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Microbacterium_phage_Phriends: 31,763-39,260 (+)
52 55

S . __——}«» —«&» . ] I
Microbacterium_phage_Jenos: 35,693-40,045 (+)

48 54

[ I —— N ——————§———— — ;]
NC_049927.1:34,852-40,186 (+)

54 59 60

I & & & 8§ ] I S
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