
SAMN05414903_a1_ct85056_vs1: 27,856-38,908 (+)

40 41 42 43 44

retron_type_VI_hth_cluster2_1 (CDS_0045)

46 47 48
DNA polymerase (CDS_0049)

50 51 52 53 54 55 56 57

MGV-GENOME-0279249: 27,856-36,623 (+)

44
retron_type_VI_hth_cluster2_1 (CDS_0045)

46 47 48

uvig_410989: 27,856-44,633 (+)

44

retron_type_VI_hth_cluster2_1 (CDS_0045)

46 47 48
DNA polymerase (CDS_0049)

50 51 capH (CDS_0052) 53 54 55 56 tRNA-Leu(CAG)

MGV-GENOME-0245735: 27,856-32,880 (+)

41

IMGVR_UViG_3300045988_086707|3300045988|Ga0495776_083591: 20,631-26,284 (+)

29

IMGVR_UViG_3300045988_065930|3300045988|Ga0495776_021351: 21,215-27,995 (+)

35 capH (CDS_0037)

transcriptional regulator (CDS_0040)
41

42

MGV-GENOME-0253977: 28,355-35,147 (+)

45 capH (CDS_0047)

uvig_157455: 22,081-29,527 (+)

36 37

uvig_474756: 21,960-29,360 (+)

31
Michele_2A_hits_grouped (CDS_0032)

35

MGV-GENOME-0256467: 23,495-30,356 (+)

capH (CDS_0042) replication initiation protein (CDS_0048)
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