1001
1:31

Running Time (minutes)

2500000 5000000 10000000
Number of Generations

PhyloSuite V2{HELEF VIS L BRMAIEEIRARIE (5: #)

Software [l PhyloSuite v1 [l PhyloSuite v2

10 9:37 9:38
3
ERRS
g
B
o 6
£
=
=)
5
&2
0:54
0:36
0:02 B o002 0:08 0:06

(=]

Concatenate Convert Extract GenBank MAFFT codon
sequences sequence format files alignment

Execution Step

PhyloSuite v2 (4#%) SMCMCtreeZF iR (11%) SH RS UHNERESEXEILL

M PhyloSuite v2 (4 threads) ™ Standard MCMCtree (1 thread)

120

90

60

Time (MYA)

30

Nodes




PhyloSuite V2B FEEEHRI3NEERER : MDGUI, TimeTreeAnno, MCMCTracer

MeMCTce:

Fis
Open MCMC sampins

oFilc Stater Sampfre

[ MDGUI MD( }l |I = (] X -
Input
Alignment ‘; put alignment with FASTA/ *HYLIP/PAML formats X ‘
Treefile [Z) The tree should be NE format

seqtype ‘nucleotides

v| || Enabling tip-dating analyses 'Add calibration points in tree Species:

Click here to learn more about MCMCTree

Demo: %

MCMCTracer

PARAMETER

Stenimary At

Posterior Distribution: t_n42

VALUE

134683

6941.0

«

——- 95% HOY

MCMCTree  r8s z
MCMCTree.ctl parameters setting B |
MCMC run burin: 5% sampfreq: 10 nsample: 20000
RootAge > 0.00 < 0.00 BDparas r 1.00 - 1.00 ~ 0.00 | conditional V‘ :
lock lindependent v \ y
cloc independent rates print |everything v‘ S —
Z T 1
usedata ‘»apprommate likelihood FAST V‘ Threads 12 vi (W] Repeat for convergence ieport from MOGUI ) Save cument g
TimeTreeAnno - =] X
rgene_gamma 2.00 20.00 1.00 - ) o 5 T A
sigma2_gamma 1.00 10.00 1.00 i e me I’ee nnO —
model ‘NTC‘ v|iclicleandata alpha 0.50 ncatG & P S—
kappa_gamma * 6.00 2 alpha gamma 1.00 1.00 TE_ s o o1 010 0g8  op 095 0g3 002 090 E [rgtronve 3
kappa_g a 6.00 2. alpha_gamma .00 1.00 &l o[- 100 -
human <]
- Z  H-Scale 9.36
Program for generating Hessian matrix !IQ—TREE for all sequences (more models) v Using mixture models Z Vsak - 670
Preview/Edit configurations MCMCTracer 2 Tmeun 100MY .
;_;1 Branch Style rectangudar v
(D Continue Previous Analysis £8 Summarize MCMC samples and infer time tree poma  Bcenionst (oo H
o contsence (D
Run I e Edge color ST
Start M X Stop M [ Helght 015
W Background  [Detaul R
Progress ovor 0 qums Time (& :»-1
) Branch Length (8] Tree lnversion
0% o o5 ;3 om0 o om o  op om0
Miocene Pliocene | PleistoceneHp
<@ Show log Neogene [ Quaternary Updatefigure
Cenozoic Click here to learn more about TreeAnno

2. PhyloSuite v2 3 FEF DT EMHIIRERHE




(C) Vlsually setting calibrations

.:'4 HeTF X

as At comtonpeb e an 8 camation et by v
—
s cvrar MOAC samgin sl e Gaowom co e o .
¥ swo ¥ B s
* showiog » showicq

