04.03.2024, 09:04

#CKpUOT OJIS UTEHMS TEKCTOBEIX (GAMIOB M ONPEeIeJIeHUS T'€HOTUIIOB

import glob, os
import pandas as pd

txtFileDir

Allelel

Allele2 = 'T' #TyT nmmeTcs BTOPOM aJlIEJIb

os.chdir (txtFileDir) #TyT nyTe, OO KOTOPOMY HNPOMUCXOOUT (OPMUPOBAHME CIMCKA QamioB txt

txt file list = []

for txt file in glob.glob("*.txt"): #TyT ykaszaTe pacumpeHue Qainna

txt file list.append(txt file)
txt file list = sorted(txt file list)

SnpList = []
for i in align 1list[0]:
SnpList.append (i)

FileList = []

for i in txt file list:
i = i.split('s$")
FileList.append(i[1])
FileList = sorted(set (FilelList))

df gen = pd.DataFrame (index = SnpList, columns =

df cover = pd.DataFrame (index = SnpList, columns
SNP_count = 0

for i in range(len(Snplist)): #SnpList - cmomcok SNP

for j in txt file list:
if SnpList[i] in j:

'G' #TyT mmmeTcs MNEepBEI AJJIeJIb

r'0:\SRA\GT\\' #mpexTopmus ¢arsia C oTyeTamMy B BMIE TEKCTOBEX (QAalioB
align list = pd.read excel (r'O:\SRA\GT.xlsx', header

#TyT umraercs ¢aria C MDOCJIEIOBATEJIEHOCTSIMA

FileList)
FileList)

11 = align 1list[1] [SNP_count] + Allelel
12 = align 1list[1] [SNP_count] + Allele2
rl = Allelel+align 1list[2] [SNP_count]
r2 = Allele2+align 1list[2] [SNP_count]

TextFile = open (txtFileDir + j, 'r')

text

= TextFile.read()

TextFile.close()
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countll = (text.count (11))
countl?2 = (text.count (12))
countrl = (text.count (rl))
countr?2 = (text.count (r2))
CoverAllelel = max(countll, countrl) #Bri6op MaxCHMMAJIBEHOI'O BHAYEHMUS

CoverAllele?2 = max(countl2?2, countr?2)
CommonCover = CoverAllelel + CoverAllele2
]

genotype = '

if CommonCover > 100:
genotype = 'NA'

elif CoverAllelel >= 2 and CoverAllele2 == 0:
genotype = Allelel + '/' + Allelel

elif (CoverAllele2 >= 2) and (CoverAllelel == 0):

genotype = Allele2 + '/' + Allele2
elif (CoverAllelel >= 2) and (CoverAllele2 >= 2):
genotype = Allelel + '/' + Allele2

else:
genotype = 'NA'
df gen.loc[SnpList[i], J.split('$')[1]] = genotype
df cover.loc[SnpList[i], J.split('$')[1]] = CommonCover

SNP_count += 1

df gen.to excel (excel writer = r'O:\SRA\\' + Allelel + Allele2 + ' Report genotype' + '.xlsx')
df cover.to excel (excel writer = r'O:\SRA\\' + Allelel + Allele2 + ' Report cover' + '.xlsx')
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