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it TPIA Mk, FTHT LI43 (A3 43) AFA R AF & AR AHKER; shuyunzaov2.0
SRR A AL %448k ; 8T Ensembl Plants (4% 2%, THTMdI 11 2F & haFhdts
YAt X A 4% ] ;i@ i3 Ensembl Plants £ 4% & T # % F £ K A 484042 X £ 4 Populus trichocarpa v4.1
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Features

Showing features for domain’

@ @ & L pownload &3

123 152

1 1 v e F 1 " ] 1 1 3 7 e x L 1 3 ¥ s " it T 1 o e 0 e . s v
+r TYPE D POSITION(S) DESCRIPTION

+  Domain 128-325 Pectate lyase (" interProAnnotation £ Tools - ¢ Add

Sequence similarities:

Belongs to the polysaccharide lyase 1 family. | Automatic Annotation

R £ EAONR ORI HEEFIRESFZAPLEAOMMNE AT ABHXEZRORITT
H A swissprot 44 3% & ¥ i@l i TBtools 49 Blastp #t47364E. A 2 F:
a BFEA PL & @ 57t 2 R e & a5 50+
4o % & Query Seqs (A4 PL &A@ F7]) . & E LI43 & A K7, & Bk LA,
#A1E: %% Two Sequence Files #&#H# A S AZH PL & @ 7). LI43 & G 5
Fl= ik X (4 xls) = AKX E 4 Outfmt: Table. NumofHits: 50, 4
HHFAE - B Start BITAEF.
T k28R (roundl_blast At to Gm.xls) =it ¥ sbject 7| & B Mtk & ZAE AL AT
HR BBH I MG E L, E T RGBT MR T, LR Fat 242 AR, 4% A Fasta Extract
(Recommended)#& 432 IR LI43 & & /7 i N Ljd3 FTAH & & 5 7, 1% B #ir b (4% pep),

MANLAXEZ A ID; Start B 742/ 32 H—# LI43 B A% X,

# BLASTP 2.12.0+ A B c
L ENenyE ELarge AT rens GWHPACFBOD0238  lyase(20) pectate(19
# Fields: query acc.ver, subject ac GWHPACFB002341 lyase(20) pectate(17
# 22 hits found GWHPACFB003176 lyase(20) pectate(16
PL-Target GWHPACFB004003 GWHPACFB003317 lyase(20) pectate(19
ijiiii?;iii GWHPACFB004003 lyase(20) pectate(19
PL-Target—d GWHPACFBODS097 lyase(20) pectate(19
PL-Target— d GWHPACFB0O0E493 lyase(20) pectate(17
GWHPACFB013508 lyase(20) pectate(17
GWHPACFB013511 lyase(20) pectate(17
GWHPACFB013512 lyase(20) pectate(17

PL-Target-d GWHPACFB013903 lyase(20) pectate(19
PL-Target- ~don GWHPACFB014044 lyase(20) pectate(17
GWHPACFB015024 lyase(20) pectate(17
GWHPACFB015116 lyase(20) pectate(19
GWHPACFB017086 lyase(20) pectate(19
GWHPACFB017970 lyase(20) pectate(19
GWHPACFB020922 lyase(20) pectate(17
GWHPACFB022027 lyase(20) pectate(18
CHHPACFBO2 GWHPACFB023503 lyase(20) pectate(13
PL-Target-d GWHPACFBOO317 GWHPACFB024623 lyase(20) pectate(19
PL-Target-d GWEPACFBO13508 GWHPACFB026056 lyase(20) pectate(19
BLAST processed | querics GWHPACFB029055 lvase(20) pectate(19

(@PL Domain . 4F £ LJ43.pep) (D% F b3t SwissPort)
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, InterPro Classification of protein families

Home » Search » Browse » Results Release notes Download Help

# / Browse | By Entry / InterPra / IPROD2022 { Overview

IPRO02022 Pectate lyase

InterPro entry hd

Short name Pec_lyase 4 Provide feedback
Overview
Overlapping
T
Proteins 25k homologous III Pectin lyase fold/virulence factor (1PR011050) Contrlbu‘tlng Member
[l] Pectin lyase fold (1PRO12334) R
Domain Architectures 363 superfamilies ® Database Entries

Taxonomy 7k

Description
Pectate lyase 4.2.2.2 1 is an enzyme involved in the maceration and soft rotting of plant tissue. Pectate P‘nm m
Structures 47 lyase is responsible for the eliminative cleavage of pectate, yielding oligosaccharides with 4-deoxy-alpha- T
D-mann-4-enuronosyl groups at their non-reducing ends. The protein is maximally expressed late in pollen
development. It has been suggested that the pollen expression of pectate lyase genes might relate to a
BFVD 2 requirement for pectin degradation during pollen tube growth 1.