(D) Formats of calibration
[ cobrsn toms (MCMCtree) =

Mol AWHEEe MCMCtree root node  MCMCtree 85

> 06< 08'human ®) between bound > [oom J< 00291
chim panzee e 0:; 25
, J bonobo { n [Foms
>.12<.16 gorilla = =
orangutan i
sumatran o i ol
glbbon W norm 10::!rcv\ : scale 00
: i -
0 = e )
(E) Formats of callbratlon (F) Preview conflguratlon (G) Preview configuration Sp— ——
e ) il SRR | - = | |(E) MCMCTracer-Check convergence ~ (F) TimeTreeAnno
calibeation age ~ 0.00 ‘ i RTTAGTS % caer pazen s yean
fixage age 0.00 P = <‘; _FF
wncis |- o0 P ra— 3 Gumiii _]'5?
Default unit: MYA | ﬁ
y ——
I
i —
,l—‘_ o — v v o -
= T L1 [
oK CANCEL I SAVE AND RUN X CANCEL 1 SAVE AND RUN X CANCEL —— ‘ = ——— et

(C) MCMCTracer-Trace plot

e omNOGRA | Mo come

o

[f"“‘ mm —

(D) MCMCTracer-Ess trend plot

e om VO Mo cove e

E3. MDGUIFERE N FEINGERER

B]4. MCMCTracer & Time TreeAnnoLJEEE




DT EFEDIRIE

PhyloSuite v2: Molecular dating suite workflow

Input file preparation Configure parameters Statistics & visualization
| : Drag/button ( i ) ~all_meme_runs.t | [ :
[ Workflow input ’ [ iGibLit ’ Set the burn-in | e ‘ FigTree.tre
v ' "
Set the number of samples
) v o TimeTreeAnno
Set the clock parameter
, u v y
' Alignment file I B e e ™ e e s e o e \
: I | @ >
| 1 (FASTA/NEXUS/PHYLIP/PAML) ‘ ! | Select the usedata (prior/exact E s / MCMCTracer \ E
i ‘ Tree file (NEWICK) ’ | E L likelihood/approximate) ) E E [ Evaluate convergence ] E
i ree file - t
i | ) | { 2 . | | Check the data :
\——————-—————-——1 ———————————————— / ! Automatically/manually select the ] ! | (ESS/Cl/median/mean) |
] 1 I 1
S madel H | Export the figure (Estimates/Esti- |
g I
R i t & b ' 6 : i i '
‘ L ecognize sequence type & number ’ ! Sot e thresdirmber ] ! E k dISZT r:cz/EOSSO Tl;ace) / |
) I = |
\ 4 a I
) i Select the program for generatin ' i . :
Visually add calibration points to | H?essgi’an matri?( . ] E | E al TimeTreeAnno ) !
the tree nodes ‘f“ ______________ ; ________________ ! : [ Customize the geological events ] !
< > i ;
I [ | [ Customize the confidence interval ] i
‘ ‘ Set other parameters : ! |
MCMCtroe ] ( =50 ¥ l 3 E [ Check the tree nodes information ] |
I
. . ! i
format format Prewew/E@t Exaettion ] : K © © 060 0 0 //..
| | configuration | TS S e s [ ---------------
Close the tree window to save Check the Save the
the calibrated tree for analyses progress figures

[E]5. PhyloSuite v2 3 FEF D HTRIZE



sequencel:
sequence2:
sequence3:

IR e L
O 4117M%

[ PR ym——"

FHULERSISZE -

Treefile calibration_tree.nwk

(1)
©)

leutype nucleotides

Click here to learn more about MCMCTree

S

MCMCTree  r8s

QC run

™ burin: 10% sampfreq
%) RootAge > 1.00 <114
dock independent rates

usedata approximate fikelihood FAST

rgene_gamma 200 2000

model GTR

kappa_gamma 600 2.00

MCMCTree.ctl parameters setting

10 nsample: 20000
BDparas 1.00
¥ print everything
| Threads 2
1.00 sigma2_gamma ~ 1.00
| (] cleandata obi 000
alpha_gamma - 1.00

Program for generating Hessian matrix |Basem! for DNA/RNA sequence, Codeml for A sequence

x

Enabling tip-dating analyses 'Add calibration noints in tree Species: 4

Demo:

e

conditional v

| (8] Repeat for convergence

10.00 1.00
ncatG 5
1.00

TimeTreame

2 #HEDI Q=L

ass

034 023

[100MY 102 091 azs

Preview/Edit confiquration

(D Continue Previous Analysis

Information o
/4

B X MCMCTracer 0 )

smmarize MCMC samples and infer time tree|

RITEIRIS 4

A

wTacer

O iE37.5B M= o

Seed
1 repeat 1991769991 [1.3
2 repest2 1991769991

4,13263, 11927, 10914, 09308, 03876,

1.3247,1.1917, 10909, 0931, 0.

