
TemPhD_cluster_30678: 17,129-31,246 (+); 1-3,899 (+)

nicking at origin of replication (CDS_0001)
2

transcriptional regulator (CDS_0003)

20
tail protein (CDS_0021)

tail fiber protein (CDS_0022)

tail fiber assembly protein (CDS_0023)

24 25
baseplate protein (CDS_0026)

integrase (CDS_0027)

transcriptional regulator (CDS_0028)
Cox-like excisionase and repressor (CDS_0029)

30 31
cell division inhibitor (CDS_0032)

33

oMTase_00018 orphan (CDS_0034)
RNA-binding protein (CDS_0035)

DNA methyltransferase (CDS_0036)

TemPhD_cluster_11415: 17,129-31,246 (+); 1-4,957 (+)

3
integrase (CDS_0026)

27

transcriptional regulator (CDS_0028)

29 30

TemPhD_cluster_44037: 17,728-31,840 (+); 1-4,499 (+)

PDC-S20_WP_191968580.1 (CDS_0002)integrase (CDS_0027)
transcriptional regulator (CDS_0028)

Cox-like excisionase and repressor (CDS_0029)

30 31 DNA methyltransferase (CDS_0036)

TemPhD_cluster_44317: 17,728-30,306 (+); 1-4,499 (+)

integrase (CDS_0027)
transcriptional regulator (CDS_0028)

Cox-like excisionase and repressor (CDS_0029)

30 31

TemPhD_cluster_44126: 17,307-31,282 (+); 1-2,637 (+)

integrase (CDS_0029)
transcriptional regulator (CDS_0030)

Cox-like excisionase and repressor (CDS_0031)

32 33 37 38

TemPhD_cluster_23892: 17,300-30,751 (+); 1-2,631 (+)

integrase (CDS_0029)
transcriptional regulator (CDS_0030)

Cox-like excisionase and repressor (CDS_0031)

32 33 37

TemPhD_cluster_44064: 17,471-31,672 (+); 1-2,613 (+)

Bacteriophage abortive infection AbiH__AbiH (CDS_0029)

integrase (CDS_0030)
transcriptional regulator (CDS_0031)

Cox-like excisionase and repressor (CDS_0032)

33 34 38 39

TemPhD_cluster_28360: 17,130-31,486 (+); 1-4,963 (+)

2 terminase large subunit28 29 30
integrase (CDS_0031)
transcriptional regulator (CDS_0032)

33 head maturation protease (CDS_0034)

IMGVR_UViG_3300031370_000026|3300031370|Ga0302349_1000860: 16,312-28,829 (+)

tail fiber protein (CDS_0021) tail fiber assembly protein (CDS_0022) 26
integrase (CDS_0027)
transcriptional regulator (CDS_0028)

29

IMGVR_UViG_3300031418_000078|3300031418|Ga0308166_1001174: 16,312-28,698 (+)

integrase (CDS_0026)
transcriptional regulator (CDS_0027)

28

IMGVR_UViG_3300011481_000015|3300011481|Ga0120927_10018|14248-42068: 16,542-27,601 (+)

integrase (CDS_0027)
transcriptional regulator (CDS_0028)

29

IMGVR_UViG_3300034682_000422|3300034682|Ga0310128_000168|43737-72175: 16,294-28,219 (+)

tail fiber protein (CDS_0021)
tail fiber assembly protein (CDS_0022)

26
integrase (CDS_0027)
transcriptional regulator (CDS_0028)

29

IMGVR_UViG_2029527005_000025|2029527005|ACOFG987_contig46306|2-31265: 16,482-31,041 (+)

tail fiber protein (CDS_0023) tail fiber assembly (CDS_0024) 28
Copper exporter (VF0849) (CDS_0029)

integrase (CDS_0030)

transcriptional regulator (CDS_0031)

32 33

IMGVR_UViG_2029527006_000020|2029527006|ACOFG988_contig32283|6754-35761: 16,480-28,785 (+)

