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Abstract

This protocol include the detailed methods of Hi-C assembly of the Scapharca broughtonii genome
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1 Run BWA (v0.7.10-r789) to align the Hi-C reads to the initially assembled S. broughtonii

genome, and found the Hi-C reads mapped to the assembled genome.

Note

bwa index -a bwtsw fasta
bwa aln -M 3 -O 11 -E 4 -t 2 fq1
bwa aln -M 3 -O 11 -E 4 -t 2 fq2

2 Filter the mapped Hi-C reads obtalined in the step 1 using HiC-Pro (v. 2.10.0).

Note

mapped_2hic_fragments.py -v -S -s 100 -l 1000 -a -f -r -o

3 Extract valid interaction pair reads according the HiC-Pro results.

4 Break the initial assembly to 300 bp, and then run LACHESIS (v2e27abb) for assembling

based on Hi-C data.

5 Run LACHESIS (v2e27abb) to assemble corrected contigs obtained in step 4 into

chromosome and modified manually.

Note

(1) CLUSTER_MIN_RE_SITES = 22；

(2) CLUSTER_MAX_LINK_DENSITY=2；

(3) CLUSTER_NONINFORMATIVE_RATIO = 2；

(4) ORDER_MIN_N_RES_IN_TRUN=10；
(5) ORDER_MIN_N_RES_IN_SHREDS=10.
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