Start

Solect Combination

2

¥ 10

\es from repea

H

7133, 03684, 0.1296, 01223, 0,15
56, 0.3688, 0.1306, 01232, 01165

0 Task completed! You can choose t:

Import the results to TimeTreeAnno

Open the resuits folder v X Stop. ¥
Open the results folder [
Paleogene Neogene
Import the.zasults to MCMCTracer | -
—— [ Mesozoic Cenozoic
- o fochCTacer

MCMCHEFFiITSRE

326, 00395,

0.0939. 01,0708, 0.067

Comergonce Chock
The closef

N

00645, 0,0406, 00203, 0,0377, 0,0279, 0022, 010146, 0.0282, 0.0614, 0,0233, 0/0165, 00147, 0.0595. 0

0482 00329, 0.0399,

oints are to the diagonal, the better the convergence

Posterior mean times from repeat1

E6.

import from MOGUI 4 Save curet figure

PhyloSuite v2 SE&H1TH

Fdzs

Trace  Comvergence

Fles
Open MCMC samples

Tracefile  States Mo
S i 000 medan
value range
95% HPD Interval
£55-buk
Traces E5S-tad

Staticic  Mean

e
v REUARE 56
2t 1Rea7 S0

Estimates  Esti-gst  Trace  £SS Trace

1192670 63750

1091422 80580

Sumeary statictic

11181079, 1.533728)

56010

132510

Posterior Distribution: t_nd2

%=09830 y=33.19)

Moiscular Dating TreeViewer
FigTreere

Branche |+ 100

Z HoScae

V-Scale |- 908

X Leattont [adat0
2z

Z Time ont 100MY B
4 Banchsle  [rctangule J
£ [ Geologksl ovent [Bes B

® Background | Deaut v

rgence Time (8 Grid

 Branch Length (8 Tree lnversion

(9)

Update figure

Cick beee 10 learn more about TreeAnno

0930768 448310
0287566
0713287
0364440

0129641

0122339 4870

otz on ass0
oS3 0103829 4940 z
13 tess 0093194 5080 §

14 tnSS 0063901 4730 24
15 tnS6 0066569 4810
16 LnS? 0063648 4980
7 tes8 004016 11490
18 ns9 0019975 31260
19 U060 0037283 8560
20 tn61 0027667 10910

21 tn62 0021847 14830

22 tn63 0014546 28630
23 toed 0027875 15520

21 tn65 0060579 5810
Coloe. Bins: 100

Parameter Value

== 95% HOI

®

Import from MOGUI 4 Save current figure



ol

A XA,
HE: MDGUI,

B

-

A JHELH 7 PhyloSuite v2 £ AN SD FEESTT=
TimeTreeAnno, MCMCTracer

O EBIRAAERIEE. EFERENSAN, FRFfElTR EEWRE
R, FRESMN ST FSIFEEP IQ-TREE RS, 5%
CAENNER, B2/ Ehn T Mo MCMC IEUIETS; 1858 T o FEFER
N MCMC #ZRRY BT o #freEE

O PhyloSuite v2 1538 Y EEERNE, FERSFiF778REF] IQ-TREE 5ER%,

DOgE, DR T EL

L, HeE o IERAENURKEE NBugZE

Q &RJE: http:/phylosuite.jushengwu.com/dongzhang0725.github.io/

DFEEDTTEIE:
http://phylosuite.jushengwu.com/dongzhang0725.github.10/PhyloSuite-

demo/Molecular-dating-analysis/

.l.?l PhyloSuite {357

PhyloSuite{s§FFAAS e+

Dong Zhao, Tong Ye, Fangluan Gao, Ivan Jakovli¢, Qiong La, Yindong Tong, Xiang Liu, et al. 2025. PhyloSuite v2: the
development of an all-in-one, efficient and visualization-oriented suite for molecular dating analysis and other advanced

features. iMeta 4: ¢70095. https://doi.org/10.1002/1imt2.70095.



