
TemPhD_cluster_63819: 18,478-28,983 (+); 1-5,713 (+)

integrase (CDS_0001)

transcriptional regulator (CDS_0002)
transcriptional regulator (CDS_0003)

4

exonuclease (CDS_0005)

6 DNA primase (CDS_0007)

baseplate wedge subunit (CDS_0026)
tail protein (CDS_0027)

tail fiber protein (CDS_0028)

tail fiber assembly protein (CDS_0029)

30 31
baseplate protein (CDS_0032)

HEC-04_WP_075381894.1 (CDS_0033)

34

TemPhD_cluster_44458: 3,152-19,417 (-)

11
HEC-04_WP_075381894.1 (CDS_0012)

TemPhD_cluster_63653: 19,951-29,699 (+); 1-5,758 (+)

33 34

TemPhD_cluster_52555: 3,155-19,662 (-)

11
HEC-04_WP_075381894.1 (CDS_0012)

1317

TemPhD_cluster_20061: 3,152-19,660 (-)

11
HEC-04_WP_075381894.1 (CDS_0012)

IMGVR_UViG_2554235136_000006|2554235136|2554264292|61766-91067: 3,152-19,104 (-)

11
HEC-04_WP_075381894.1 (CDS_0012)

16

TemPhD_cluster_33927: 3,152-18,857 (-)

11
transposase (CDS_0012)

TemPhD_cluster_20065: 3,152-19,637 (-)

11
HEC-04_WP_075381894.1 (CDS_0012)

tail fiber protein (CDS_0016)

TemPhD_cluster_63703: 18,899-29,504 (+); 1-5,760 (+)

HEC-04_WP_075381894.1 (CDS_0032)
33

TemPhD_cluster_52540: 3,152-19,983 (-)

11
HEC-04_WP_075381894.1 (CDS_0012)
13

IMGVR_UViG_2617271232_000002|2617271232|2617355992|1077454-1106555: 3,152-18,907 (-)

HEC-04_WP_075381894.1 (CDS_0011)

TemPhD_cluster_52592: 3,152-19,546 (-)

11
TTSS secreted effectors (VF1111) (CDS_0012)

IMGVR_UViG_2529293124_000005|2529293124|2529403039|44176-73548: 4,289-19,263 (-)

12

TemPhD_cluster_30782: 3,152-18,858 (-)

11

TemPhD_cluster_8734: 3,152-19,972 (-)

11
HEC-04_WP_075381894.1 (CDS_0012)

1420

TemPhD_cluster_44416: 3,152-19,680 (-)

911
TTSS secreted effectors (VF1111) (CDS_0012)

TemPhD_cluster_63672: 1-10,751 (-); 23,893-29,641 (-)

1
HEC-04_WP_075381894.1 (CDS_0002)

TemPhD_cluster_63984: 2,855-16,782 (-)

transcriptional regulator (CDS_0003)
transcriptional regulator (CDS_0008)911baseplate wedge subunit

IMGVR_UViG_2667528058_000009|2667528058|2667607140|103147-131092: 2,855-16,574 (-)

transcriptional regulator (CDS_0008)9

TemPhD_cluster_13364: 2,855-19,321 (-)

711
HEC-04_WP_075381894.1 (CDS_0012)

TemPhD_cluster_63799: 19,059-29,091 (+); 1-5,713 (+)

33 34

TemPhD_cluster_52682: 3,152-18,820 (-)

1112

TemPhD_cluster_63932: 19,110-28,297 (+); 1-5,760 (+)

33 34

TemPhD_cluster_25043: 3,152-18,714 (-)

1112

TemPhD_cluster_52761: 3,152-17,811 (-)

1112

TemPhD_cluster_52556: 3,152-19,632 (-)

11
TTSS secreted effectors (VF1111) (CDS_0012)

IMGVR_UViG_2869423532_000002|2869423532|2869423548|132272-159674: 3,361-17,300 (-)

1216tail fiber protein (CDS_0017)

TemPhD_cluster_52677: 3,152-18,624 (-)

1112

TemPhD_cluster_63660: 1-9,738 (-); 23,934-29,675 (-)

123

TemPhD_cluster_52646: 3,152-18,915 (-)

111213

TemPhD_cluster_63845: 1-9,729 (-); 22,776-28,816 (-)

12

TemPhD_cluster_52694: 3,152-18,488 (-)

111213

TemPhD_cluster_26495: 3,152-18,629 (-)

1112

TemPhD_cluster_63875: 18,904-28,625 (+); 1-5,765 (+)

