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20
21

22
23

24

25

tRNA-Undet(NNN)

26
27

28 29 30 31
DrmMII_00005 DrmMII (CDS_0032)

NEase_II_00006 Type (CDS_0033)

34 35
36

37 38 3940 41

IMGVR_UViG_3300029772_000252|3300029772|Ga0245166_100045|24415-61606: 12,364-22,747 (+)
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