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‘ UmuD-like protein (CDS_0038)
Druantia_ll__DruM (CDS_0033)
DNA polymerase (CDS_0039)
35 37
34 | 36] 40

| ﬁ
it

IMGVR_UViG_3300045988_165820|3300045988|Ga0495776_172961 16866:33724(+)
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