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[ I About TBtools |
Wisdom

A man is not old as long as he is seeking something. A man is
not old until regrets take the place of dreams.--J. Barrymore
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BLAST Zone and New Big Text View

© 1.098667

* CJ-Chen released this 3 days ago
-O- beea73a

Compare ~ 1. add BLAST Zone function, which should be quite useful for daily sequences analyses against some common databases.
2. improve performance and GUI of "Big Text View"

3. add pattern searching function for “Big Text View.

Also, lots of other improvements...

Every day, there is a new TBtools version. New function, or new improvement.

©}

v Assets 5

@ TBtools_macos_1_.098667.dmg

104 MB
_ © $a s e
@ TBtools_windows-x32_1_098667.exe

70.8 MB

@ TBtools_windows-x64_1_098667.exe 89.7 MB
@ Source code (zip)

Eﬂ Source code (tar.gz)
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Sequence Toolkit BLAST| GO & KEGG Graphics Others About {?Report i!Help Smart: Q | '@ B
[/ %] About TBtools | BLAST GUI Wrapper »| Remote BLAST (via Web)
Wisdom BLASTXML Visualization »| BLASTall (Remote Version)
BLASTXML to Tabl
All that y . i gt pos » by halves are never
. BLAT Sequence Alignment Several Sequences to a Big File [Commonly Used]
done rlght."R.H. StOd Two Sequence Sets
Two Sequence Files
Regions Between Two Genomes
How to crte? Several Sequences to FastQ
- Reciprocal BLAST ‘
Chen C.,Wu Y., LiJ., V. i io comverter uY., Feng J., Chen
H_, He Y_’ and Xla R' ( Ql:;ick Gent‘aIvFa::ily Ident:ication
e-Genome Walking or e-Race e
TBtools-ll: A "one for am. amror urre wrommormmiatics platform for

4 CEA6C2 Hilli ] TBtools Z& %I AAE, ¥ CEAS K5Il %] TBtools 47l AAE

f£ TBtools % i S fF & #% HE o # N 45 R AF 8 S A e A ol S M &
C:\TBtool Example\CEA\out\CEA txt (%13 F LRl i)

TEH HA% X Outfimt EFEHE L B O ELHE Pairwise

METTFAG Start 424, BOSEE RORAFE 2% tH S0 % CEA\out\H:  CEA.txt

ﬁ TBtools-II (Toolbox for Biologists) v2.468
Sequence Toolkit BLAST GO & KEGG Graphics Others About
[X| About TBtools | [X] Two Sequence Sets |

Blast Compare Two Seq [Sets]

\ Download and Install 'Blast+' if You Need It. |

Set Query Seqs Set Subject Seqs
Paste Seq in Fasta Format with Header Paste Seq in Fasta Format with Header
or Drag and Drop a Fasta File Here or Drag and Drop a Fasta File Here
M2
F5I CEA6C2 Hil CEAS

Set Output Blast XML File

‘Drag and Drop an Output Directory Here @%ﬁﬁ Hﬂ %ZE _| Visualize

Other Parameters

Outfmt: ‘BIastXML ==> which could be visualized or transformated by TBtools | V| ‘ OtherOptions |
NumofThreads: |2 || E-value: |1e-5 [_] short Query Sequences(<=100bp)
‘ Start |

25 1A AR
(1) GRPPE=ZEFELHA R (Score = 153 bits, 146 bits, 143 bits) , X =G
REVEEST ] (Query) 7E CEAMS 2K JF%] (Sbhjct) LIFN T =A4EHAZ M X IR

CEAMS J7 %1 [X 1] FRALLE
1 501-561 85%
2 145-205 81%
3 323-383 80%




Database: TBtoolsBlastSubject15097649318027750981fa
1 sequences; 702 total letters

Query= CEA6C2 | CEAM6 HUMAN Ig-like C2-typel Domain | 145-232

Length=88

Score
E
Sequences producing significant alignments: (Bits)
Value
CEAM5_HUMAN | P06731 | Cell adhesion molecule CEACAM5 163
2e—49

>CEAM5_HUMAN | P06731 | Cell adhesion molecule CEACAMA
Length=702

Score = 153 bits (386), Expect = 2e-49, Method: Compositional matrix
adjust
Identities = 75/88 (85%), Positives = 78/88 (89%), Gaps = 0/88 (0%)

