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TBtools (a Toolkit for Biologists integrating various biological data-handling tools)

designed a graphic user interface (GUI) panel according to the most straightforward 10S logic, i.e.,
Set Input Data, Set Output Path if Required, and Click Start Button.

TBtools-l (Toolbox for Biologists) v2.012 - O X TBtools-1I (Toalbax for Biclogists) v2.012 - ] X

Sequence Toolkit BLAST GO & KEGG Graphics Others |
[*] About TBtools [>] About TBtools | [X] Simple HMM Search |
Wisdom
When all else is lost the future still Simple HMM Search
rem ains Set Input Protein File in Fasta Format
. [ciUsersic13321Desktopiil 7T \Arabidopsis_thaliana. TAR10.pep.all.fa.qz | [ = ]
Set Input Pfam-A.hmm File
|C:\Users\c1332\Desklop\}l;{ﬁﬁ\F’fam—A.hmm.gz | II'
Set Input Pfam ID List File (PFO0000 per Line)
|C:\Users\c1332\Deskl0p\}l;{ﬁﬁ\l—‘l’lF’.bd | II'
Set Output Hmmsearch Table
[caUsers\c1332\DeskopiiE T | III
Start
| Citation | | Manual | | of % 1 | |Ify0u found TBtools’ useful let me know. Send me an email . - CJ| MaxMem:2008M
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q

Multiple AB1 Fils Viewsr

Random Htem'Figure Selector
TreeTraeTree (PhyloTree Annotatio)
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Genw Ontology ()

KEGG Envichment
KEGG
KEGG Pattvway Map lllustratoe
Simpie Envichmer
Common Tools
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XML to TBtools Table
BlastXML to Table

XML to Blast Table (-outfmt §)




—_——
— Ty e
T -

—_—
=5 Fr
et | B

'

-
—
—

—
-

—
-

M0

= -
-

M

|5Et|uenc:e Tnnlhitl BLAST GO & KEGG Graphics Others

/

.

* Fasta Extractor or Filter

Fasta Stater

Yk Sequence Manipulation (Rev & Comp)

Fasta ID Simplifier

Fasta ID Renamer
Fasta Tools

Fasta ID Prefixer

Fasta to Table Converter

Fasta File Merge and Split

Fasta Longest Representative

Fasta Sequence Pattern Location
vk Bulk NCBI Sequncec Downloader
GenBank to Fasta
ORF Prediction ( Single Mode )
ORF Prediction ( Batch Moc}e\)ORF Prediction

Entrez Query

Sequence Toolkits

CDS to Protein
Primer Checker ( Simple e-PCR )

Y ¥ Sequence Feature Extraction

Gene Position & Info. Extracter

Re-construction from Sequences
ExonBed to GFF3 Converter

mRNA Feature Recaller

GFF3/GTF Manipulation

ID Prefixer
mRNA Representative Selector
Y Representative GXF Maker
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Fasta Extract (Recommended) - %1 $/2 Bt /2 B

Sequence Manipulate (Rev&Comp) - F5Ix [7], Ekb, K/NE%ZE

Fasta ID Simplify - f&j4k, Fasta /%] ID

Merge and Split - #1TFasta/F 51| SCAE& 83 2 %

Bulk NCBI Sequence Download (Advanced) - fit & ~ %
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GO & KEGG KEGG Pathway Map lllustrator

Simple Enrichmer
Common Tools
Funny Enrichment Bar Plot
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Imitate NCBI-Web Plot

" Alignment Shower

/  BlastXML Visualization /.
,. —_ Dot plot
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XML to TBtools Table
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—<__ XML to Blast Table (-outfmt 6)
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Gene On Chromosome

Discreted Color Scheme Generators
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Text Merger for MCScanX
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Quick Run MCscanX Wrapper Venn and Upset Plot *
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Genome Gene Dotplot Simple BioSequence Viewer
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Multiple AB1 File Viewer BioSequence lllustrator Redraw Domain Pattern (from NCBI Batch-CCD)
Random Item/Figure Selector Redraw Domain Pattern (from Pfam Search)
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Redraw Gene Structure (from GTF/GFF3 File)
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Big Text Viewer
Big File Previewer

Big Table Viewer

@Table/T ext File Manipulation

9 Gene Expression

MUSCLE Wrapper

Multiple Alignment Trimmer
J-Gblocks
trimAL
IQ-Tree wrapper

Y Plant PhyloTree Re-build from Dual Names
Y Simple Ka/Ks Calculator

Phylogenetics

Simple q-PCR Summary

Simple HMM Search

@ MEME Suite Wrapper

RNAfold Wrapper

IGV Mate
SRA XML to Table

SRR Number to ENA Info.

> Big Text/Table Viewer - KEHE Ao A
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quickQrtPCR

RNAdiff

Sanger Sequencing Result Check Advanced
Barplot Shiny

fastANI

Centromer Locate

GO KEGG Enrichment Shiny

Sample Distance
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Qianghua Zhou
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Chengjie Chen
Shao Yang
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TBtools 85FH42 - B 1. Jott4.H TBtools 2022-11-13 10:36 Remate BLAST {via Web) 3021-10-28 15:56
TBtools FREETFH 442 TBtools BETH+4? - AF 100 [A]! 01-03 08:34 BLAST Zone 2021-12-0
tRiEER [TBtools| {ZF.. TBtools ABETFHA? 2021-11-22 10:33 i:;e:;:::::ts:oa Big File [Commonly Used] :
v TBtools B RERA [TBteols] EAFE e Two Sequence Files 2021-10-28 16:52
TBtools RITHEEEESS v TBtools &7t Regions between Two Genomes
TBtools EIThESSE TBtools FITIREREES 2022-11-13 10:17 Several Sequences to FastQ

