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Proteins: EHF%, ERZ210HEFS.

CDS: CDS%l, LRtEE10/%, SEEER
e A== 2]

Genomic: ERFERS, Z#FHEZ100055DNARF
A, 10005 MizEER. B HEERERIISS
— L REERTUN, aTLEEERProdigalsE
Blastx-likelXfR&Z—.

Metagenomic: ContigkBIMNERBFSI, AR
P FEE—HR, ATLARGIEAEER. A
T RIS BTN .

Seeds: eggNOG-mapperigfiseed orthologs,
T2 LE10R%, XNEERTERTR.

Annotate a file

What kind of data?
etz
® Proteins 1 L#_ELF&ﬁHEx% CDS

Up to 100,000 proteins in FASTA format.

O Genomic

Upload sequences

Files may be compressed in gzip format (file name must end in 'gz)

(B =2 ) | {Eqr3ri

Email address (Required for job scheduling and notifications)
VAN ~E
Enter email 3§gu)\ﬂﬂ|3$§

Advanced Options

5“% Database

Search against database:

® eggNOG 5
Q Search filters

=':£= Annotation options 4%%&&?% ) EﬁiA

O Metagenomic

O Novel families

O seeds
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Job MM_6arem7do Submitted

Click to manage your job € ,l'\'—\__'\a_:l , ﬁ,\ﬁ‘fﬁsta rt JOb

Job info
Job name User Date created File Sequences Total length Tax. scope Orth. restrictions GO evidence Min. hit e-value Min. hit bit-score Min. % of query cov. Min. % of subject cov.
MM_6arem7do 28594732983 qg.com 10/10/24 Soybean.all.maker. proteins.fasta.gz 46,690 18,699,895 proteins auto all non-glectronic  0.001 60 20 20

Access your job files here

Job MM_6arem7do Stcxtu =k

ek
EMSDDEY. XY 10-0ct-2024 08: 26 FE54
Job rarme Jeor Er‘::led e ?;‘:3‘5”“5 EMapper. out 10-0ct-2024 08: 26 3147
info. txt 10-0ct-2024 08:11 1285
MM_Barem7do 2959473298@qqg.com 10/10/24 Soybeanal.makerproteinsfasta.gz 46690 out. EMAPpEL. annotations 10-0ct—-2024 08: 26 200
(proteins) out. emapper, annotations, x1sx 10-0ct—-2024 08: 26 6
out. emapper. decorated, s£F l0-0ct—2024 08: 26 JEM
et e el oal s st Soror el smiostosta  oreen 6 out. emapper. hits 10-0ct-2024 08: 24 11N
Jemappear_web_jobs/smapper_jobs/user_data/MM_Garem7dofemopperout 2: Jemappar_w out. EMADDEY . Drthl:llDES 1|:|_|:| l:-t_2|:|24 DE 26 IQEM
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queries. raw 10-0ct-2024 08:11 22N
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## Thu Oct 10 08:22:52 2024##% emapper-2.1.12## /data/shared/home/emapper/miniconda3/envs/eggnog-mapper-2.1/binfemapper.py —-cpu 20 —~mp_start_method forkserver —-data_dir /dev/shm/ -o out —output_dir /femapper_web_jobs/emapper_jobs/user_data/MM_6arem7do --temp_dir femapper_web_jo

#

query seed_orth evalue  score eggNOG_0G: max_annc COG_cate) Descriptio Preferred_GOs EC KEGG_ko KEGG_Pat KEGG_Mo KEGG_Rea KEGG_rcla BRITE '-I_<_E_(§(_3‘_'_I'(_3-E CAZy BiGG_Rea PFAMSs

maker-Chrl3-s 3847.GLYN 1.38e-26 111.0 COGO676@1 35493|5tr G Belongs tc- - 5.1.3.15 ko:K01752 ko00010,k - RO2735 RCO0563 koOO00DO,k- - - Aldose_epim

maker-Chr13-s 3847.GLYN 1.63e-166 475.0 KOG1477@1 35493|5tr S Ran-bindir - GO0:00055 - - - - - - - - - - CLTH,SPRY