27
integrase (CDS_0028)
transcriptional regulator (CDS_0029)

30 31

IMGVR_UViG_2881614262_000002|2881614262|2881614304|179012-207939: 17,114-27,789 (+)

27 28 29

IMGVR_UViG_3300002855_000207|3300002855|pct1_10000060|12917-42175: 16,459-28,120 (+)

integrase (CDS_0027)
transcriptional regulator (CDS_0028)

29 30 31 32

IMGVR_UViG_2878899656_000002|2878899656|2878899656|1320061-1349368: 17,115-28,298 (+)

28
integrase (CDS_0029)

30

IMGVR_UViG_2859677112_000001|2859677112|2859677112|1145419-1176011: 16,569-29,478 (+)

tail fiber protein (CDS_0022) 23 27 28 29 30 3132

IMGVR_UViG_3300042922_001447|3300042922|Ga0456363_0001634|7020-35571: 16,570-28,332 (+)

integrase (CDS_0027)
transcriptional regulator (CDS_0028)

29 3031

IMGVR_UViG_3300009092_000440|3300009092|Ga0105250_10000044|57358-86861: 17,099-28,027 (+)

tail fiber protein (CDS_0024) integrase (CDS_0028) 29

IMGVR_UViG_2773857903_000002|2773857903|2773874116|1364556-1393531: 17,108-28,705 (+)

tail fiber protein (CDS_0022) 23 27 28 29

IMGVR_UViG_3300045988_101137|3300045988|Ga0495776_009563: 17,136-29,834 (+); 1-2,610 (+)

tail fiber assembly protein (CDS_0024) 28
integrase (CDS_0029)
transcriptional regulator (CDS_0030)

31

TemPhD_cluster_63466_: 16,705-30,523 (+); 1-3,315 (+)

2tail fiber assembly protein (CDS_0023) 27
integrase (CDS_0028)
transcriptional regulator (CDS_0029)

30 DNA methyltransferase (CDS_0035)

TemPhD_cluster_18621: 16,704-30,222 (+); 1-3,314 (+)

27 28 29 30

TemPhD_cluster_63544: 21,266-30,154 (+); 1-7,878 (+)

integrase (CDS_0001)
transcriptional regulator (CDS_0002)

334

TemPhD_cluster_18622: 16,473-30,222 (+); 1-3,263 (+)

2tail fiber protein (CDS_0022) tail fiber assembly protein (CDS_0023) 27 28 29 30
31

32

TemPhD_cluster_44436: 16,461-29,542 (+); 1-3,263 (+)

tail fiber protein (CDS_0022) 23 27
integrase (CDS_0028)
transcriptional regulator (CDS_0029)

30

IMGVR_UViG_2821767013_000012|2821767013|2821767102|40194-69322: 16,276-28,206 (+)

26
integrase (CDS_0027)
transcriptional regulator (CDS_0028)

29

uvig_578275: 16,764-34,907 (+); 1-2,619 (+)

28
Copper exporter (VF0849) (CDS_0029)

30

Chu (VF0234) (CDS_0031)
Direct heme uptake system (VF1030) (CDS_0032)

integrase (CDS_0033)
transcriptional regulator (CDS_0034)

35

IMGVR_UViG_2526164632_000036|2526164632|2526181639|43369-76800: 19,482-33,341 (+)

tail collar fiber protein (CDS_0024)
Bacteriophage abortive infection AbiH__AbiH (CDS_0030)

31
integrase (CDS_0032)

33

Cox-like excisionase and repressor (CDS_0034)

35 36

IMGVR_UViG_2778261344_000026|2778261344|2778301350|59613-93057: 19,588-33,443 (+)

Bacteriophage abortive infection AbiH__AbiH (CDS_0027) 28
integrase (CDS_0029)

30

Cox-like excisionase and repressor (CDS_0031)

32 33

IMGVR_UViG_2671180921_000035|2671180921|2671293035|58273-91047: 19,590-32,773 (+)