http://phylosuite.jushengwu.com/dongzhang0725.github.io/
http://phylosuite.jushengwu.com/dongzhang0725.github.io/PhyloSuite-demo/Molecular-dating-analysis/
http://phylosuite.jushengwu.com/dongzhang0725.github.io/PhyloSuite-demo/Molecular-dating-analysis/
http://phylosuite.jushengwu.com/dongzhang0725.github.io/PhyloSuite-demo/Molecular-dating-analysis/
http://phylosuite.jushengwu.com/dongzhang0725.github.io/PhyloSuite-demo/Molecular-dating-analysis/
http://phylosuite.jushengwu.com/dongzhang0725.github.io/PhyloSuite-demo/Molecular-dating-analysis/
http://phylosuite.jushengwu.com/dongzhang0725.github.io/PhyloSuite-demo/Molecular-dating-analysis/
http://phylosuite.jushengwu.com/dongzhang0725.github.io/PhyloSuite-demo/Molecular-dating-analysis/
https://doi.org/10.1002/imt2.70095

¥ iMetaWwi

o 1SSN: 2996-9506
©ISSN;: 2996-9514
= 1o @ @ e
> . b RN LN Y ' > \\
; = L o »
=F) A
o s/ 5 . . -
/ Volume 1 « Issue 1 = 2024 olume 1« Issue -
o4 < ko

!
===
Nt
R ,
|

cience

Wi “ & “ 1 wiLey
iMeta(R) AT ZBARZE :F%iﬁkﬂf%‘—%‘ﬁﬂ}iﬁﬁéilﬁﬁﬁﬁ, X ERCellN AP IEEF KRG EHT, FHXIN
BRI AR, WlSEmAONMER. JTENMGRER, ERXFEYEA. REENHAZFFIHEZX
FR, E#SCIE. PubMedZEi3%, &#IF 33.2, (3|&ekSCIHATIEGSM(FIT0==), REESN, W
EMERREEKE—, PRREYFENIXTop, SMEFH21K, BIRELFRPMNEBTX.
FTliMetaOmics (R4%¥). iMetaMed (RE&E5)EAMIF>10M15M94EY) . EFLREHAT], FiDKFS!

F I1: http://www.imeta.science @ office@imeta.science

H kk#t: https://wileyonlinelibrary.com/journal/imeta imetaomics@imeta.science

iMeta: https://wiley.atyponrex.com/journal/IMT2
&H-"*'A:'_' iMetaOmics: https://wiley.atyponrex.com/journal/IMO?2 .9 = ¢ i
XA : https://wiley.atyponrex.com/ g 25K ¥ iMeta

iMetaMed: https://wiley.atyponrex.com/journal/IMM?3



https://onlinelibrary.wiley.com/journal/2770596x
https://jcr.clarivate.com/jcr-jp/journal-profile?journal=IMETA&year=2023
https://www.ncbi.nlm.nih.gov/pmc/journals/4576/
https://onlinelibrary.wiley.com/journal/29969514
https://onlinelibrary.wiley.com/journal/3066988x
http://www.imeta.science/
https://wileyonlinelibrary.com/journal/imeta
https://wiley.atyponrex.com/journal/IMT2
https://wiley.atyponrex.com/journal/IMO2
https://wiley.atyponrex.com/journal/IMM3
mailto:office@imeta.science
mailto:imetaomics@imeta.science
https://www.bilibili.com/video/BV1K4iUYjErS/
https://mp.weixin.qq.com/s/6V6HJG12tNDdphcIWXW4QA

	幻灯片 1
	幻灯片 2
	幻灯片 3
	幻灯片 4
	幻灯片 5
	幻灯片 6
	幻灯片 7
	幻灯片 8
	幻灯片 9
	幻灯片 10

