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ZHAET A, 3D-DNA-+Juicebox l

1.3 22 2

Huicer DNA-Seq & Hi-C & Juicer
uice _ contigging analysis
mkdir -p ~/opt/biosoft/ AN

cd ~/opt/biosoft

git clone https://github.com/theaidenlab/juicer.git

cd juicer

In -s CPU scripts

cd scripts/common

wget https://hicfiles.tc4ga.com/public/juicer/juicer tools.1.9.9 jcuda.0.8.jar
In -s juicer tools.1.9.9 jcuda.0.8 jar juicer tools.jar

3D-DNA JBAT
scaffolding review
o e o ,

#3D-DNA
cd ~/opt/biosoft
git clone https://github.com/theaidenlab/3d-dna.git

#Juicebox

% %EWindOWS F3 ZJZEJ: E


https://github.com/theaidenlab/3d-dna.git

2. BRAFE

#3E % 5

bwa index hap1-2.fa

FAR A8 TR 2 A 22 ) 2 W U (5L . U1

python /public/home/wxhan/software/juicer-master/misc/generate site positions.py Dpnll genome hap1-2.fa

#k BUAF S contig K &

awk 'BEGIN{OFS="\t"} {print $1, SNF}' genome Dpnll.txt > genome.chrom.sizes

#3z 47 Juicer

bash /public/home/wxhan/Santalum album/chenyang0927003/assembly/hifiasm/Hi-C/3ddna/software/juicer-
master/scripts/juicer.sh -d /public/home/wxhan/Santalum_album/chenyang0927003/assembly/hifiasm/Hi-C/3ddna/ -D
/public/home/wxhan/Santalum_album/chenyang0927003/assembly/hifiasm/Hi-C/3ddna/software/juicer-master/ -g

sandalwood -z reference/hap1-2.fa -y reference/genome Dpnll.txt -p reference/genome.chrom.sizes -s Dpnll -t % 2 %%

bash ~/software/3d-dna-master/run-asm-pipeline.sh ./reference/hap1-2.fa ./aligned/merged nodups.txt



# IEAT SR U

S _album.
S album.
S _album.
S album.
S _album.
S album.
S _album.
S _album.
S _album.
S album.
S album.
S album.
S album.
S _album.
S _album.
S _album.
S album.
S _album.
S album.
S album.
S _album.

hic.
hic
IRIC.
hic.
hic.
hic.
hic
hic.
hic.
TicC.
hic
hic
hic.
hic.
hic.
hic
hic.
hic:
hic.
hic
hic

hapl.
.hapl.p_
hapl.
hapl.
hapl.
hapl.
.hapl.p_
hapl.
hapl.
hapl.
.hapl.p
.hapl.
hapl.
hapl.
hapl.p_
.hapl.p_
hapl.
hapl.
hapl.
.hapl.
.hapl.

.0.asm

.0_asm.scaffold track.txt
.0_asm.superscaf-track.txt
.0.assembly

.0.cprops

.0.hic

.0.review2.assembly

.1.asm

.1 asm.scaffold track.txt
.1 asm.superscaf_ track.txt
.1.assembly

.1.cprops

ALY

.2.asm
.2_asm.scaffold_track.txt
.2_asm.superscaf_ track.txt
.2.assembly

.2.Cprops

2. ne

.Cprops

edits. txt

B 25 S hicfr.assembly & A\
Juicebox, 4TI %



3. Juicebox{# [F

s N &

1.

.hic: File > Open > Local
2. .assembly: Assembly > Import Map Assembly > Local

Color Range

file View Bookmarks Assembly Dev
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Select file(s) to open

Resolution (BP)

v
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D GM12878 combined in situ from Cell 2014

[} IMR90 combined in situ from Cell 2014

[=] ENCODE Hi-C experiments

=3 Rao and Huntley etal. | Cell 2014

=3 Sanborn and Rao et al. | PNAS 2015

=3 Darrow and Huntley et al. | PNAS 2016

=3 Dudchenko etal. | Science 2017

=3 Raoetal. | Cell 2017

= Di Pierro and Cheng et al. | Biorxiv 2017

[J Vian - Pekowska - Rao - Kieffer-Kwon - Jung et al. | Cell 2018
[ PGP1F in-situ PLoS Genet Nir et al 2018

I3 Hi-C Data Archive (organized by year and first author)

Open (MAPQ>0) | [ ¥ | H Local... H URL... H Cancel

‘ Fiiter: ‘
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7 Duicebox 1.11.08] Hi-C Map <8>: S_album.hic.hap1.p_ctg.0.hic - x
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4. # #3z473D-DNA

#Juicebox 2|4t 2 5, HIKiz473D-DNA
bash ~/software/3d-dna-master/run-asm-pipeline-post-review.sh -r
S album.hic.hap2.p ctg.0.review.assembly ./reference/S album.hic.hap2.p ctg.fa aligned/merged nodups.txt

HIZATH K

5

S album. : : .final.asm

S album. : : .final asm.scaffold track.txt
S _album. : : .final asm.superscaf track.txt
S _album. ; : .final.assembly

