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Python script to compare microRNAs present in RumimiR to human or mouse microRNA sequences extracted from miRBase.[image: ]
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# Programme SMalLmir
#1/9s¢/10cal /Riginfe/sxe/python/current/python
# - coding: BEE-8 —*-

for lines in open("/work/ghousden/these/RuniniR/peasd”

namemiR=lines.strip().split() [1]
seqmiR=lines.strip() .split() [0]
for lines in open("/work/ghoRsden/ these/RuniniR/SnallRNAs/1ist_smallRNAs", "r

segsmall=lines.strip().split() [1]

namesmall=lines.strip().splic() [2]

if seqmiR in segsmall:

print namemiR, seqmiR, namesmall
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# Pregzamme Homology
#1/usx/Local/bioinge/spe/python/current/python
# —*~ coding: uEE-8 —+-

for lines in open("/work/chonzdan/these/RumimiR/aeuasd’ .
ines.strip().split() [1]
seqmiR=lines.strip() .split () [0]

for lines in open("/work/ghauzdea/ these/RumimiR/Homology hsa_mmu/miR_hsa_mmu",

namehsammu=lines.strip() .split () [0]

seghsammu=lines.strip() .split () [1]

if seghsammu in seqmiR or seqmiR in seghsammu:
print namemiR, seqmiR, namehsammu