maker-Chrl3-s 3847.GLYN 0.0 1003.0 COG0143@1 35493|5tr ) Belongs tc- G0:00055 6.1.1.10  ko:K01874 ko00450,k M00359,\ RO3655,R( RCO0D055,F ko0O00O,k - - - Anticodon_1,tRNA-synt_1g,tRNA_bind

maker-Chr13-s 3847.GLYN 1.53e-87 265.0 2CXQS@1|ro 35493|5tr S Late embr - - - - - - - - - - - - LEA 2

|augustus_masi 3847.GLYN 2.41e-60 194.0 2A7Z7@1|ro 35493 |5tr 5 Protein FA - - - - - - - - - - - - FAR1,MULE,SWIM | |

“EEAJZannotationsI 4, IEIHEEF2151,

1. query: BEHFFIER

2. seed_ortholog: #ZERLLT FAYseed orthologfms

3. evalue: evalueff, H/\NERWATE

4. score: LEXIRIBS, HAHRIEE

5. eggNOG OGs: AFFIMENILEE DR, FRHNDSIREHIFNERRERZAE (orthologs groups, OGs) %Z&. SNMEREIREHIL
OG®@tax id[tax nameF B,

max_annot_Ivl: BFRERIFNRENEREIRH, Ltax_idtax name5TUREIL,

COG_category: MER{EOGHIENRICOGIIRERNZE (—1NFH) , EEHLrLIEXENCBIFINECOG - NCBI (nih.gov),
Description: EEHIERETIRERIAR

. Preferred_ name: ZRFRNEFRGES

0.GOs: FEMNGOHmS, — M ERAFTREEXNMIFEZHNGOS

= © o N O


https://www.ncbi.nlm.nih.gov/research/cog
https://www.ncbi.nlm.nih.gov/research/cog
https://www.ncbi.nlm.nih.gov/research/cog

5ohk

## Thu Oct 10 08:22:52 2024##% emapper-2.1.12## /data/shared/home/emapper/miniconda3/envs/eggnog-mapper-2.1/binfemapper.py —-cpu 20 —~mp_start_method forkserver —-data_dir /dev/shm/ -o out —output_dir /femapper_web_jobs/emapper_jobs/user_data/MM_6arem7do --temp_dir femapper_web_jo
#

query seed_orth evalue  score eggNOG_0G: max_annc COG_cate) Descriptio Preferred_GOs EC KEGG_ko KEGG_Pat KEGG_Mo KEGG_Rea KEGG_rcla BRITE '-I_<_E_(§(_3‘_'_I'(_3-E CAZy BiGG_Rea PFAMSs

maker-Chrl3-s 3847.GLYN 1.38e-26 111.0 COGO676@1 35493|5tr G Belongs tc- - 5.1.3.15 ko:K01752 ko00010,k - RO2735 RCO0563 koOO00DO,k- - - Aldose_epim

maker-Chr13-s 3847.GLYN 1.63e-166 475.0 KOG1477@1 35493|5tr S Ran-bindir - GO0:00055 - - - - - - - - - - CLTH,SPRY

maker-Chrl3-s 3847.GLYN 0.0 1003.0 COG0143@1 35493|5tr ) Belongs tc- G0:00055 6.1.1.10  ko:K01874 ko00450,k M00359,\ RO3655,R( RCO0D055,F ko0O00O,k - - - Anticodon_1,tRNA-synt_1g,tRNA_bind

maker-Chr13-s 3847.GLYN 1.53e-87 265.0 2CXQS@1|ro 35493|5tr S Late embr - - - - - - - - - - - - LEA 2

|augustus_masi 3847.GLYN 2.41e-60 194.0 2A7Z7@1|ro 35493 |5tr 5 Protein FA - - - - - - - - - - - - FAR1,MULE,SWIM | |

11. EC: KEGGRIECIEImS, {VEREXRYES

12.KEGG_ko: KEGGHIKO4wS, FrERREIFER, KF—1EEII08E

13.KEGG_Pathway: EEBkofmSFImapiwsS, mapirsS{izkreference pathway, B—FMiEIEEREE, WIREAREREEEN

14 KEGG_Module: KEGG Module#igEdwS, LAMFL, SLPREMESZS KO SE— N EAEINGEHISETTE

15.KEGG_Reaction: KEGG Reaction#iEERS, LARFFL, SEiEhER tEHERMEXESE

16.KEGG _rclass: KEGG RCLASSHUERE RS, LARCIRSH L, FaERiRNEIEES

17.BRITE: KEGGHIBriteHUEERS, BRIARES, B—MEFLREEREUERE

18.KEGG TC: ?