S album. . : .FINAL.assembly

S _album. : . .final.cprops

S _album. ; ; .final.fasta

S album. : . .FINAL. fasta

S album. : ; .FINAL. fasta.fai
S _album. : : .final.hic




HAER Y. ALLHIC l

n=715

rtitioning

Prune: %37, £% (Wi, NATZEEEH
4)

Partition: X|4-, %K Bk K £ &% Xfcontigdt
Y

Rescue: # Zm Mt E1EE B, ¥ K4 4 Hcontig
Gk AT A

Optimize: 4 5 4 41 b W% 70 57 4

Build: 75 3|fasta/7 7| X144



L% %

git clone https://github.com/tangerzhang/ALLHiC

2. B

fasta>C ¥ (47 41 %)
hicreads R1.fq.gz
hicreads R2.fq.gz


https://github.com/tangerzhang/ALLHiC

2. BpE A AL R
# 7 % 5

samtools faidx hapl-2.fa bwa index -a bwtsw hapl-2.fa

# J7 7| [ ik

bwa aln -t 4 hapl-2.fa ~/Santalum_album/chenyang0927003/clean/02.hic_clean/BDHC210000210-

1A L1 2 clean.rd.fq.gz > hapl-2 hicReads2.sai

bwa sampe hapl-2.fa hap1-2 hicReads].sa1 hapl-2 hicReads2.sai ../../../../clean/02.hic_clean/BDHC210000210-
1A L1 1 clean.rd.fq.gz ../../../../clean/02.hic_clean/BDHC210000210-1A L1 2 clean.rd.fq.gz | samtools view -bS
> hap12-hic.bwa_aln.bam

# 7 16 bam ST+

perl ~/software/ ALLH1C-master/scripts/PreprocessSAMs.pl hap12-hic.bwa aln.bam hapl-2.fa MBOI
~/software/ ALLHi1C-master/scripts/filterBAM_forHiC.pl hap12-hic.bwa aln.REduced.paired only.bam
hap12.clean.sam

samtools view -bt hap1-2.fa.fai hapl2.clean.sam > hap12.clean.bam



3. B A

#E R X 2

ALLHiC partition -b hap12.clean.bam -r hap1-2.fa -e GATC -k 20
#k X - 8y contigs/scaffolds 4k 42 4~ 4

ALLHiC rescue -b hapl2.clean.bam -r hap1-2.fa -c hap12.clean.clusters.txt -1
hapl2.clean.counts GATC.txt

AR AL

allhic extract hapl2.clean.bam hap1-2.fa --RE GATC

for i in group*.txt; do  allhic optimize $i hap12.clean.clm; done
R

ALLHiC build hapl-2.fa

#hic 4 E

samtools faidx groups.asm.fasta

cut -f 1,2 groups.asm.fasta.fai > chrn.list

ALLHiC plot hapl2.clean.bam groups.agp chrn.list 500k pdf



47274051 .err 500K _group9.pdf hapl asm.superscaf track.txt
47274051 .o0ut 500K tig0000437.pdf hapl.assembly

47274393 .err 500K Whole genome.pdf hapl.clean.bam

47274393 .out chrn.list hapl.clean.clm

47274733 .err grouplO.tour hapl.clean.clusters.txt
47274733 .out grouplO. txt hapl.clean.counts GATC.10gl0.txt
47277204 .err groupl.tour hapl.clean.counts GATC.10gl.txt
47277204 .0out groupl. txt hapl.clean.counts GATC.10g2.txt
47523872 .err group2.tour hapl.clean.counts GATC.10g3.txt
47523872 .out group2.txt hapl.clean.counts GATC.10g4.txt
47523911.err group3.tour hapl.clean.counts GATC.10g5.txt
47523911.out group3.txt hapl.clean.counts GATC.10g6.txt
47527968 .err group4.tour hapl.clean.counts GATC.10g7.txt
47527968 .out group4.txt hapl.clean.counts GATC.10g8.txt
47530893.err group5.tour hapl.clean.counts GATC.10g9.txt
47530893 .out group5.txt hapl.clean.counts GATC.txt
47565024 .err group6.tour hapl.clean.distribution.txt
47565024 .out group6.txt hapl.clean.pairs.txt

500K all chrs.pdf group7.tour hapl.hic

500K _groupl0.pdf  group7.txt optimize.lsf

500K groupl.pdf group8.tour out.links.txt

500K _group2.pdf group8. txt out.sorted.links. txt

500K _group3.pdf group9.tour signals.txt

500K _group4.pdf group9. txt temp.hapl.asm _mnd. txt

500K _group5.pdf groups.agp tig.HiCcorrected. fasta

500K _group6.pdf groups.asm. fasta unanchor.signal. txt

500K _group7.pdf groups.asm. fasta.fai

500K _group8.pdf hapl asm.scaffold track.txt




Whole_genome 500K
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# 4k, hicFn.assembly T4

# .assembly
python agp2assembly.py in.agp out.assembly

# .hic
bash ~/software/3d-dna-master/visualize/run-assembly-visualizer.sh -p false hapl.assembly
out.sorted.links.txt

sort -k2,2 -k6,6 out.links.txt > out.sorted.links.txt
matlock bam?2 juicer ../hapl.bwa aln.bam out.links.txt
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