
IMGVR_UViG_3300008153_000157|3300008153|Ga0114320_1000158: 13,534-26,718 (+)

tail assembly protein
minor tail protein (CDS_0017)

tail protein (CDS_0018) 19 20 21
endolysin (CDS_0022)

23 24 25 26

transcriptional regulator (CDS_0027)

retron_type_VI_hth_cluster2_1 (CDS_0028)

29
mads_1 (CDS_0030)

31

transcriptional regulator (CDS_0032)

33 exonuclease (CDS_0034)

SRS143135_a1_ct13027: 13,245-26,138 (+)

23 25 26
transcriptional regulator (CDS_0027)

retron_type_VI_hth_cluster2_1 (CDS_0028)

uvig_394665: 13,664-28,506 (+)

25 26
PDC-S13_WP_186842295.1 (CDS_0027)

transcriptional regulator (CDS_0028)
retron_type_VI_hth_cluster2_1 (CDS_0029)

31 35

MGV-GENOME-0265091: 13,633-28,808 (+)

25 26 27
transcriptional regulator (CDS_0028)

retron_type_VI_hth_cluster2_1 (CDS_0029)

35 36

IMGVR_UViG_3300008098_000272|3300008098|Ga0114255_100199|158-39493: 13,996-27,956 (+)

excisionase (CDS_0024)

FS_Sma__Sma (CDS_0026)

27
capH (CDS_0028)

29

IMGVR_UViG_3300007096_000070|3300007096|Ga0102538_100058: 13,543-28,819 (+)

FS_Sma__Sma (CDS_0025)

26 27
capH (CDS_0028)

29 30 31 35

IMGVR_UViG_3300045988_057840|3300045988|Ga0495776_009269: 19,812-28,433 (+)

27 28
transcriptional regulator (CDS_0029)

retron_type_VI_hth_cluster2_1 (CDS_0030)

SRS017007_a1_ct18960_vs1: 19,172-31,552 (+)

23 24 25 26 28 29 30
transcriptional regulator (CDS_0031)

retron_type_VI_hth_cluster2_1 (CDS_0032)

SRS149280_a1_ct13395_vs01: 18,930-29,210 (+)

25 26
FS_Sma__Sma (CDS_0028)

29 30

transcriptional regulator (CDS_0031)

retron_type_VI_hth_cluster2_1 (CDS_0032)

IMGVR_UViG_3300006459_000199|3300006459|Ga0100222_100157|121-40271: 19,199-28,757 (+)

27 28 29

IMGVR_UViG_3300006251_000182|3300006251|Ga0099392_100100|6583-46145: 14,066-28,169 (+)

26 27 28

SRS023958_a1_ct15916_vs01: 12,760-30,506 (+)

tail assembly protein (CDS_0016) 23 24
excisionase (CDS_0025)

26 27 28 29 30 32 33 34

IMGVR_UViG_3300008276_000162|3300008276|Ga0114259_1000105|2603-41592: 13,527-27,604 (+)

19 20
FS_Sma__Sma (CDS_0025)

26 27 28

IMGVR_UViG_3300006328_000180|3300006328|Ga0099580_100141|2569-39071: 12,106-25,117 (+)

glycoside hydrolase (CDS_0015)
FS_Sma__Sma (CDS_0021)

22 23 24

7000 nt

DNA, RNA and nucleotide metabolism integration and excision lysis other tail transcription regulation unknown function defence (DefenseFinder) defence (PADLOC) tRNA

pseudogene