Reciprocal BLAST
~ BLASTXML Visualization

Imitate NCBI-Web Plot 2021-11-24 15:53

Alignment View

Dot-Plot
BLAST XML Pileup Graph 2021-11-24 16:01
BLASTXML to Table 2021-11-24 16:11
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Fi TBtools-Il (Toolbox for Bialogists) v2.138

Sequence Toolkit BLAST GO & KEGG Graphics Others | About

" (] About TBtools | x| QTLseqR.v2 |

[ Totally 118 Plugins in Store
o [ Basic (2)
o [ Data Analyses (20)
o= [ Data Visualization (12)
o ] Sequence Analyses (46)
e [ Text or Table Manipulation (10)
o= [ Misc (17)
o 3 Pro (12)

A

+
<

| Plugin Stor( Eig File Previewer » ‘
Table/Text File Manipulator b
Gene Expression »
RNAfold Wrapper
Phylogenetics » ‘
Simple Ka/Ks Calculator
Simple g-PCR Summary
e-Gellmage
Simple HMM Search
MEME Suite Wrapper 4
HTS Data 4
Plugin ]

Install

Install Plugin

Plugin Store Internal
Plugin Store 3rd-Party
Sequence Analyses
Basic

Data Analyses
QTLseqR.v2

Open

»
]
»

Remove

> f£OthersH 4k F|Plugin-Plugin Store Internal

3# TBtools-Il (Toclbox for Biologists) v2.138

Sequence Toolkit BLAST GO & KEGG Graphics Others About

3| About TBtools ‘ %/ QTLseqR.v2 | [X| Plugin Store Internal

(=3 Totally 119 Plugins in Store

o~ ] Basic (2)

¢ [ Data Analyses (20)
D P00080-Single Cell Sequencing Seurat Shin
D PO0090-WGCNA Shiny
[} Po0170-Batch DEGs Analysis Tools
D P00200-GO KEGG Enrichment Shiny
[} P00200-Principal Companent Analysis
[y Po0314-gPCRsUM Shiny
[ Pooa15-quickQrtPCR
D P00350-Differential Gene Expression Analysi
[™) Po0513-RNAiff
[} PooB10-QTLseqR GUI Wrapper
D P00342-Simple GO GSEA Wrapper
[} PO0820-MACS2 GUI Wrapper CallPeaks
[ P00B30-Simple Haplotype Caller(RanbowWit
[ Po0B31-trimPalyA
[ Poos3g-Crispr Stitch
D P00640-Sanger Sequencing Result Check Aj
[ Po0B41-SuperDecode
[ Po0341-Root a PhyloTree
[ P00401-WGDI_Prepare
[} P0O0402-WGDI_Genome_Compare

o~ [ Data Visualization (12)

& [ Sequence Analyses (48)

o= [ Text or Table Manipulation (10)

e [ Misc (17)

o [JPro (12)

> e

install

Plugin Code:
Plugin Name:
Plugin Author:
Contact:

Plugin Status:
Plugin Description:
QTLsegR GUI

Install

PO0610

QTLseqR GUI Wrapper
cJ
ccj0410@gmail.com
Not Installed

Wrapper

Open

f\jData Analysis 4% |
QTLseqR GUI Wrapper, s
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[X] About TBtools [ [%] QTLseqR.v2 Big File Previewer »
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Gene Expression »
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File Input r/ Paste Input |
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Sun et al. Rice (2018) 11:24 .
https://doi.org/10.1186/s12284-018-0218-1 R I C e
ORIGINAL ARTICLE Open Access

I dentification of a cold-tolerant locus in rice &~
(Oryza sativa L.) using bulked segregant

analysis with a next-generation sequencing
strategy

Jian Sun'", Luomiao Yang'®, Jingguo Wang', Hualong Liu', Hongliang Zheng', Dongwei Xie?, Minghui Zhang?,
Mingfang Feng?, Yan Jia', Hongwei Zhao' and Detang Zou'"

19



BSASHTIRIE

(a) T (b)
ised for development i
of reference sequence g Rk
e " Reference Accchci cceaTaTacfcle \ACGTGAAC
sequence C| G
G 4G
x — —_— G
G G
C G
G G
G G
_— Gl
140 7 s S /. GtH
A B C G
120 4 ' v J )
SNP-index =4/10 = 0.4 SNP-index = 10/10 = 1
100 4 . >
>
2 80
g .
g 60 1 Highest 1 F2
A Lowest bulk A A B
40 1 bulk [E R
B Y E—
20 1 A a b
- e E— ‘
0 ) a b A b
N EEPpER

I Plant height

Align the sequence reads to
reference of the A genome

RinRE Rt

A EIEtRCZE:
1. WRIEERI,
2. MREBERE, ERAFEHES

I

)il = Highest bulk
-
)
°
c .s.j\,x. AV AN Rl \x..
d os T ;' - o" - . -’;' - e
pa
n
0
1 1 Lowest bulk
x
)
©
E ,.\. P .-,..\.\. \\ S
d 05 ""vf. o ~f “ .
4 f
7))
0
Chromosome position
Subtraction
1 1 - Highest bulk -
i Lowest bulk
"3
()
©
£
o
prd
L2
<05

Chromosome position

20
https://doi.org/10.1111/tpj.12105



ﬁ:\'ﬁ’)\

Max Row Per Page 50 Max Size Per Page 100000

ten - Sequence Toolkit
st of Phred-scaled genotype likelihcods">
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TBtools

(Toolbox for Biclogi
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