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#This script automates running trimmomatic for  multiple 

fastq.gz files 

 

for f1 in *_R1_001.fastq.gz 

do 

 

f2=${f1%%_R1_001.fastq.gz}"_R2_001.fastq.gz" 

 

java -jar trimmomatic-0.39.jar PE  -phred33  -trimlog 

trimlog.txt  $f1  $f2  paired_$f1  unpaired_$f1  

paired_$f2  unpaired_$f2  ILLUMINACLIP:NexteraPE-

PE.fa:2:30:10  LEADING:3  TRAILING:3  SLIDINGWINDOW:4:15 

MINLEN:36 

 

done 

 



CRISPRessoBatch --batch_settings CRISPResso2_htr1fa.bat  

-a 

TACTGACAACAGCCATGAACTGCCTGGTCATCACAGCCATCATTGTCACACGCAAA

CTCCACCATCCCTCAAACTACCTGATCTGCTCACTAGCCGTCACCGACCTCTTGGT

TGCCATTTTAGTCATGCCCTTCAGCATCATCTACATCGCAAAAGACACGTGGCTCA

TTGGTGAAGCATTGTGTAAATTCTGGCTAAGTGTGGATATAACCTGCTGCACGTGC

TCCATTTTACACTTGGCGGCCATCGCCGTGGACCGCTACCGGGCTATAACAGATGC

TGTGGAGTATTCCAGAAAAAGGACATCTTTGCGGGCTGCCATTATGATTAGCGTAG

TTTGGCTTCTCGCTATAGTCATCTCACTTCCACCAATACTTTTGAGAAATGGAGAG

GAAAATGAATGTATTATTGTACATACAAACATTGCATCCATGCTT -an htr1fa 

-g TCTACATCGCAAAAGACACG,CATCTGTTATAGCCCGGTAG -gn 

sgRNA4,sgRNA3 -p 96 -bo EditingEfficiencyAnalysis_htr1fa 

--write_cleaned_report --default_min_aln_score 60 -q 0 -

s 0 --min_bp_quality_or_N 0 --exclude_bp_from_left 15 --

exclude_bp_from_right 15 --min_paired_end_reads_overlap 

10 --max_paired_end_reads_overlap 100 -w 1 -wc -3 --

ignore_substitutions 

CRISPRessoBatch --batch_settings CRISPResso2_htr1fb.bat  

-a 

ATTGCAGAAGAGACTTGGGTCCTCGGCCCCATTGTTTGCCACCTGTGGTTAGGTGT

CGATGTTACATGCTGCACCTGCTCAATTTTACACCTCGCCGCCATTGCGCTGGATC

GATACCGTGCCATCACTGATGCTGTGGCGTATTCGCAAAAACGCACATATAAAAGA

GTGATTGTAACCATTTTGTCTCTGTGGACACTTTCCATTCTGGTGTCCCTTCCACC

TTTAGTATGGAGGAAATTCCCTAAAGTAGAATTTAAGGACGGGAAGAGGGAACCCA

TGGACTGTTTGATTGAACACGACCATGTGGCTTTTACCGTCTACTCAACTTTTGGA

GCATTTTACATTCCTTTGGCACTCATTTTGGTTCTTTACTACAAGATCTACAAGGC



AGCGGAGATGCTTCGTAACCGTA -an htr1fb -g 

GTATCGATCCAGCGCAATGG,AGTAGACGGTAAAAGCCACA -gn 

sgRNA1,sgRNA4 -p 96 --batch_output_folder 

EditingEfficiencyAnalysis_htr1fb --write_cleaned_report 

--default_min_aln_score 60 -q 0 -s 0 --

min_bp_quality_or_N 0 --exclude_bp_from_left 15 --

exclude_bp_from_right 15 --min_paired_end_reads_overlap 

10 --max_paired_end_reads_overlap 100 -w 1 -wc -3 --

ignore_substitutions 
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## Originally written by Ryan Schubert for the Wheeler Lab, 

github@RyanSchu Lab github@wheelerlab 

 

#load library 

library(dplyr) 

  

#GenomeStudio FinalReport.txt to lgen and map file: 

Finalreport<-as.data.frame(read.table("FinalReport.txt", 

sep='\t', skip = 9, header = T)) 

Finalreport<-filter(Finalreport, Allele1...Forward != 

'I') 

Finalreport["empty"]="0" 

Finalreport['fid']<-Finalreport$Sample.Group 

map<-select(Finalreport, Chr, SNP.Name, empty, Position) 

map<-map[!duplicated(map),] 

map<-map[complete.cases(map),] 

lgen<-select(Finalreport, fid, Sample.ID, SNP.Name, 

Allele1...Forward, Allele2...Forward) 

lgen<-lgen[!duplicated(lgen),] 

lgen<-lgen[complete.cases(lgen),] 

lgen<-filter(lgen, Allele1...Forward != "-" & 

Allele2...Forward != "-") 

  

write.table(map, " output_file.map",sep = "\t", 

col.names = F, row.names = F, quote = F) 

write.table(lgen, "output_file.lgen", sep = "\t", 

col.names = F, row.names = F, quote = F) 

  



#SampleID_Gender.csv to fam file: 

sex<-

as.data.frame(read.table(file="SampleID_Gender.csv", 

sep=',', header = T)) 

sex["empty"]<-"0" 

sex["empty1"]<-"0" 

sex["empty2"]<-"0" 

sex['fid']<-sex$Sample.Group 

sex<-select(sex, fid, Sample.ID, empty, empty1, Gender, 

empty2) 

sex$Gender<-gsub('Female', '2', sex$Gender, fixed = T) 

sex$Gender<-gsub('Male', '1', sex$Gender, fixed = T) 

 

write.table(sex, file = "output_file.fam", sep = "\t", 

col.names = F, row.names = F, quote = F) 

 



## Originally written by Dr. Nicholas Blackburn (Menzies 

Institute for Medical Research, University of Tasmania. 

This script requires Java and GATK programs.  

 

#index the input file 

tabix -p vcf input_file.vcf 

 

#categorise the variants 

gatk VariantFiltration -R 

/data/Genome_Reference/hg19/hg19.fa -O output_file.vcf –

variant input_file.vcf --genotype-filter-expression 

"DP >= 10 && GQ >= 20" --genotype-filter-name 

"High_Confidence" --genotype-filter-expression "DP < 10 

&& GQ < 20" --genotype-filter-name "Low_Confidence" --

genotype-filter-expression "DP < 10 && GQ >= 20" --

genotype-filter-name "Low_coverage_High_quality" --

genotype-filter-expression "DP >= 10 && GQ < 20" --

genotype-filter-name "High_coverage_Low_quality 

 



table_annovar.pl input_file.vcf /data/annovar-db/ -

buildver hg19 -out output_file -remove -otherinfo -

protocol 

refGene,ucscGenePfam,cytoBand,fathmm,cadd13,gnomad211_ge

nome,eigen,avsnp150,popfreq_max_20150413,1000g2015aug_eu

r,esp6500siv2_all,esp6500siv2_ea,esp6500siv2_aa,exac03,e

xac03nontcga,exac03nonpsych,kaviar_20150923,hrcr1,dbscsn

v11,UK10K_All_AF,clinvar_20200316,dbnsfp35a,gwava -

operation g,r,r,f,f,f,f,f,f,f,f,f,f,f,f,f,f,f,f,f,f,f,f 

-nastring . -vcfinput 
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