19.CAZy: WKL EIEBIERRIEEYERE, RILAEEBMCAZY — Home

20.BiGG_Reaction: BiGGER—EEERABRENSMBIEERAEEERE, EMBIGG Models (ucsd.edu)

21.PFAMs: PFAMEUEREE, tRIESFFILLXIERMES/RAIREE, BERRDANEREN— 1M EUERE, EMInterPro (ebiac.uk), ;ZEEEK
2InterPro, pfam#dEEE & InterProgH, FHH2023F 18 Z/FRMITMISI T .



http://www.cazy.org/
http://www.cazy.org/
http://www.cazy.org/
http://bigg.ucsd.edu/
http://bigg.ucsd.edu/
https://www.ebi.ac.uk/interpro/
https://www.ebi.ac.uk/interpro/
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| T TBtools-Il (Toolbox for Biologists) v2.096 - O = out.emapper.annotations.description....

Sequence Toolkit BLAST | GO & KEGG | Graphics Others About out.emapper.annotations. GO bt
l/ [%| About TBtools Gene Ontology » out.emapper.annotations. KEGG EC. bt
KEGG » : out.emapper.annotations. KEGG Knu...
Wisdom Common Tools b eggNOG-mapper Helper ¢ out.emapper.annotations.KEGG_Path...
Journey of a thousan| simpeenricn 1s with single step. out.emapper.annotations.pfam.doma...
Enrichment Bar Plot

[ [ About TBtools [ [X| eggNOG-mapper Helper |

® out.emapper.annotations.description.txt,

eggNOG-mapper Helper S BIAIDIREST AR

® out.emapper.annotations.GO.txt, XJRAY
ECGOTRER, AJE#HEMAT TBtools GOE
o, SBEREEXHE

Drag and Drop an Input File Here.  1.0Ut.emapper.annotations3Z {4 ® out.emapper.annotations.KEGG_Knum.txt,
MMATEKEGGERER, TEEABT
TBtools KEGGEENHT, HEFEREH

® out.emapper.annotations.pfam.domain.txt,
YMASZPFAMEIEGERE, TR, XNNER
EREEMR, AERREEE, NR—NF
eSS MERSEE, RRETF—

Set Input eggNOG-mapper Annotation Result

Set Output Directory

Drag and Drop a Directory Here. 2’$@.‘:I:.'§Z1¢1§Z§

Start




Tbtools GOS#HT

raphics Others About

Sequence Toolkit BLAST G
[%| About TBtools

- KEGG b

Commeon Tools #

If you are doing your
failure.

Wisdom

GO Annotation

GO Enrichment <€——

GO Level Count

GO Level Compare

GO Term Parse

Prepare GO Annotaiton for BiNGO in Cytoscape

( [] About TBtools | [%] GO Enrichment |

Set go-basis.obo File

GO Enrichment

|Drag and Drop the go-basis.obo File Here

T.go-basic.oboXM 15

| Download go-basis.obo File if You Need It

‘CleanMode GO_Slim: |deiau|t

Drag and Drop Query2Go File Here

|v|

Set BackGround file (queryld SepByCommaitGold SepByComma)

L= ]

Set Selection Set (One Queryld per Line)