Proteomes 3k

Pfam: PFOO544 SHART: 5MO0656
AlphaFold 20k

Representative structure
The structure and the folding kinetics of one member of this family, pectate lyase C (pelC)1 from Erwinia

chrysanthemi has been investigated in some detail [ °1, PelC contains a parallel f-helix folding motif. The
majority of the regular secondary structure is composed of parallel B-sheets (about 30%). The individual
strands of the sheets are connected by unordered loeps of varying length. The backbone is then formed by
a large helix composed of B-sheets. There are two disulphide bonds in pelC and 12 proline residues. One of
these prolines, Pro220, is involved in a cis peptide bond. he folding mechanism of pelC involves two slow
phases that have been attributed to proline isomerization.

B. HMM #7 )$ + SwissProt B3E
i@id TPIA Wb, FTHRT L3 AT XA 5F & G RAKPER off L4; shuyunzaov2.0 54 A
BAE L %A AR off XAF; @i Ensembl Plants 48 &, FTRT &N 11 AF KRB E R
X AWK off L4; i@id Ensembl Plants ## & FH S F A K AW X L4 Populus
trichocarpa v4.1 & & R 4L 33 off S A, . 4riZ 4% 12 & & €.3% UniProt & & /3 7| 4048 7| Pfam 4¢3 & (it
A%5) "FHHMM #A %% PF (PL Domain % %) kALK, EHLEHMBECHE,
Pfam Pectate lyase

T

Profile HMM Information

Overview
. Build method: hmmbuild HMM.ann SEED.ann
Proteins 24k HMM build commands
Search method: hmmsearch --cpu 8 -E 1000 -Z 90746521 HMM pfamseq
Domain Architectures 363
Sequence: 24

Gathering threshold "
Taxonomy 7k g Domain: 24

Proteomes 3k . .
Download Download the raw HMM for this family

Structures 47

Profile HMM
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a.  #iHF (HMM 128#) : R TROBMHLZGLEAELIIEL”, THHH HMM A&
R R ¥ & ZM”, —k hmmsearch FLAEM T FRIF— I EL A B £ FE, {2iX ) 8% R HRIE

RRAVFIE O IR, H LT T 3.

b. M HF HMM B3R 1F691E 2% & B 5 532 2 8] NCBI 49 CDD (Conserved Domain

Database, #&F £ 354045 %) , &A1& F SMART (Simple Modular Architecture Research Tool,

KOMEMBY T TE) FIRFEZHATEZD M.

c.  BiE (SwissProt }b3t) : (£l BLASTp L&, ¥ E—FRir@dazt®asr

7], 5 SwissProt #KAEE T WA & AT, X—F L ERATLEXLF N L R

e, FEAZRENEREEL
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#E TBtools- Il (Toolbox for Biologists) v2.476 O

Sequence Toolkit BLAST GO & KEGG Graphics Others About  [?Report!|IHelp|Smart| @ gene

mart'Q ‘gene @83

| %) About TBtools | %] Ad Link | [/ Gene Density Profile |

Gene Density Profile

Note

Gene density varvs in different regions accross genomes.

Ocastionally, users would like to obtain gene densitv profiles of genomes,
which could be used for visvalization to assist data analyses.

Thus, here is a function implementaion.

Bet Input GFF3/GTF Flle Gff Iﬁ: 5 "F -'-F-g 1%?_"_ ﬁz
Drag and Drop a GFF3/GTF File Over Here '

(Optional) Chromosome Length Info. (ChriD\tLength)

Drag and Drop an Input File Here. |

Other Parameters

et Qutput Tab-delimited File Path A S > R 14
Drag and Drop an Output Diretory Here iﬁu ﬁ *ﬁiﬁj‘j XSI ’ ﬁﬁiﬁj\jij;ﬁ

Start |



https://www.ebi.ac.uk/interpro/download/
https://www.ebi.ac.uk/interpro/download/

#TBtDDlS.-H (Tooloax far Biologists) v2.476 - ] H
Sequence Toolkit BLAST GOA&KEGG Graphics Others About [7Report| [iHelp Smart! @ Gene

' | Abaut TBtools | [ Ad Link | %] Gene Location Visualize from GTF/GFF X| Gene Density Profile |

Gene Location Visualize from GTF/GFF

Bat Input .gffd or .gif File fo j’fq:

.D:‘._aa-EI |astiCiatshlj43. gff

SECTIPOT GETE 10F TS

oA BIEN 1D 28 gff SCAFIRAFI parentiD

Sot Input Gene ColerMap File

Drag and Drop an Input Gene Color Info File. (Gene'tRvalue, Gyalue, Bealue) or {Gene'ilog2FC)

Set Input Gene Renaming Flle

Dirag and Drop an InpUE Gene Remaming Flie. (Original_IDMNew_Name)

Set Chromosome Heatmap Data (ChriDitStartPositEndPos'tRegionValue)

D\ Tea-BlastfamilyGene Locationgenalistxls

| |
Drrag and Drop an Input Gene Linked Info. (GenelD_11Gene|D_2} | |

Set Chr Ranked 1D List If Needed Other Optlons

|¥| ©nly Show Gene-Matched Chr |v| Show Gene Labels

(Optional) Preset Genome Length

Drag and Drop an Input File Here, | | |

Start |

Sequence Toolkit BLAST GO & KEGG Graphics Others About [?R.pon [lihlp Q igl_[?ﬁt' o Nss)
%] About TBtools | | Rapid Gene Family Members Initial Identification2 | Rapld Gene Family Men

Set Input Query Gene Family Member Protein Sequence in Fasta Format

[ FlleInput  Paste Input |
WACHRAYMPZERREXRAESFT

t Input Pfam-A.hmm File

“Flle Input Paste Input |

SN H bR ST 5 /% 1] 5 BB (HMM)

Set Input Target Species Primary Protein Sequence in Fasta Format
[ File Input  Paste Input

MABRYTHEGFIIEH

CPU: 4 hmmsearch-evalue: 1e-05 lslastp-evalucr 1e-05

[ File Output  Text Output

6 AL E X . pep | —

ot |

K132 69 A B FICR AR — A, & %A All Sequences.fasta, A& 5 A
C.EARRAH
477F TBtools, KE|MHE R ALK AM 6942 E : Others= Phylogenetics= One Step Build a ML Tree,
“Set Inport Fasta File” # A\ _Li£ All Sequences.fasta S_#, Bootstrp Number X & 4 1000, & 5%

R, 4 F Y Newick # X, iTol 4 (TOL: Interactive Tree Of Life) #t—F £4b:
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i ## TBtools-Il {Toolbox for Biologists) v2.476

 sequence Toolkit BLAST GO&KEGG Graphics [Others | About [7Report [1Help) Smart| @ gene
| (%] About TBtools | ] Ad Link | [X| One Step Build{ Big File Previewer ]
1 . Table/Text File Manipulator »
' One Step Build a ML Tree ... ccproscion v

Needleman Wunsch (Global Alignment)

File Input ~ Text Input o i
Simple Kalks Calculator Protein Pairwise Similarity Matrix
i | Set Input Fasta File

Web-Lab } Protein Paramter Calc
Drag a Fasta File or Table Over here MEME Suite Wrapper b Simple Tree View
' HTS Data ¥ Unrooted Tree Viz
i
i Trimming | Pipeline (Experimental) MUSCLE Wrapper
| Batch qPCR Primer Design (Primer3)  MUSCLE Wrapper Version.5
Model:
| Simple Genome Hub Simple MSA Viewer
i
i Plugin " Multiple Trimming
| ® Ultrabee .
J-Gblocks
1 Bootstrap Number: 5000 Number of T fImAL Wrapper
| Start 10-Tree Wrapper

I Quick Find Best Homology
| Plant PhyloTree Re-build from Dual Names
| Newick SubTree

! One Step GBK to Tree for Organelle Genorr

File Output ~ Output TextArea

Set Qutput File:

Drag a File Over here ‘ ‘ ‘

Various display modes. Support for large
trees.

TOL can visualize trees with 50'000 or more leaves. With advanced search
zapabilities and display of unrooted, circular and regular cladograms or
chylograms, exploring and navigating trees of any size is simple.

2 Upload a tree &+ Create an account

Use this page to upload and visualize a new phylogenetic tree anonymously. It should be in a plain text file and in one of supported formats (Newick, Nexus
or PhyloXML). You can also use jplace files generated by RaxML or pplacer, or .gza tree files generated by QIIME 2. Please check the help pages for detailed
instructions.