Query 1 PKPSISSNNSNPVEDKDAVAFTCEPEVQNTTYLWWVNGQSLPVSPRLQLSNGNMTLTLLS
60

PKPSISSNNS PVEDKDAVAFTCEPE QNTTYLWWVNGQSLPVSPRLQLSNGN TLTL +
Sbjet 501 PKPSISSNNSKPVEDKDAVAFTCEPEAQNTTYLWWVNGQSLPVSPRLQLSNGNRTLTLEN
560

Query 61  VKRNDAGSYECEIQNPASANRSDPVTLN 88
V RNDA +Y C IQN SANRSDPVTL+
Sbjet 561 VTRNDARAYVCGIQNSVSANRSDPVTLD 588

Score = 146 bits (368), Expect = 6e-47, Method: Compositional matrix
adjust.
Identities = 71/88 (81%), Positives = 74/88 (84%), Gaps = 0/88 (0%)

Query 1 PKPSISSNNSNPVEDKDAVAFTCEPEVQNTTYLWWVNGQSLPYSPRLQLSNGNMTLTLLS
60

PKPSISSNNS PVEDKDAVAFTCEPE Q+ TYLWWVN QSLPVSPRLQLSNGN TLTL +
Sbjet 145 PKPSISSNNSKPVEDKDAVAFTCEPETQDATYLWWVNNQSLPVSPRLQLSNGNRTLTLEN
204

Query 61  VKRNDAGSYECEIQNPASANRSDPVTLN 88
V RND SY+CE QNP SA RSD V LN
Sbjet 205 VTRNDTASYKCETQNPVSARRSDSVILN 232

Score = 143 bits (361), Expect = 6e-46, Method: Compositional matrix
adjust.
Identities = 70/88 (80%), Positives = 74/88 (84%), Gaps = 0/88 (0%)

Query 1 PKPSISSNNSNPVEDKDAVAFTCEPEVONTTYLWWVNGQSLPYSPRLQLSNGNMTLTLLS
60

PKP I+SNNSNPVED+DAVA TCEPE+QNTTYLWWVN QSLPVSPRLQLSN N TLTLLS
Sbjet 323 PKPFITSNNSNPVEDEDAVALTCEPEIQNTTYLWWVNNQSLPVSPRLQLSNDNRTLTLLS
382

Query 61  VKRNDAGSYECEIQNPASANRSDPVTLN 88
V RND G YEC IQN S + SDPV LN
Sbjet 383 VTRNDVGPYECGIQNELSVDHSDPVILN 410
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BLASTXML to Table Blast Z
Allthaty e o Zone » by halves are never
Sauchcell anmcr Several Sequences to a Big File [Commonly Used]

done right-"R.H- St0d1 Two Sequence Sets

Two Sequence Files

Regions Between Two Genomes

HOW to Cite? Several Sequences to FastQ
Chen C.,Wu Y., LiJ., \ oo = uY., Feng J., Chen

H_, He Y_, and Xla R ( Quick Gene Family Identification

e-Genome Walking or e-Race

TBtools-ll: A "one for am. amtor unie wrommornmmatics platform for

Rl TBtools BLAST H /7 St [ 48 & J7 51 XA E B AHE Set Query Seqs MEFF 2.,
17AT_SPL.FAS

Kl TBtools BLAST F F 71l H b1 7 %1 SCAF i #24E Set Subject Seqs e ££3¢ #,
190J_SPL.FAS

PSS VG L S i - N A S =i = s T 6 N " A S | R S A
C:\TBtool_Example\SBP\Out\SPL.txt

FEH & 24 Other Parameter 12825 51 rh 5 B 4 tH % 2\ Outfimt Jy# 4% 77 2 Table

M TG Start #2241, R KRR T SPL7 ARATH [ E R[FYEHAE K SPL.txt




Blast Compare Two Seqs [Sets] <Big File>

Set Query Seqs Other Parameters

Outfmt: |Table :

NumofThreads: ‘2_,

Win64_portable.2.466\Example\SBP\17AT_SPL.FAS]| *‘lej\lﬁ 1 7AT_SPL.FAS

E-value:

tes |

NumofHits: 500 |

NumofAligns: E
[_] short Query Sequences(<=100bp)

OtherOptions

Set Subject Seqs

Win64_portable.2.466\Example\SBP\190J_SPL.FAS pud 190J_SPL.FAS

—SetOutput Biast Result Fite

y 4
_win64_portable.2.466\Example\SBP\SBP17+19 ﬂ%%tﬂ %{é

Start

SPL7 ARATH HJ LT 45 B~ E PR

e GERE=IRFI -, BSOS, BSOS GBUNELEE
RJE PN, R TABERT R BE 3T 70 CROR )

75 44 F% J7 5 —E Eb K HAEE Bit score

SPL9 ORYSJ 37.17% 436 1. 64e-169 502

MIFNFE 7 SPL7_ARATH TE/KAE CHERE) HHHIE RFHEHIERZ SPL9 ORYSJ.