32 33

TemPhD_cluster_52587: 3,152-19,565 (-)

111213

TemPhD_cluster_63860: 19,108-28,707 (+); 1-5,764 (+)

33 34 35

TemPhD_cluster_9255: 3,152-18,629 (-)

111213

TemPhD_cluster_52674: 3,152-18,637 (-)

111213

TemPhD_cluster_16675: 4,288-19,481 (-)

1213

TemPhD_cluster_63920: 18,904-28,382 (+); 1-5,765 (+)

32 33

TemPhD_cluster_16670: 2,870-19,481 (-)

41112

IMGVR_UViG_2880324937_000001|2880324937|2880324937|1232702-1261493: 2,870-18,890 (-)

11

IMGVR_UViG_2695420891_000002|2695420891|2695495368|9257-37714: 3,152-18,264 (-)

11tail fiber protein (CDS_0016)
tail fiber protein (CDS_0017)

TemPhD_cluster_63725: 1-10,558 (-); 23,703-29,446 (-)

1
TTSS secreted effectors (VF1111) (CDS_0002)

tail protein (CDS_0008)
tail protein (CDS_0009)

TemPhD_cluster_52335: 3,152-20,933 (-)

11transposase (CDS_0012)
transposase (CDS_0013)

transposase (CDS_0014)18tail fiber protein (CDS_0019)

TemPhD_cluster_38367: 2,855-16,526 (-)

transcriptional regulator (CDS_0008)9

TemPhD_cluster_44350: 5,127-19,976 (-)

1213tail fiber assembly protein (CDS_0017)

TemPhD_cluster_28469: 2,870-19,981 (-)

PDC-M55C_WP_090804557.1 (CDS_0004)1112

TemPhD_cluster_63733: 1-1,888 (-); 15,027-29,377 (-)

tail collar fiber protein (CDS_0001) 28
HEC-04_WP_075381894.1 (CDS_0029)

TemPhD_cluster_38310: 3,151-19,389 (-)

11
HEC-04_WP_075381894.1 (CDS_0012)

IMGVR_UViG_2925866580_000007|2925866580|2925866580|2842283-2870920: 3,152-18,651 (-)

HEC-04_WP_075381894.1 (CDS_0011)

IMGVR_UViG_2671180520_000001|2671180520|2671241529|8028-36019: 3,152-18,005 (-)

HEC-04_WP_075381894.1 (CDS_0011)

TemPhD_cluster_38308: 3,152-19,389 (-)

11
HEC-04_WP_075381894.1 (CDS_0012)

13

TemPhD_cluster_2462: 2,855-19,390 (-)

transcriptional regulator (CDS_0008)

transcriptional regulator (CDS_0009)

integrase (CDS_0010)
11

HEC-04_WP_075381894.1 (CDS_0012)

IMGVR_UViG_2824588292_000014|2824588292|2824588311|7237-34828: 2,855-17,425 (-)

41014tail fiber protein (CDS_0015)

TemPhD_cluster_30765: 3,152-19,530 (-)

Cox-like excisionase and repressor (CDS_0008)
transcriptional regulator (CDS_0009)

11

TTSS secreted effectors (VF1111) (CDS_0012)

13

TemPhD_cluster_25033: 3,152-19,619 (-)

11
TTSS secreted effectors (VF1111) (CDS_0012)

TemPhD_cluster_52561: 2,855-19,608 (-)

11
TTSS secreted effectors (VF1111) (CDS_0012)

TemPhD_cluster_52549: 3,152-19,670 (-)

11transposase (CDS_0012)

TemPhD_cluster_38321: 3,152-18,948 (-)

11

TemPhD_cluster_28497: 3,626-18,926 (-)

exonuclease (CDS_0007)12

TemPhD_cluster_44492: 3,496-18,855 (-)

1213

TemPhD_cluster_63817: 1-9,583 (-); 23,242-29,001 (-)

1

TemPhD_cluster_14795: 3,152-18,530 (-)

111213

TemPhD_cluster_44500: 3,152-18,621 (-)

1112

TemPhD_cluster_33934: 3,152-18,612 (-)

111213

TemPhD_cluster_33945: 3,152-18,492 (-)

1112tail fiber protein (CDS_0017)

TemPhD_cluster_28525: 3,152-18,384 (-)

111213

TemPhD_cluster_52741: 3,152-18,397 (-)

1112

TemPhD_cluster_63867: 19,102-28,675 (+); 1-5,752 (+)