Drag and Drop an Query Set File Here
3. BHEFIFRSUG
Set Output Directory
|Drag and Drop an Qutput Directory Here 45@&&15':&%?% | I:l

sat 5 mggstart

183 Ixxx.final.xls, AT AT



Tbtools GOt B fl{L,

U4

Sequence Toolkit BLAST [GO & KEGG | Graphics Others About

[ [| About TBtools Gene Ontology »
KEGG » .
quercatin 3-C-glucosyltransferase activity

quercatin 7-0-glucosyltransferase activity
glucosyitransferase activity

¢ UDP-glucosyltransferase activity
LIDP-glycosyitransferase activity
fransferase activity
kinasa actlivity
catalytic activity
hexosyliransferase activity
posifive regulation of immune system process
positive regulation of innate immuna responss
positive regulation of immune response
positive regulation of response to biotic stimulus
regulation of innate iImmune response
positive regulation of defense response
positive regulation of response to external stimulus
phosphorylation
cellular response to steroid hormone stimulus
steroid hormone recepior signaling pathway

Set Resultant File from Enrichment Analysis
Drag and Drop an Enrichment Result File Here  XXX.TINal.xIS | I:l positive regulation of respans o smulus
response to staroid hormone
phosphate-containing compound metabolic process
phosphorus metabolic process
regulafion of immune response
cell surface receptor signaling pathway
brassinosteroid mediated signaling pathway
response to brassinosteraid
cellular response to brassinosterold stimulus
regulation of immune system process

regulation of proteclysis
biological process involved in interspecies interaction between organi

Graph Parameters
regulation of response to biotic stimulus
‘v| A cellular response to light stimulus
protein folding

Term Col Name: |GD_Name | Bar Plot Type: |Normal
response to extamal stimulus
cellular response to organic cyclic compound

response to other arganism

Note:
File for bar plot would be generated from any enrichment a regulation of signal ransduction
1 proteclysis
response to external biotic stimulus

| nalysis software, including TBtools. It should possess at least t

| 'wo columns: regulation of seed germination
response o biotic stimulus

| protein phosphorylation

| innate immune response

eqgNOG-mapper Helper
I’ | Simple Enrich

Wisdom

If you are doing you
failure.

[ [X] About TBiools | [X] Enrichment Bar Plot |

| = H

Enrichment Bar Plot

Preset Parameters /
i@ GO Enrichment{Gene Ontology)

GO Term

) KEGG Pathway Enrichment ) Other

Class Col Name: |Class

pValue/gValue Col Name: |P_va|ue

Max Term to Show: |U
Xlab Label: |—I0g10(P—ualue}
Ylab Label: [GO Term

Term Col
pValue/qValue/FDR Col - neresponse o oo
"y . . . . " il OSIive regulanon of signal transduction
To facilitate the visualization of enrichment analysis conducte ggfgnsg [egpgnsg o S%Dium
d on TBtools, two preset modes have been set. defense response fo other organism
! defense response to bacterium
positive regulation of biological process
negative regulafion of protein metabolic plocass%&lﬁc?:rlmgiﬂ;l
requlation of seedling development glealp

0.00 050 1.00 150 200 250 3.00
Jog10(P-value)

Value Format: [0.00

v

Start




Tbtools KEGG 1

Sequence Toolkit BLAST Graphics Others About
(] About TBtools | [¥| KEGE Gene Ontology »

Common Tools ¥| KEGG Pathway Map lllustrate

[ [%] About TBtools [ [%] KEGG Enrichment Analyse |

KEGG Enrichment Analysis

Download and Prepare KEGG Backend for Enrichment {Several Minutes Depending on Your Nework Situation)
1. .KEGG.BackEnd {4 ||  Make One Backend File From Web

IPlants
|Drag and Drop a Backend File Which Has Been Made Last Time or Just Make a Mew One

Set BackGround File {(QuerylDtKnum SepByComma)
Drag and Drop a Query2Kknum File Here 2. OUt.emapperannotations.KEGG Knum.txt31H
Set Selection Set (One Queryld Per Line)
Drag and Drop a Query Set File Here -
3 BEBIE =l -
Set Output Directory
\Drag and Drop an Output Directory Here 4 T YRR IR -
BZ2xxx.final.xls, BJARFRIAIL,
start 5 Sstart 2ZG0aiL




eggnog-mapperfRFBEER (FEIN)