# BLASTP 2.12. 0+

# Query: SPL7_ARATH

# Database: 190] SPL. FAS. TBtoolsDB

# Fields: query acc.ver, subject acc.ver, % identity, alignment length,

mismatches, gap opens, q. start, g. end, s. start, s. end, evalue, bit

score

# 21 hits found

SPL7 ARATH SPL9 ORYS] 37.170834 436 19 32 797 23 836
1. 64e-169 502

SPL7 ARATH SPL1 ORYSJ  29. 530447 266 11 138 550 107 538
2. bbe—h0 181

SPL7_ARATH  SPL15_ORYS] 28.632234 163 2 320 553 299 828
4.11e-32 124
SPL7_ARATH  SPL15_ORYS] 49. 36779 39 1 138 215 187 265

2.156-22 93.:2



SPL7_ARATH

1. 20e—

SPL7_ARATH

9. 88e-

SPL7_ARATH

2. 34de-

SPL7_ARATH

1. 73e-

SPL7_ARATH

3. 61le-

SPL7_ARATH

5. 42e-

SPL7_ARATH

6. 9be—

SPL7_ARATH

1. 0le-

SPL7_ARATH

1. 36e—

SPL7_ARATH

2. 39e-

SPL7_ARATH

2. 95e~

SPL7_ARATH

4. 20e—

SPL7_ARATH

7. Tle~

SPL7_ARATH

5. 91e-

SPL7_ARATH

9. 36e—

SPL7_ARATH

5. 08e—

SPL7_ARATH

2. 13e~

SPL6_ORYS]J
26 106

SPL6_ORYSJ
25 100

SPL14_ORYS]
25 100

SPLZ2_ORYS]
23 94. 4
SPL16_ORYS]
23 94.0
SPL7_ORYSJ
23 92.0
SPL10_ORYS]J
23 92.8
SPL18_ORYS]J
22 92.8
SPL8_ORYS]
22 9L. 7
SPL19_ORYS]J
22 90.1
SPL4_ORYS]J
22 87.8
SPL5_ORYS]
22 90.5
SPL17_ORYS]J
22 89.0
SPL3_ORYS]
21 87.0
SPL12_ORYS]J
21 86. 7
SPL13_ORYS]J
20 80.1
SPL11_ORYS]
19 80.9
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211
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21

206

224
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213
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217
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213
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215

215
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138

103

77

102

105

180

115

184

93

67

206

73

181

180

110

66

664

244

177

182

258

181

249

204

284

167

153

285

149

256

254

187

144
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Sequence Toolkit BLAST| GO & KEGG Graphics Others About

r \z| About TBtools | BLAST GUI Wrapper »| Remote BLAST (via Web)

Wisdom BLASTXML Visualization P BLASTall (Remote Version)

A" that ) BLASTXML to Table Blast Zone

BLAT Sequence Alignment

done right."R.H. StOd‘ Two Sequence Sets

Two Sequence Files

Several Sequences to a Big File [Commonly Used]

» by halves are never

miili BLAST Zone H /7 Fi 11 2 N 45 & Database & 1T J7 s INECHE PR+, ESHH
T O AR ZMTF_PEP.FAS, 15U FE L PR AHEF fi N ZMTF_PEP, s OK,

Kot R e e

ﬂ TBtools-II (Toolbox for Biologists) v2.468

Sequence Toolkit BLAST

GO & KEGG Graphics Others About

[X| About TBtools | [X| Blast Zone ’

Databases

Query

= .db
[ (prot): ZMTF_PEP

File Input | Paste Input

HKRHKVCQFHA

>AT2G33810.1 Arabidopsis SBP family transciption factor, protein sequence, 131 AA
MSMRRSKAEGKRSLRELSEEEEEEEETEDEDTFEEEEALEKKQKGKATSSSGVCQVESCTADMSKAKQY

KAPHVRISGLHQRFCQQCSRFHALSEFDEAKRSCRRRLAGHNERRRKSTTD

=
){‘i l:_E‘"__'? Set Output Blast XML File

Parameters
BlastType: ‘Guess |V| Hits: ‘20 Evalue: ‘1e-5
Outfmt: | Table v CPUs: ‘2 D Short Mode