33 34

TemPhD_cluster_9259: 2,855-18,621 (-)

1112

TemPhD_cluster_9257: 3,152-18,947 (-)

1112baseplate protein (CDS_0013)
baseplate protein (CDS_0014)

TemPhD_cluster_64166: 3,152-17,628 (-)

1112
baseplate protein (CDS_0013)

TemPhD_cluster_28514: 2,855-18,512 (-)

exonuclease (CDS_0006)1112

TemPhD_cluster_20739: 3,152-18,513 (-)

78121314

TemPhD_cluster_64179: 3,152-16,645 (-)

1112tail fiber protein (CDS_0015)

TemPhD_cluster_52762: 2,855-17,786 (-)

1112

TemPhD_cluster_52756: 2,855-18,178 (-)

1112

TemPhD_cluster_17068: 2,855-18,288 (-)

1112tail fiber protein (CDS_0017)

TemPhD_cluster_18635: 2,870-20,069 (-)

111216

TemPhD_cluster_18631: 2,870-20,069 (-)

1112

TemPhD_cluster_15216: 2,870-20,636 (-)

1112
transposase (CDS_0013)

TemPhD_cluster_38218: 2,870-20,063 (-)

1112

TemPhD_cluster_52597: 2,870-19,436 (-)

1112

TemPhD_cluster_7435: 2,870-19,925 (-)

1112

IMGVR_UViG_2671181114_000018|2671181114|2671319100|92728-122672: 2,870-19,770 (-)

11121317tail fiber protein (CDS_0018)

TemPhD_cluster_63983: 2,855-17,956 (-)

1011

IMGVR_UViG_3300010279_000222|3300010279|Ga0129313_1000488: 3,629-23,278 (-)

ATP-dependent protease (CDS_0012)
ATP-dependent protease (CDS_0013)

14151617tail fiber protein (CDS_0022)

IMGVR_UViG_2718218027_000005|2718218027|2718228453|4760260-4788475: 2,858-18,049 (-)

91011O-acetyltransferase (CDS_0012)
tail fiber protein (CDS_0016)

tail fiber protein (CDS_0017)

NC_049392.1: 1-19,036 (-)

terminase large subunit (CDS_0001)
portal protein (CDS_0002)

4unknown function (CDS_0005)

Cox-like excisionase and repressor (CDS_0009)
transcriptional regulator (CDS_0010)

integrase (CDS_0011)
O-acetyltransferase (CDS_0012)

TemPhD_cluster_28535: 1,782-17,286 (-)

Cox-like excisionase and repressor (CDS_0008)
transcriptional regulator (CDS_0009)
integrase (CDS_0010)

TemPhD_cluster_64047: 1,782-17,368 (-)

Cox-like excisionase and repressor (CDS_0008)
transcriptional regulator (CDS_0009)
integrase (CDS_0010)tail fiber assembly protein (CDS_0014)

TemPhD_cluster_64006: 1,782-17,529 (-)

Cox-like excisionase and repressor (CDS_0008)
transcriptional regulator (CDS_0009)
integrase (CDS_0010)

TemPhD_cluster_30812: 1,782-17,518 (-)

Cox-like excisionase and repressor (CDS_0008)
transcriptional regulator (CDS_0009)
integrase (CDS_0010)

TemPhD_cluster_64038: 1,782-17,259 (-)

Cox-like excisionase and repressor (CDS_0008)
transcriptional regulator (CDS_0009)
integrase (CDS_0010)

TemPhD_cluster_44439: 1-19,360 (-)

349

Cox-like excisionase and repressor (CDS_0010)
transcriptional regulator (CDS_0011)

integrase (CDS_0012)
anti-repressor Ant (CDS_0013)

TemPhD_cluster_38334: 1-18,731 (-)

9

transcriptional regulator (CDS_0010)
integrase (CDS_0011)

12

TemPhD_cluster_63863: 19,261-28,691 (+); 1-9,304 (+)

integrase (CDS_0001)
transcriptional regulator (CDS_0002)

333

IMGVR_UViG_2030936005_000058|2030936005|CLOF_contig07716|7796-35260: 1,782-17,223 (-)

9

transcriptional regulator (CDS_0010)
integrase (CDS_0011)

tail fiber assembly (CDS_0015)

TemPhD_cluster_44514: 1,782-18,541 (-)

8

transcriptional regulator (CDS_0009)
integrase (CDS_0010)

111213

TemPhD_cluster_14794: 1,782-18,532 (-)