Trees uploaded ananymously are deleted after 1 day. If you want to keep them private and protected, or have multiple trees ta visualize, we
recommend creating an iTOL account. If you already have an account, please login first

Datasets and ather annotation files should be dragged and dropped directly ento the interactive tree display. Please check the help pages for detailed
instructions and dataset template files. Example tree and annotation files are available for download

Upload a new tree
Tree name:
optional

Paste your tree into the box below, or select a file using the Tree file selector. You can alsa simply drag and drop the tree file onta the page only a
regular plain text file, not QIIME QZA files]

TRAFI) Newick A&, BLE KNG TBtools fY) Newick export 52 il R 14 LAY

e AR N AE BT EN, BARFALT & B




Basic | Advanced l[ Datasets Export |

Mode ~ Circular Rectangular Unrooted
Mod Rotation: 210° e
nvt"h:s Arc: 350° |
Invert tree: Yes Ne
Labels ' Display  Hide
Font:  Arial o
Fontstyle: 25p: = -E] Bl m
Alignment: T Right
Rotation: | on off
shift: 0px o+
tnestle: 1ex = [YTET i
Color gradient: On Off

Dashed lines: 0.3px  + -1| - =

o  S—
LI - — _-
or
}

£G4 R BT

||

§

Colored ranges bootstrap g

B PLTarget - 00000026 i

B Group1 - 2505 i

[ Group2 - 501 '
B Groups . 7515

[ Group4 + 1002
. Group5
. Group6
[ Group?
[:l Grpou8
[ Group9
[7] Group10
. Group11

C. Motif 247
| & A&AE Z1& A The MEME Suite /£ £ 3% £ (https://meme-suite.org/meme/) # 4T motifs 547 (&
2) , &#F MEME 3N €55 ik b k89 A B Kk R & & 710 R E & &6 motifs &, —M&

FE5-10 A



The MEME Suite s, samotimmnma

Motif-based sequence analysis tools /

[ Mouse-over for information on

Motif D L4 each software tool or resource.
Queue status: OPEN MEME (de plio) Click to submit  job fo the f
Jobs running: 14 XSJQEE*:AEE - or to view database details.
Jobs walting to run: § MEMEChI = S

=
GLAM2 o= Motif
»Motif Discovery e — FIMO
MCAST

»Motif Scanning GLAM2SCAN
»Motif Comparison

»Gene Regulation

»Guides & Tutorials
»Sample Outputs

}

Motif Comparison Agosd ol
Tomtom -
Your BED fe of Reguitory gene
loci
s T-Gene e
A5

»File Format
Reference

,—
S

SEA . FIMO

|

»Download & Install

:

L MAST
W MCAST |

©_MEME
2» STREME
W XSTREME

i MEMEChIP 5 SpaMo

@wmm
.. GAME

Local Mot Envichment Analysis.

S Previous version
5.5.1

1

/\TGene

Precicting Target Genes

7 Tomtom & CT:Scan,
;- DREME

Discriminative Regutar Expression Most Elickation

FIGLAM2 .~ § GOMo
© BED2FASTA

Convert BED e to FASTA

Develobpment of the MEME Suite was funded bv arant R0O1 GM103544 from
. VILIVIE

sequences (sample output from sequences).

M Multiple Em for Motif Elicitation MEME splits variable-length patterns into two
or more separate motifs. See this Manual for
Version 5.5.7 more information.
Queue status: OPEN
Jobs running: 14
Jobs waiting to run: 9 Data ion Form |

Perform motif discovery on DNA, RNA, protein or custom alphabet datasets.
® Classic mode O Discriminative mode O Differential Enrichment mode

Use sequences with a standard alphabet or specify a custom alphabet. [7]

7| O B

How do you expect motif sites to be distributed in sequences? [7|

» Motif Discovery
< Soaning Select the motif dlsgovery mode (7]
Select the sequence alphabet
@® DNA, RNA or Protein © Custom
Input the primary sequences
SESRIPSRER P Enter sequences in which you want to find motifs. [7]
’Fnu'rrm [Upload sequences  v| ![ EREXH | R
Select the site distribution
»Download & Install
(>Help ) [Zero or One O Per (zoops) v]
»Alternate Servers

1
|
o
L

S Previous version
5.5.6

B start

)

Select the number of motifs
any motifs should MEME find? 7]

—Hew-tp
EJ IQ REBEE ROt

Input job details
Optional) Enter your email address. [/

(3] msinE, LReEM
(Optional) Enter a job description. *!