‘C:\Users\?ﬁﬁi%%\Desktop\TBtools win64_portable.2.466\BlastP

e ]

Visulize

‘ Build a PhyloTree

Start

B ‘ Conilg TextView

Top 5 Sequences for Tree

Select a File for DB Building

X

File Path: K50 ZMTF PEP.FAS
DB Name: ZMTF PEP
OK

# SPL_PEP #u N A 4% 2 /7 A AME, Kt A% 20 Outfmt U Table, s O

oy B R

PSR TS B SV S [ S S =i = (DS B S A5 G S | " e 4
C:\TBtool Example\SBP\Out\BlastP.txt
R T 4G Start %41, FH FireFox MM AE LT &5 R, &F 764 T KL H 7445
20 4 NMILEETT SPL3_PEP AH1BUF41 BlastP.txt



ﬁ TBtools-II (Toolbox for Biologists) v2.468
Sequence Toolkit BLAST GO & KEGG Graphics Others About

[X| About TBtools | [X| Blast Zone l

Databases Query

=] .db File Input | Paste Input

[ (prot): ZWTF_PEP >AT2G33810.1 Arabidopsis SBP family transciption factor, protein sequence, 131 AA
MSMRRSKAEGKRSLRELSEEEEEEEETEDEDTFEEEEALEKKQKGKATSSSGVCQVESCTADMSKAKQY'
HKRHKVCQFHA

KAPHVRISGLHQRFCQQCSRFHALSEFDEAKRSCRRRLAGHNERRRKSTTD

Parameters

BlastType: ‘Guess |V| Hits: |20 Evalue: 1e-5
Outfmt: | Table : CPUs: |2 [] short Mode

Set Output Blast XML File

Temp ‘C.\Users\»‘?l’: {£#E\Desktop\TBtools_win64_portable.2.466\BlastP \

Visulize ‘ Build a PhyloTree l

Start
+ Config TextView Top 5 Sequences for Tree

RN WP

b BLASTP 2.12.0+

% Query: AT2G33810.1 Arabidopsis SBP family transciption factor, protein
sequence, 131 AA

# Database: ZMTF PEP

# Fields: query acc.ver, subject acc.ver, % identity, alignment length,
mismatches, gap opens, q. start, g. end, s. start, s. end, evalue, bit

score

# 4 hits found

AT2G33810. 1 PTZm00608.1 45.082 122 67 0 10 131 197 248
9. 03e-34 115

AT2G33810. 1 PTZm00605.1 45.082 122 67 0 10 1:31 100 221
1.32e-33 114

AT2G33810. 1 PTZm00606.1 56.757 37 16 0 54 90 180 216
1. 36e-12 57..0

AT2G33810. 1 PTZm00607.1 30.00090 63 0 10 99 127 216

9. 62e-12 55,1
# BLAST processed 1 queries

MUK E A SR SPL3 # A AA B& P SIARLME, EATR T RE £ K+ SPL3
[ [

igdl Fr o — 31t FERTH R A Bit score
PTZm00608. 1 45.08% 67 9. 03e-34 115
PTZm00605. 1 45.08% 67 1. 32e-33 114
PTZm00606. 1 56.76% 16 1. 36e—-12 57.0
PTZm00607. 1 30% 63 9.62e-12 55.1
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FTJF TBtools, & T HIEFEE AL Sequence Toolkit, 7E N7 HHEH FASTA #%
7 AL L Fasta Extract (Recommended)

ﬁ TBtools-II (Toolbox for Biologists) v2.475

Sequence Toolkit | BLAST GO & KEGG Graphics Others About
Fasta Tools

NCBI Sequence Fetch
ORF Prediction

-

Fasta Extract (R ded) |
Fasta Extract or Filter (Quick)
Fasta Extract (Basic)

v v

Primer Check (Simple e-PCR) | Fasta Subseq (Basic) ECIORst

Sequence Manipulate (Rev&Comp)

GFF3/GTF Manipulate > Fasta Stats i ‘

TEFHIAME RN 764 D FKE KT ZMTF_PEP.FAS

765 HHE 1% £ TBtool Example\SBP\Out\ZMTF SPL.txt

FESI NBHE PR IRAT Input ID List HUIZATH N RSN 2] 3 45 R 4 DML T FR IR R
PTZm00605.1

PTZm00606.1

PTZm00607.1

PTZm00608.1

R PR Start %41, F WordPad 25 F 45 ZMTF _SPL.txt

Eﬁ* TBtools-Il (Toolbox for Biologists) v2.475
Sequence Toolkit BLAST GO & KEGG Graphics Others About