8910111213

IMGVR_UViG_3300031370_000313|3300031370|Ga0302349_1000029|326406-354210: 1,782-17,867 (-)

510

transcriptional regulator (CDS_0011)
integrase (CDS_0012)

13tail fiber protein (CDS_0018)

IMGVR_UViG_3300026487_000231|3300026487|Ga0256408_1000025|6705-34122: 1,782-17,480 (-)

10

transcriptional regulator (CDS_0011)
integrase (CDS_0012)

TemPhD_cluster_38318: 1,782-19,010 (-)

10

transcriptional regulator (CDS_0011)
integrase (CDS_0012)

13tail fiber assembly protein (CDS_0017)

TemPhD_cluster_23948: 1,782-18,597 (-)

4transcriptional regulator (CDS_0009)

transcriptional regulator (CDS_0010)
integrase (CDS_0011)

12

TemPhD_cluster_63980: 1,797-17,797 (-)

transcriptional regulator (CDS_0009)

transcriptional regulator (CDS_0010)
integrase (CDS_0011)

12

IMGVR_UViG_2847562356_000007|2847562356|2847562356|4408585-4436196: 1,782-17,386 (-)

transcriptional regulator (CDS_0009)
transcriptional regulator (CDS_0010)

1116

IMGVR_UViG_2636415490_000006|2636415490|2636425318|32320-60650: 1,797-18,156 (-)

transcriptional regulator (CDS_0009)
transcriptional regulator (CDS_0010)

111213

TemPhD_cluster_23957: 1,782-18,325 (-)

transcriptional regulator (CDS_0008)
integrase (CDS_0009)
1011

TemPhD_cluster_20075: 1,797-19,145 (-)

transcriptional regulator (CDS_0008)9101112

TemPhD_cluster_63813: 1-8,928 (-); 20,838-29,018 (-)

1 transcriptional regulator (CDS_0031)32
integrase (CDS_0033)

IMGVR_UViG_2850992652_000004|2850992652|2850992652|2982346-3011043: 1,797-18,544 (-)

Old_exonuclease__Old_exonuclease (CDS_0004)

transcriptional regulator (CDS_0008)

9
integrase (CDS_0010)

11

IMGVR_UViG_2711768169_000011|2711768169|2711798533|3640844-3669401: 1,797-18,404 (-)

transcriptional regulator (CDS_0008)910

TemPhD_cluster_26492: 1,794-18,962 (-)

glycosyltransferase (CDS_0004)
transcriptional regulator (CDS_0008)

transcriptional regulator (CDS_0009)

integrase (CDS_0010)
O-acetyltransferase (CDS_0011)

IMGVR_UViG_2585427778_000003|2585427778|2585460960|8062-35741: 1,794-17,570 (-)

transcriptional regulator (CDS_0008)910

TemPhD_cluster_30772: 1,794-19,585 (-)

transcriptional regulator (CDS_0008)
transcriptional regulator (CDS_0009)

integrase (CDS_0010)
O-acetyltransferase (CDS_0011)

IMGVR_UViG_2778261256_000005|2778261256|2778294805: 1,794-24,478 (-)

transcriptional regulator (CDS_0008)
transcriptional regulator (CDS_0009)

integrase (CDS_0010)
ATP-dependent protease (CDS_0011)
121314

sigma 54 modulation protein/ribosomal protein S30EA (CDS_0015)
O-acetyltransferase (CDS_0016)

TemPhD_cluster_38248: 2,867-19,930 (-)

transcriptional regulator (CDS_0009)

transcriptional regulator (CDS_0010)
integrase (CDS_0011)

1213

IMGVR_UViG_2922242011_000005|2922242011|2922242011|3488322-3516846: 2,867-18,414 (-)

transcriptional regulator (CDS_0009)
integrase (CDS_0010)

HEC-04_WP_075381894.1 (CDS_0011)

IMGVR_UViG_2811995239_000004|2811995239|2812084335|2952424-2979670: 1,782-17,275 (-)

45transcriptional regulator (CDS_0009)
transcriptional regulator (CDS_0010)

1112

TemPhD_cluster_63861: 24,274-28,702 (+); 1-9,837 (+)

5

TemPhD_cluster_63979: 1,785-16,754 (-)

Cox-like excisionase and repressor (CDS_0009)
transcriptional regulator (CDS_0010)tail fiber assembly protein (CDS_0015)

9000 nt

DNA, RNA and nucleotide metabolism head and packaging integration and excision moron, auxiliary metabolic gene and host takeover other tail transcription regulation

unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB)


