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. checkMERTHELBHAIMEY). RARNAERENRETR

. FRABIERERXRNSEIREERLEE R AL ITTER AN E
SHREE,

. https://github.com/Ecogenomics/CheckM
. https://github.com/Ecogenomics/CheckM/wiki
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AT DEmsseapes

1. pipZZERGE(pip install checkm-genome), FErootiNfE (=)
> pip3 install numpy
> pip3 install matplotlib
> pip3 install pysam
#HNREL=A LRI LR
> pip3 install checkm-genome
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2. BidConda®%t
> conda install -c bioconda checkm-genome
> conda install -c bioconda/label/cf201901 checkm-

genome
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3. Foi&RiE:
1. EERNH M4 : HMMER(>=3.1b1). prodigal(2.60 or >=2.6.1).
pplacer(>=1.1)
> export PATH=$PATH: /homepplacer-Linux-v1.1.alpha17

2. KEfifIpythont&k: python >= 2.7 and < 3.0, numpy >= 1.8.0,
scipy >= 0.9.0, matplotlib >= 1.3.1, pysam >= 0.8.3, dendropy
>=4.0.0, ScreamingBackpack >=0.2.3
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1. CheckMREZREHHcontigApk, FEHBERISHHENALLInaAja5R4;
2. -xaJLMEEEMMRSE (Ha: -x fa)

3. binid: ERAEbinfIHE—REFT (REHIARIfastasl(4)
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1. lineage-specific (tEZE4FF M) [#HHFHE]

checkm lineage wf <bin folder> <output folder>

2. taxonomic-specific (Fho K57 M)
checkm taxonomy_wf <rank> <taxon> <bin folder> <output folder>

<rank>: phylum; <taxon> : Cyanobacteria

3. custom marker genes (H17#5E & A maker)
> checkm analyze <custom HMM file> <bin folder> <output folder>

> checkm ga <custom HMM file> <output folder>
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» wget -c https://data.ace.ug.edu.au/public/CheckM _databases/checkm_data 2015 01 16.tar.gz
» tar -zxvf checkm_data 2015 01 16.tar.gz
» checkm data setRoot $PATH/checkm_data
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. (M) > checkm tree <bin folder> <output folder> 3§ & E 2H NN\ | &% & K A b
. (R) > checkm tree_ga <output folder> (T]Jit) &R

. (M) > checkm lineage_set <output folder> <marker file> fl]&—>Marker X {&,
XA B & TS E R 4H fVlingeage-sepecifichric i =

. (M) > checkm analyze <marker file> <bin folder> <output folder> £ Emarker&
A EERE AT B EMTE

. (M) > checkm ga <marker file> <output folder> 3t & F A RE TR L



tETREE N E R R SR

National Microbiology Data Center

1. > checkm lineage wf <bin folder> <output folder>

<bin folder>t%léﬂfnaﬁ)ﬁ_ﬂ’]iﬁ])\ﬁi

Marker 1w‘car;¢ f genomes - '!Jr&(-r;. f marser sets P 4 e (cﬁp]ctere',:, Contasination
root (uUIDl) '6" 56 .’4 o 0 0 0 0 56 100.00 2154.89
root (uIDl) 5656 56 24 0 0 0 0 0 56 100.00 1064, 59
k_ Bactertia (UiD203) 5449 104 58 0 10 24 18 23 2 100.00 304 . 81
K__Sactertia (UID1453) 901 171 117 - 163 4 0 0 0 97.01 2.99
C (.anapr::'o:)racrcru (UIps444) 263 498 228 68 166 211 51 1 | 90.61 68.87
C__Gammaproteobacteria (uipdd443) 356 451 270 35 402 14 0 0 0 90.19 4.07
kK_pacteria (UID2566) 525% 208 136 19 187 2 0 0 0 89.20 1.10
K_Bacterta (UID2565) 2921 152 93 a5 35 28 23 11 10 83.46 136.85
f_Flavobacteriacean er.ﬁ.“' 81 521 283 T4 406 3 0 0 0 81.8) 6.66
C__Alphaprotecbacteria (UID1305) 561 347 .';"3 106 ‘?n ) D 0 ) 78.22 0.61
¢__Gammaproteobacteria (UIDddald) 156 451 o Q2 56 2 0 ) 76. 97 12.89

3. checkm lineage wf hég@nﬂ *ﬁ&ﬁﬁ,ﬁ

1
—h

4. f5180: checkm lineage wf -t 20 -x fa --nt --tab table

bins_ga.txt metabat bins bins _ga result
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1. unbinned RBZEHDE (unbinned) BIFS!

2. coverage ITEFFYIAIcoverage

3. tetra  ITEBFEFIIRITNZEERINER

4. profile  it&EmapZlE 1 binfreadshIBHDER, ATALLKDbInsEE

5. join_tables FtabsEIRNAEDbINEERERNEGES

6. ssu_finder 1RBIFFIPEIZIEA/INEERNA (SSU rRNAs) , tB116S/18S
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. bin_ga_plot: &HlbinFeRE. SREMNRRMERTE

. gc_plot: &HIENbINBIARREFIIGCEEDTTELEIRIREE

. coding_plot: ZHEIB N binFFIRIGRISEE (coding density, CD) B
EBINIREE

. tetra plot: KLHIbNBEFINELNEYNZERMENES
(tetranucleotide distance, TD) BEFENIZEE

. dist_plot: LA E=1MEFLHITE—IEL



binsE=1F{&ER

» checkm dist_plot [Options] out folder bin_fol

plot_folder tetra_profile dist value

> e
checkm dist_plot --image type pdf -xfa
bins ga result metabat bins checkm plots

../checkm tetra.out 95

% windows (5000 bp)

% windows (10000 bp)
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RHbinFEE, SREMBRREIERME OTTITINTIE

checkm bin_ga_plot --image_type pdf -x fa bins_ga_result metabat_bins

checkm_qa_plots

w2 [N AR AR
e

E2.bineBE ., SREMFERMFEE
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1. checkm nx_plot --image type 20
pdf -x fa --font_size 12

metabat bins checkm Nx plots
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% =EEASTRIE (3)

GenomeAssemblyAnnotation ngsMetaAssembly simpleMetagenomeAnalysis
F ZEEsHETE (25)

[FrassEE hitps://gcmetawdem.... [Fra5EE: https://gemeta.wdem.... [FrasEE hitps://gemetawdem....
Ji BEESES (11) TEME: mEERAHHETEE TENE: mEEEHETER T TEME: =ERASETEE—W
Py

T EEEANFE.. T EERANF. I TFEEEANFL..

L EEETESIF @) = §# =¥ Genome Assemble An... #* & =: Metagenome Assemb... #* # =: Metagenome Annotat...

X E: Wenyu Shi,Heyuan Qi, I E: Wenyu ShiHeyuan Qi, X &: Wenyu Shi,Heyuan Qi,

TTEEESIT (20) Qinalan Sun. Guomei... Oinalan Sun. Guomei... Qinalan Sun. Guomei...

1. piE: http://biocloud.nmdc.cn/
2. PHTEKE: http://www.nmdc.cn/analyze/
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