[DMvanud options ]
Note: if the combined form inputs exceed 80MB the job will be rejected

o@ | Start Search | | Clear Input |
L ! !

search J& % &5 F— B ], 2R HRZ B RMERERF— Mo F BAE,

B NEEE RO

57 k49 motifs logo Ao 2E MR T ALALAZ &, X 26913 &

T AT F



BRI S ARG T REEA, B TBtools 4 MEME ¥ ARALAL 3 3 47 2 3B 0 A7 o

Muttiple Em for Motif Elicitation

BRSNS RMRIE

MEME Suite 5.5.7

Queue status: OPEN
Jobs running: 6
Jobs walting to run: 0

»Motif Discovery
(B Ememen ] RS

((Motif Scanning « MEME HTML output @ [

Your MEME job is complete. The results should be displayed below.

| Job Details ..

e * MEME XML output

»Gene Regulation )]  « MEME text output
(> Utilities . Rut
(>Manual o MAST XML output® B L e
>Guides & Tutorils_]  * MAST text output

* (Primary) Sequences

l’m Status Messages
(>patbases )

= )« Parsing arguments
»Download & Install J « Arguments ok
INHP ] e Starting meme
meme 23_species_FGF2_refseq_protein. fasta -protein -oc . -nostatus -time 14400 -mod zoops —nmotifs 10 -minw 6 -maxw 50 -objfun classic -merkov_order 0
» Authors & Citing * meme ran successfully in 9.69 seconds
e « Starting m‘ast .
+
Meme 45 5:
For further information on how to interpret these results https://meme-suite.or htm!
To get a copy of the MEME software please access https://meme-suite.org.
If you use MAST in your research, please cite the following paper:
Timothy L. Bailey and Michael Gribskov, "Combining evidence using p-values: application to sequence homology searches", Bioinformatics, 14(1):48-54, 1998, [full text]
Momirs | CH RESULTS | INPU 5) INGS | PROG) [NF TION | RESULIS INTLXTFOQMATLF |  REsuLys iN XML Formar [7]
MoTIFS Next Top
L N At Width 71 Motif Simil
ogo ame Name [7 Wi 2 of imil
. 2. @&
MEME-
1.6 F L QRM R R NN WM A S U s NRF FNHFGEGLVQRMPRCRHGYFHVVNNDYTHWEMYAIGGSAHPTINSQGNRF 50 - 012 015
§FN- VEhY CRelil yy De.L El ‘l,, 8 LN gh ? 2 1
----- B A S T R R R e E R ]
MEME-
2. ¢ LR l LW| ) F M J LK EL KTlD R PKPGTLRHAVIQEEPLWIIFARDMVIKLKZELIMNSFKTIDGRGANVHIA 50 0.12 0.13
j UTLR.AVIQGE (W] LFcraMy) -LsetLiwnseR|IUCK AV L8 9 2
R g T tssssssatanai R AARTaRinas oS savaed
MEME-
3. & |w SL c D L D ST T SN Y VML SIFGSSHIWIDHCSLSNCADGLIDAIMGSTAITISNNYFTHHNEVMLLGH S0 015 013 -
}SlFﬁi-z W gohSN LOALGY[AL[LONsEx. NRVMLE A 3
Pr i atesasRiatadaratacEaNAa sizesvien
, MEME-
- KE | GNPIDDCWRCDPNWEQNRKRLADCAIGFGRNAIGGKDGKFYVVTDPSDDD 50 012 016 0.14
.x.N |DRCWRCB NWh“NRBRLADCGl F P T YVTDssDE @ 4
B T e sasnaaakeanacasannanascvastsseca
5. ‘“RT,”§D D QYVTNVIIHGIHIHDCKPGGNAMVRDSPTHYGWRTISDGDG EEME‘ 41 017 015 017
ST AR
6. ZSEWKNWNWRSEGDLMLNGAFFTPSGAGA HEMES 29 013 023 o021
7 SYARASSLGAKPSSLVGSLTSFAGVLNCK SEME: 29 018 02 021

Bl FNHFGEGLYQRMPRCRHGYFHVWNNDYTHWEMYAIGGSAHPTINSQGNRF [[] PKPGTLRHAVIQEEPLWIIFARDMVIKLKZELIMNSFKTIDGRGANVHIA [[] SIFGSSHIWIDHCSLSNCADGLIDAIMGSTAITISNNYFTHHNEVMLLGH

Sequence E-value 7]

GWHPACFB026056 0.0e+0

GWHPACFB013903 0.0e+0

GWHPACFB017970 4.7e-308
GWHPACFB005097 4.6e-307
GWHPACFB004003 6.2¢-306
GWHPACFB015116 9.1e-296
GWHPACFB017086 1.4e-281
GWHPACFB003317 1.5e-280
GWHPACFB020922 5.0e-276
GWHPACFB000238 3.0e-275
GWHPACFB006493 4.8e-270
GWHPACFB014044 2.7e-263
GWHPACFB024623 4.42-258
GWHPACFB015024 4.1e-253
GWHPACFB002341 1.8e-248
GWHPACFB029055 7.0e-236
GWHPACFB022027 3.2e-219
GWHPACFB023503 3.6e-103
GWHPACFB003176 7.7e-96