%
git clone https://github.com/jhcepas/eggnog-mapper.git

TEEUERE:
mkdir -p eggnog

python eggnog-mapper/download eggnog data.py --data dir eggnog -y -f euk bact arch viruses

{EF

python emapper.py -i test/polb.fa --output polb_bact -d bact --data dir ~/data/db/eggnog

-, —outputilti RIS, -diEEHIEESE. —data_didEESIEEMNE

diamond7gix, ERIAIhmmergiE:

python emapper.py -i test/polb.fa --output diamond bact -d bact --data dir ~/data/db/eggnog -m diamond
1BRI33

polb bact.emapper.annotations, polb bact.emapperhmm_hits, polb bact.emapper.seed orthologs


https://github.com/jhcepas/eggnog-mapper.git
https://github.com/jhcepas/eggnog-mapper.git
https://github.com/jhcepas/eggnog-mapper.git

EETAATEE: WERE HEREE B LRI RASURREHTILR, SRR,
H R RATAE TR

1.Nr/Nt&dEZE: NR(Non-Redundant Protein Sequence Database)IJETRERE, BiF
GenBank+EMBL+DDBJ+PDBRRIIETREHRS, NT(Nucleotide Sequence Database), #ZEs FF7EHEE, =NRERY

FE&. NRFNTEEBATLAUBIEINCBIFH{TELZBLAST,

2. UniProt#iEfE: SIEALRIERNSRELSIRESwWIss-ProtflF Bl FFENTIEEMBLEUREE.
3.GO/KEGGEUEZE

4. pfam#WEE: EERREEEE, RIESFIILCNERMRBERARIKEDR, BERD kAR,

5. InterPro: EBIFAMI—1ESHIEBRIEIEE TREEIEE, ©5Gene3D, CDD, PfamZF10/L1NEURERE.



BREIEETRESE, Lluniprot#dzEzZE a6 :

1 EEERE
wget

ftp://ftp.uniprot.org/pub/databases/uniprot/current_release/knowledgebase/taxonomic_divisions/uniprot_sprot

_plants.dat.gz

wget
ftp://ftp.uniprot.org/pub/databases/uniprot/current_release/knowledgebase/taxonomic_divisions/uniprot_trem
bl plants.dat.gz

zcat uniprot_sprot_plants.dat.gz uniprot_trembl plants.dat.gz > uniprot plants.dat

2.1D4EHR
from Bio import SeqlO

count = SeqlO.convert("uniprot_plants.dat","swiss","uniprot_plants.fa","fasta")

print("Converted %I records" % count)


ftp://ftp.uniprot.org/pub/databases/uniprot/current_release/knowledgebase/taxonomic_divisions/uniprot_sprot_plants.dat.gz
ftp://ftp.uniprot.org/pub/databases/uniprot/current_release/knowledgebase/taxonomic_divisions/uniprot_sprot_plants.dat.gz

BREIEETRESE, Lluniprot#dzEzZE a6 :

3198 blastpz35]| :
makeblastdb -in uniprot_plants.fasta -dbtype prot -title uniprot_plants -parse seqids

& PEAY : diamond makedb --in uniprot_plants.fasta -d uniprot_plants

4 BEH RS SEURERITIERS
blastp -query protein.fa -out uniprot_plants.xml -db uniprot_plants.fasta -evalue 1e-5 -outfmt 6 -num_threads 24

g¢& : diamond blastp -d uniprot_plants.dmnd -q proteins.fasta --evalue 1e-5 > blastp.outfmt6

5. bEXSEER AP TFIEE N queryiE{Esubject:
python -m jcvi.formats.blast best -n 1 blastp.outfmt6