“[x] About TBtools | [x] Blast Zone | | Fasta Extract (Recommended) |

Fasta Extract (Recommended)

Set a Input Fasta File

‘C:\Users\ﬁ {F:5E\Desktop\TBtools % fi\\SBP\ZMTF_PEP.FAS |

Set an Output Fasta File

[
‘Drag and Drop a Output Directory Here |

Set Input ID list

Other Options

PTZm00605.1
PTZm00606.1
PTZm00607.1
PTZm00608.1

[_] Just Show in Dialog

D Fasta Header Pattern Match
[_] Whole Word Match

D Case Insensitive

[] use Tab(\t) as Column Seperator

Start

SRR



PTZm00605. 1 |PUT-155a-Zea mays—3434
FLEGLRSPVLIMGSFGMNWNQKDPMVWDWEHLVPSVSNAVTRHGSANSSGGTLTSNSELG
HGSSKVENTGTNGRVDDSGNSPSSMIAFNQGEPLISLKLGKRAYFENACGGQDAKVSAAS
DVTSAASVVKKTKVSQQNAKNWYCQVERCKVDLSSAKDYNRKHKVCVVHSKATKVVVAGL
ERRFCQQCSRFHGLAEFDQNKRSCRRRLMHHNARRRKPQADT ISENSSTMEYDTRQRTNL
FFSQPLYGQVRSNAGSSWDNLGGLKFMETKHPPVHPTKTASPDELHFSALQITSAAAHTG
HHHDLDGFMAFKGTSTKVLNQGVEAWXX

>PTZm00606. 1 |PUT-155a-Zea mays—44562
GAAAQTSDLGMGSFGMDWNQKASVLWDWENLPPVAVGASGSENPRMAAAPQALHSACGTI
SSSSEMGYGSSKSSVSASADDSSPKAKGKSMELNFAPDKVPDENTDSGKVDDARTSPSSP
VIAISSAEPVLSLKLGKRTYFEDVCGGQSVKSLPSDTSAVTPPPASPKKTKVTPNKKSYC
QVEGCKVDLSSAKEYHRKHRVCEPHSKAPKVVVAGL

>PTZm00607. 1 |PUT-155a-Zea_mays—90777737
FLEGLRSPVLIMGSFGMNWNQKDPMVWDWEHLVPSVSNAVTRHGSANSSGGTLTSNSELG
HGSSKSSISASIDSPSGVGNSLEFNFAAVERHVENTGTNGRVDDSGNSPSSMIAENQGEP
LISLKLGKRAYFENACGGQDAKVSAASDVTSAASVVKKTKVSQQNAKNWYCQVEGCKVDL
SSAKDYNRKHKVCVVHSKATKVVVAGLEVGEVNSVADTRQRTNLFFSQPLYGQVRSNAGS
SWDNLGGLKFMETKHPPVHPTKTASPDELHFSALQITSAAAHTGHHHDLDGFMAFKGTST
KXXX

>PTZm00608. 1 |PUT-155a—Zea mays—91977737
FLEGLRSPVLIMGSFGMNWNQKDPMVWDWEHLVPSVSNAVTRHGSANSSGGTLTSNSELG
HGSSKSSISASIDSPSGVGNSLEFNFAAVERHVENTGTNGRVDDSGNSPSSMIAFNQGEP
LISLKLGKRAYFENACGGQDAKVSAASDVTSAASVVKKTKVSQANAKNWYCQVEGCKVDL
SSAKDYNRKHKVCVVHSKATKVVVAGLERRFCQQCSRFHGLAEFDQNKRSCRRRLMHHNA
RRRKPQADTISENSSTMFYDTRQRTNLFFSQPLYGQVRSNAGSSWDNLGGLKFMETKHPP
VHPTKTASPDELHFSALQITSAAAHTGHHHDLDGFMAFKGTSTKVLNQGVEAWXX

E.F5 B & Venn Diagram 7347

B LR —

FT7F TBtools, &% Graphics #1535 B /341 Venn
7E Setl NG HHZBITMAKRESFEE A, B, C

£ Set2 N E N IZATHM A RS 78 B, C, D

1E Setl NE P ZBTMARSFEEC, D, E

s R %4 Start, A2 BUE Venn

EH$ TBtools-Il (Toolbox for Biologists) v2.475
Sequence Toolkit BLAST GO & KEGG | Graphics | Others About

"[X| About TBtools r [X| Blast Zone r\z‘ F Color Palette »

HeatMap lllustrator »
Seqtogo = AAmamman Anad)
Venn and Upset Plot » Venn (Up to Six Sets)

Set a Input Fasta File Basic PCA Analysis UpSet Plot (Up to Any Sets)
Grouped Distribution Plot UpSet Plot (Batch) j
Omic Data Viz 4

BioSequence Structure lllustrator »

C:\Users\ifi {1:5t\Desktop\TBtools % {7|\SBP!