GWHPACFB013512 2.1e-d46

- e = = e

[l GNPIDDCWRCDPNWEQNRKRLADCAIGFGRNAIGGKDGKFYWWTDPSDDD [[] QYVTNVIIHGIHIHDCKPGGNAMVRDSFTHYGWRTISDGDG [l] ZSEWKNWNWRSEGDLMLNGAFFTPSGAGA
[l 5YARASSLGAKPSSLVGSLTSFAGVLNCK
Block Diagram

T | 11 II ] N [T —_—
I I 1 1 NN [
I | 11 1l ] NN (U
_ | 11 1 1 N [T —_—
I [ 1I Il | N [T ——
T | 11 1l 1 — |
I ]I Il ] T e
I 1| 1 I
I | 1 I I | NN [N ——
| 11 Ir 1 I @ .
I | 1T I 1 I T .
I | 1 [ 1l ] N [T
| 11 ] 1 TN T
I 10 1l ] TN T
T | 11 II 1 [— |
| 1| Ir 1 I
| 1T Ir 1 I [ —
I 1 [ ] . e
I | I ] e
.

i
ann ann



ﬁwmATﬁMMWE%%I#ﬁ%I%ﬁmAEﬁ
48 TBtools-Il (Toolbox for Biologists) v2.148
Sequence Toolkit BLAST GO & KEGG ﬂ Others About [?Report [iHelp|Q |~

S AboutTBtools |  ColorPalette |
Wi HeatMap Illustrator » |
S Seatoa TBtoolsiX
The first step is as g venn and upsetiot ' ?H\ 1k it
Basic PCA Analysis }Sz ,Bng\ L/{—F’J/ g%}i{,ﬁ
Omic Data Viz o » | ‘
HOW tO cite? ﬂ Gene Structure View (Advanced)
i Show Genes on C » Basic Bi View ©
Chen C., Wu Y., Ll J. Advanced Circos
Comparative Genomics * Visualize Domain Pattern (from NCBI Batch-CDD)
Feng J” Chen H" He Random Item/Figure Select Visualize Pfam Result (from InterPro Web)
TBtools-ll: A "one fo 1 annotion Visualize Gene Structure (from GTF/GFF3 File)
2 & & + . Parse MAST XML File
platform for biological big-data minin =" " "

Max Row Per Page 50 Max Size Per Page 100900

1733-1742.
MaxMem:15.7G —

motiFiR E motiFiM FRR

. e —— [ [l Y
: - e ]
Visualize MEME/MAST Motif Pattern
| e
 O—
R
‘Top Max Motif to Show(<=20): 20 |
‘Aad Seq Annotation Text
T L] Fit in Gradient Mode
Mot Shape:  RoundRect |82
s 5 i Une Style: | Middie -
4 it sy air sciarrs LD ] Show Motit 1D on Exch Mot
‘ i j
owenm (]
» WPSEM
v W
> Windows-SSD (C)
3w Data (0)
VA= Y- 4
BEIER: TR
B votif 4
owHrAcFB2605—— - DI - Maotif 2
owHpacreot3s:——E  -EIH-— - @ notits
owHpacreo17o7— . D - 0 wotif 3
cwHpacreoosos— -EI-— - 00 Motif 1
owHpacreoodon:—— - - - 0 wotit &
cwHPAcFBo1511 -—llE N Motif 7
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D. 2 3 IR XAk A A7

KEEAE ATG #iFA4512 5 L& 2000bp B3 F A7 (FRAKE) HANEH:
http://bioinformatics.psb.ugent.be/webtools/plantcare/ntml/, & Search a sequence, #5123 F
FASTA F3], AR, FHLEZR, TERIMAMXTHIE, FHEHE: LT aHh,
RIS E, Koz E . A8, FENEE] Excel %32

Gtf/Gff3 Sequences Extract

Set Input GTF/GFF3 File l
[ F—

penomic.gff
=T =1
| Feature D (Should be Unique!): @ [~ " nitaize. |

3 ¢ —

Jr—
L= |
Other Parameters ==
Max Feature (such as 'CDS’) Counts: | Up Stream Bases:ll 2000 | Down Stream Bases: l |
Min Feature Counts: | | [[] Retain Attributes in Header Only UpStream or Down Stream Bases

