data<-read excel (wdfilel, sheet=wdsheetl)

datal[, 'an']<-ifelse(!is.na (data$Assay),1,0)

datal,'a r']<-ifelse(!is.na (dataS$SAssay),1,0)

datal[,'a n']<-ifelse(dataSAssay %in% c("Cholinesterase", "DART,
Cholinesterase"),1,0)

datal, 'qn']<-ifelse (data$Endpoint=="LOEL",1,0)

datal,'g r']<-ifelse(!is.na (data$Assay) & data$Endpoint=="LOEL",1,0)
data[,'q_n']<—ifelse(data$Assay %in% c("Cholinesterase", "DART,
Cholinesterase") & data$kEndpoint=="LOEL",1,0)

na<- data %>% group by(data3CASRN,dataS$reference) %>%
summarize (an=max (an),a r=max(a r),a n=max(a n),gn=max(gn), g r=max(q r),q

n=max(q n))
n2a<- na %>% group by(nal[,1]) %>

o\

summarize (an=sum(an),a r=sum(a _r),a n=sum(a n),gn=sum(gn), g r=sum(q r),q
n=sum(q n))
colnames (n2a)<-c('CAs','an','a r','a n','gn','qg r','gn'")

nb<- data %>% group by (data$'QSAR Ready ID',6data$reference) %>%

summarize (an=max (an),a r=max(a r),a n=max(a n),gn=max(gn),q r=max(q r),q
n=max (q n))
n2b<- nb %>% group by (nb[,1]) %>%

summarize (an=sum(an),a r=sum(a r),a n=sum(a n),gn=sum(gn), g r=sum(q r),q
n=sum (g n))
colnames (n2b)<-c('Inchikey','an','a r','a n','gn','qg r','g n'")

alll<—left_join(filter(tlist,!is.na(tlist$CAS)),n2a,by='CAS')
all2<-left join(filter(tlist,is.na(tlist$CAS)),n2b,by="'Inchikey")
all<-rbind(alll,all?2)

all<-all[order (all$CID,allS$CAS,na.last=FALSE), ]

for (i in 1l:dim(all) [1]) {
all$Sanimal[i]l<-all$an[i]
all$a neuro[il<-allSa nf[i]
allSa repro[il<-allSa r[i]
allSquan[i]<-alls$gn([i]
allSgn neuro[i]<-allS$g nf[i]
allsgn repro[i]<-all$qg r[i]}
all[,5:ncolt][is.na(all[,5:ncolt])] <= 0

wb <- loadWorkbook (outfile)
writeData (wb, sheet = "DART", all[l:ncolt], colNames = F,startRow=3)
saveWorkbook (wb,outfile, overwrite = T)