Set an Output Fasta File

Show Genes on Chromosome >



https://abc.gao-lab.org/caas25/tb/venn.svg

SRR

23 (i e

£ Setl F N H P AN IR B AR IR R 44
£ Set2 F N\ B AP A/ BRER BT L R R 44
FE Set3 i N\ T AP A\ K BRER B 2R DR K 44

Sequence Toolkit BLAST GO & KEGG Graphics Others About

([X] About TBtools | [] Blast Zone | [X| Fasta Extract (Recommended) | [%| Venn (Up to Six Sets) |
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Set Input ID list
# Drag Input Expression Matrix =]
# With Column Names and Row Names
# For Example: L
g =
GenelD Sample_1 Sample_2 Sample_3 Sample_4 Sample_5 Sample_6 Sample_7 Sample_8
CL806.Contig8_All 2.9811 2.8991 2.2991 1.7494 0.8362 1.1523 0.1844 0.2401
Unigene31353_All 19.9784 15.3412 18.4279 15.0576 24.487 15.6895 22.2459 39.8472
CL4008.Contig3_All 22377 1.9977 26257 2.0544 2.0217 1.1162 0.5906 0.5447
Unigene1577_All 29771 3.2668 3.8315 3.1946 0.9526 0.248 1.4287 1.5114
CL800.Contig1_All 87.4159 73.2224 87.7985 76.5201 28.4157 28.6147 49.8389 38.3058
Unigene33294_All 2.0745 4.93 0.4763 1.7809 1.3144 0.7603 0.2053 0 E

(Optional) Set Input Row Group File (GrpID\tSubGrpID\tRowName)

‘Drag and Drop a Tab-delimited File Here | DefineRowColor

(Optional) Set Input Col Group File (GrpID\tSubGrpID\tColName)

‘Drag and Drop a Tab-deliminted File Here | DefineColColor

(Optional) Preset Newick for Row (Optional) Preset Newick for Column
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&) Control Dialog

[lLog Scale?
Base: 2.0 Limit Min Value:‘NaN
LogWith: 1.0 Row Names?
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O Col Scale?
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[[] Cluster Rows?  Value Format: 0.00
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logLegendTextType: PowerOnly Cluster Method: ~ Complete

Tree Brach Label
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Zero Circle Size: 0 Legend Max Value:

colName Space: 10.0 Legend Min Value:
rowName Space: 5.0 Fixed Cell Width:

‘ Define Legend Breaks ‘ Fixed Cell Height:

Legend Label Color: _ [_] Rm Dup Name Flags

Legend Value Format:0.00 Show legend?
NaN [] Horizonal legend
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Auto adjust canvas [_] Auto Polar Inner Step: ‘ﬂ Start Angle: ‘120.0 End Angle: ‘420.0 Row Name Polar: Col Name Polar: Value Text Polar
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Sequence Toolkit BLAST GO & KEGG Graphics Others About
“[X] About TBtools ‘ [X] Blast Zone | [X] Fasta Extract ‘

Fasta Extract (Recommended)

Set a Input Fasta File

[cUsers\ih £ 5\Desktop\TBtools % /\SBP\ZMTF_PEP.FAS |

Set an Output Fasta File

|prag and Drop a Output Directory Here |

Set Input ID list Other Options
PTZm00605.1 [Z] Just Show in Dialog
PTZm00606.1
PTZm00607.1 [[] Fasta Header Pattern Match
PTZm00608.1

[_] Whole Word Match
[] case Insensitive

[] Use Tab(\t) as Column Seperator

Start

Fasta Extract Manuaj

Set Input Fasta File
‘C \Users\if:{#5\Desktop\TBtools £ #\SBP\ZMTF_PEP.FAS ‘

Set Output Fasta File
|Ca\Users\i (£ 5\Desktop\TBtools % #\SBP\OUT\A tB ||

Set Input ID list Other Options

PTZm00605.1 ["] Just Show in Dialog
PTZmO00606.1
PTZm00607.1
PTZm00608.1

Start
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