Set an Output Fasta File

-
| ”MRE Search for CARE

|| email address to send the results

el ]
/| back

| —

|| reference name or ID for the sequence
(optional)

optional header

t A sequence (no headers)
Sequence to submit " T

please only submit fasta formated sequences as

pure/simple text files, no word documents or RN ‘ 3P FIRER fasta currently file size limited to 100Kb
other binary things

g [ search | [[Reset Form || Demo |

AR iz
a.  H=3 ORKXMERTHLAR) © EEa. CAAT-box. TATA-box (I~ €L3EH AT )6 4 91T)
2 Unnamed_n /7 1%
b.  HEAZ] (hReHR) FaT g
c. H=3. F=3 ORXERTHFZ]) . Fx7 Eamm) 5FLy (hits) Mk
d. AR&EEE (RFWF]) 54EEEF (REAY) HMAHTINE (REELE: RF

W HAR-20. 4 B4 B JR H A S| EKAE+20)



@ @O H 9 O s
X R BN IERR

plantcare.xlsx v

2 #HE HA 0E

EHD & [5s o A A =
*EEL-B B I U v v Ao, =
M
BINEHR [ Fik [
c1l v i Jx~ =Bl+20
A B C D E

1 |PlantCARE_25904 117 137|Nicotiana glutinosa
2 |PlantCARE_25904 177 197|Nicotiana glutinosa
3 |PlantCARE_25904 195 215|Pisum sativum
4 |PlantCARE_25904 201 221|Pisum sativum
5 |PlantCARE_25904 214 234|Pisum sativum
6 |PlantCARE_25904 578 598|Nicotiana glutinosa
7 |PlantCARE_25904 604 624|Nicotiana glutinosa
8 |PlantCARE_25904 616 636|Pisum sativum
9 |PlantCARE_25904 639 658|Nicotiana glutinosa
10 |PlantCARE_25904 652 672|Nicotiana glutinosa
11 |PlantCARE_25904 693 T13|Pisum sativum
12 |PlantCARE_25904 696 716|Arabidopsis thaliana
13 |PlantCARE_25904 797 817|Nicotiana glutinosa
14 |PlantCARE_25904 883 903|Nicotiana glutinosa
15 |[PlantCARE_25904 983 1003|Pisum sativum
16 |PlantCARE_25904 1103 1123|Pisum sativum
17 |PlantCARE_25904 1245 1265|Nicotiana glutinosa
18 |PlantCARE_25904 1261 1281 |Nicotiana glutinosa
19 |PlantCARE_25904 1335 1355|Arabidopsis thaliana
20 |PlantCARE_25904 1336 1356|Nicotiana glutinosa
21 |PlantCARE_25904 1353 1373|Nicotiana glutinosa
22 |PlantCARE_25904 1462 1482|Nicotiana glutinosa
23 |PlantCARE_25904 1473 1493|Nicotiana glutinosa
24 |PlantCARE_25904 1478 1498|Nicotiana glutinosa
25 |PlantCARE_25904 1545 1565|Nicotiana glutinosa
26 |PlantCARE_25904 1550 1570|Arabidopsis thaliana
27 |PlantCARE_25904 1551 1571|Nicotiana glutinosa
28 |PlantCARE_25904 1568 1588|Nicotiana glutinosa
29 |PlantCARE_25904 1581 1601 |Pisum sativum
30 |PlantCARE_25904 1651 1671 ;+_Jm sativum

ihl @

BT  #Eh

2 mangis (wm
3~

= = EanERt -
M ]

BREEGE—ANFI K E A xt (55 2690 XAF R TH+HEE 2000 9—3]) o RES4E A

B
MEGAI1 #4477 &

X&& AR 7| , 4% Data-Phylogenetic Analysis, #X/& £k

EM@EF, #&#F NJEEM, EF File, #£4F Export Current Tree %+ File ,save ,

& S A4 Newick Export.nwk, F#3X — % 45 F 45 Ik 3 TBtools.

