
Make bed f ile of 
sliding windows

Assembly fasta Bam f ile

Input

Process

Table

Get coverage info
for all windows

(mosdepth)c_1  0   50
c_1  10  60
. . .

c_1  0   50  1. 90
c_1  10  60  2. 74
. . .

Generate stats 
for all windows

cont i g  st ar t   end  cov   per cent i l e  zscor e  s i gned_f ol d_di f f    f ol d_di f f   l og2_f ol d_di f f
c_1     0      50   1. 90  0. 00        - 1. 64   - 10. 76             0. 09       - 3. 43
c_1     10     60   2. 74  0. 01        - 1. 57   - 7. 46              0. 13       - 2. 90
. . .

Find windows above/below fold_diff  thresholds 
from mean and join adjacent ones into regions*??

cont i g  st ar t    end     l engt h  cov     per cent i l e  zscor e  s i gned_f ol d_di f f  f ol d_di f f   l og2_f ol d_di f f
c_1     159900  161770  1870    247. 89  99. 88       20. 11   12. 13            12. 13      3. 60
. . .

Primary outputs:
- table of regions of relative high/low coverage
- fasta of regions of relative high/low coverage
- all window coverages stats and histogram

*  ignores regions of low coverage within 200 bp of start/end of a contig

? default uses mean of whole assembly as baseline, but - - per - cont i g 

can be set to use the mean of each contig for that contig as the baseline

? can pass contigs we want to ignore to the - - excl ude- cont i gs 

parameter (e.g., mitochondria/chloroplast)
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