6.(£Fadd_annotation from _dat.pytR#Eblastpiiiti MdatiZ2ENGO/KEGG/RERER



HEEFE (6) —FZhkeaaNOG-mappenFEINEEE R - Y/ MFuh (phantom-aria.github.io



https://phantom-aria.github.io/2023/09/19/a.html#1-5-Swissprot%E6%95%B0%E6%8D%AE%E5%BA%93
https://phantom-aria.github.io/2023/09/19/a.html#1-5-Swissprot%E6%95%B0%E6%8D%AE%E5%BA%93
https://phantom-aria.github.io/2023/09/19/a.html#1-5-Swissprot%E6%95%B0%E6%8D%AE%E5%BA%93
https://phantom-aria.github.io/2023/09/19/a.html#1-5-Swissprot%E6%95%B0%E6%8D%AE%E5%BA%93
https://phantom-aria.github.io/2023/09/19/a.html#1-5-Swissprot%E6%95%B0%E6%8D%AE%E5%BA%93
https://phantom-aria.github.io/2023/09/19/a.html#1-5-Swissprot%E6%95%B0%E6%8D%AE%E5%BA%93
https://phantom-aria.github.io/2023/09/19/a.html#1-5-Swissprot%E6%95%B0%E6%8D%AE%E5%BA%93
https://phantom-aria.github.io/2023/09/19/a.html#1-5-Swissprot%E6%95%B0%E6%8D%AE%E5%BA%93
https://phantom-aria.github.io/2023/09/19/a.html#1-5-Swissprot%E6%95%B0%E6%8D%AE%E5%BA%93
https://phantom-aria.github.io/2023/09/19/a.html#1-5-Swissprot%E6%95%B0%E6%8D%AE%E5%BA%93
https://phantom-aria.github.io/2023/09/19/a.html#1-5-Swissprot%E6%95%B0%E6%8D%AE%E5%BA%93
https://phantom-aria.github.io/2023/09/19/a.html#1-5-Swissprot%E6%95%B0%E6%8D%AE%E5%BA%93
https://phantom-aria.github.io/2023/09/19/a.html#1-5-Swissprot%E6%95%B0%E6%8D%AE%E5%BA%93
https://phantom-aria.github.io/2023/09/19/a.html#1-5-Swissprot%E6%95%B0%E6%8D%AE%E5%BA%93
https://wu-tz.github.io/2024/07/17/genome-anno/index.html
https://wu-tz.github.io/2024/07/17/genome-anno/index.html
https://wu-tz.github.io/2024/07/17/genome-anno/index.html
https://wu-tz.github.io/2024/07/17/genome-anno/index.html
https://wu-tz.github.io/2024/07/17/genome-anno/index.html
https://wu-tz.github.io/2024/07/17/genome-anno/index.html
https://wu-tz.github.io/2024/07/17/genome-anno/index.html
https://wu-tz.github.io/2024/07/17/genome-anno/index.html
https://yanzhongsino.github.io/2021/05/17/omics_genome.annotation_function/
https://yanzhongsino.github.io/2021/05/17/omics_genome.annotation_function/
https://yanzhongsino.github.io/2021/05/17/omics_genome.annotation_function/
https://yanzhongsino.github.io/2021/05/17/omics_genome.annotation_function/
https://www.jianshu.com/p/65c8e863e47c
https://www.jianshu.com/p/65c8e863e47c
https://www.jianshu.com/p/65c8e863e47c
https://www.jianshu.com/p/65c8e863e47c
https://www.jianshu.com/p/65c8e863e47c
https://www.jianshu.com/p/ffe22a6afdc7
https://www.jianshu.com/p/ffe22a6afdc7
https://www.jianshu.com/p/ffe22a6afdc7
https://www.jianshu.com/p/ffe22a6afdc7
https://www.jianshu.com/p/ffe22a6afdc7
https://www.jianshu.com/p/ffe22a6afdc7
https://www.jianshu.com/p/ffe22a6afdc7
https://www.jianshu.com/p/ffe22a6afdc7
https://www.jianshu.com/p/ffe22a6afdc7
https://www.jianshu.com/p/ffe22a6afdc7
https://www.jianshu.com/p/ffe22a6afdc7
https://www.jianshu.com/p/ffe22a6afdc7
https://www.jianshu.com/p/e646c0fa6443
https://www.jianshu.com/p/e646c0fa6443
https://www.jianshu.com/p/e646c0fa6443
https://www.jianshu.com/p/e646c0fa6443
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