Simple BioSequence Viewer

Set Input Gene/Protein Len in Tab-delimited Format
= T |
|

)itStartPos\tEndP

Set Input ID list (four

10487840.1 1701 9
10495010.1 1303 9
10546000.1 1527 9

wound-responsive element
wound-responsive element

wound-responsive element

<] Il

I

(Optional) Newick Tree String - [Not available for JJplot2 Engine]

Other Parameters
Mot shap:. [Romndoct [+
Fill in Gradient
Null Ele.Type: |Line v

["] JJplot2 Engine

(O Set Tree ing File

Drag Input Gene Renaming Info (OldID\tNewName)




E. & &4 m

TBtools B4 —4EAM, W44 % : Phylogenetic , #4F Neighbor-Joining (NJ) Tree, Input
Alignment File: R 7 £ m 89 align.fasta, Bootstrap: 1000 (#37T42 &, 24 ) , & Run—
FaTm (1-5 940)

5H$ TBtools-II (Toolbox for Biologists) v2.466

Sequence Toolkit BLAST GO & KEGG Graphics Others About

[ %] About TBtools | [ Ad Link | %] One Step Build a ML Tree

One Step BUiId a ML Tl'ee Support Tools: Muscle, trimAl, I1Q-tree

J/ File Input ’/ Text Input |

Set Input Fasta File

D:\M] \HFF 7T 42 \LJ43\LJ43-ID-Simplify.fasta

Trimming Parameters

Model: |Auto [_] FreeRate [_] Ascertainment bias correction (for SNP..)
@ UltraFast BootStrap (O Standard BootStrap TreeLayout: |Cladogram :

Bootstrap Number: 100 Number of Threads: |Auto [] Redo
Start

(" File Output | Output TextArea |

TBtools LT il b HIEE TR MEGA TR, {F1 2[RI 77 75 R AL Hok % MOS0
RN, 5% TRENTEERANSH, F/ TS50 s>, 5%
B 0 7 TP AR 0 7 3 2 3 T 5 MIEGA A7 B8,
F. kA 2 B 40 5008 4 $5.5] B 477 51

LFasta F¥5ISCHEMIASCANE, 1P AT DL AL B AL R Fasta SCPEEHCE B)SCAME
BRAR 2 E1 AR A T Lt BRSO RE RO <7 L FER SO FHE A BN S B
[

2. Initialize #8411, 7FELE Fasta J¥FISCHER, ATLAEE] Start SBELUBSAART i, 7B
p gt Initialize 4841, QI Fasta FHIEICHE CWATMEA, WSHASHMNER, HHi
CANNED)

3. WSO BB SCACHE, P DR AT LU R SR SO, R SR



P, R 5 AN — AN SO AL s IR AT DL a T BB SCASHE R 4BAR , 723 S 16 4
AR F 5 A M SO BT AT

# TBtools-Il (Toolbox for Biologists) v2.466 = O X

[Sequence Toolkit| BLAST GO&KEGG Graphics Others About ZReport [Helpl@ | @ H

NCBI Sequence Fetch }| Fasta Extract or Filter (Quick)

ORF Prediction }| Fasta Extract (Basic) Is: Muscle, trimAl, 1Q-tree
Primer Check (Simple e-PCR) | Fasta Subseq (Basic)

GFF3/GTF Manipulate »| Fasta Stats

ST miput raswa e |
Sequence Manipulate (Rev&Comp)

1D Simplify ‘ ‘ }

D:AMIVEF 57 4:\LJ43\L 4310
ID Rename

1D Prefix

Fasta to Table Convert
Merge and Split [ | FreeRate | | Ascertainment bias correction (for SNP..)
Fasta Get Representative

Sequence Pattern Locate ap (O Standard BootStrap  TreeLayout:

SSRminer

Fasta Window Stat 100 | Numberof Threads: |Auto | [ Redo

Start

("File Output | Output TextArea |

# TBtools-II (Toolbox for Biologists) v2.466 - [m] X
Sequence Toolkit BLAST GO &KEGG Graphics Others About 7Report [IHelpia | @B
" %] About TBtools | [] Ad Link | [x| One Step Build a ML Tree | ] Fasta Extract (R ded) |

Fasta Extract (Recommended)

Drag and Drop a Fasta File Here ‘ \:I
Set an Output Fasta File

Drag and Drop a Output Directory Here ‘ \II

Set Input ID list Other Options
#h# Examples for One Gene #EHRERHENS || Just Show in Dialog
Unigene_1
Unigene_2 || Fasta Header Pattern Match
##at Examples for Chr Range #HHRHEEH
##ChiD  StatPos  EndPos [_] whole Word Match
Chr_1 100000 102000
### GenelD  ChriD StartPos  EndPos e L] Case Insensitive
Ei Chr 1 1 120000
nalGenelD L 00000 Q00 [ Use Tab(\t) as Column Seperator




(3) A

Ql: EERNMHILRLPAAIIHATIRRIAFIIIZHHEATLSEAREGRA, #F
] TBtools Z£# T 5# 8, RFH KA KD LR?

Q2: #1444 A TBtools # One Step Build a ML Tree 18632 A A X AR A £
3k i Congratulations /& 1R 4% 7