Bacteriophage abortive infection AbiH__AbiH (CDS_0029) 30
transcriptional regulator (CDS_0031)

Cox-like excisionase and repressor (CDS_0032)

33 34

IMGVR_UViG_3300029671_000247|3300029671|Ga0245181_100002|322264-358719: 19,588-36,454 (+)

Bacteriophage abortive infection AbiH__AbiH (CDS_0027)
28 29 30

integrase (CDS_0031)
transcriptional regulator (CDS_0032)

Cox-like excisionase and repressor (CDS_0033)

34 35

SAMN09781776_a1_ct95409_vs1: 19,588-32,598 (+)

27
integrase (CDS_0028)
transcriptional regulator (CDS_0029)

Cox-like excisionase and repressor (CDS_0030)

31 32

TemPhD_cluster_28302: 19,588-33,134 (+); 1-6,359 (+)

2

Bacteriophage abortive infection AbiH__AbiH (CDS_0027)

integrase (CDS_0028)
transcriptional regulator (CDS_0029)

Cox-like excisionase and repressor (CDS_0030)

31 32

IMGVR_UViG_2938192669_000004|2938192669|2938192674|12744-47405: 19,553-34,449 (+)

28
integrase (CDS_0029)

30

Cox-like excisionase and repressor (CDS_0031)
32

3334 35

IMGVR_UViG_2874303940_000002|2874303940|2874303958|59719-93146: 18,985-33,215 (+)

29
integrase (CDS_0030)

31

Cox-like excisionase and repressor (CDS_0032)

33 34 35

IMGVR_UViG_2695420643_000026|2695420643|2695459418|93581-127025: 19,260-33,443 (+)

20 baseplate protein (CDS_0027)
baseplate protein (CDS_0028)

Bacteriophage abortive infection AbiH__AbiH (CDS_0029)

30
integrase (CDS_0031)

32

Cox-like excisionase and repressor (CDS_0033)

34 35

IMGVR_UViG_2660238548_000029|2660238548|2660319797|95675-129118: 19,259-33,442 (+)

baseplate protein (CDS_0027)
baseplate protein (CDS_0028)

Bacteriophage abortive infection AbiH__AbiH (CDS_0029)

30
integrase (CDS_0031)

32

Cox-like excisionase and repressor (CDS_0033)

34 35

IMGVR_UViG_2876522725_000004|2876522725|2876522817|39198-72701: 18,504-33,490 (+)

tail fiber protein (CDS_0022)

Bacteriophage abortive infection AbiH__AbiH (CDS_0027)

28 integrase (CDS_0029)
transcriptional regulator (CDS_0030)

Cox-like excisionase and repressor (CDS_0031)

32 33

IMGVR_UViG_2740892370_000018|2740892370|2740977815|2-30984: 19,588-30,981 (+)

Bacteriophage abortive infection AbiH__AbiH (CDS_0027)
28

IMGVR_UViG_2703718773_000025|2703718773|2703735345|3-30400: 19,583-30,396 (+)

Bacteriophage abortive infection AbiH__AbiH (CDS_0028)

IMGVR_UViG_3300009944_000212|3300009944|Ga0133256_147240|123378-153633: 17,739-28,848 (+)

integrase (CDS_0027)

transcriptional regulator (CDS_0028)
transcriptional regulator (CDS_0029)

IMGVR_UViG_3300045988_100787|3300045988|Ga0495776_119498: 18,073-31,793 (+)

tail fiber assembly protein (CDS_0025)

Bacteriophage abortive infection AbiH__AbiH (CDS_0029)

integrase (CDS_0030)
transcriptional regulator (CDS_0031)

Cox-like excisionase and repressor (CDS_0032)

33 34

IMGVR_UViG_2802429251_000009|2802429251|2802452312|23573-55781: 18,073-31,996 (+)

Bacteriophage abortive infection AbiH__AbiH (CDS_0028) 29
integrase (CDS_0030)

31

Cox-like excisionase and repressor (CDS_0032)

33 34

Ma_2019_SRR413733_NODE_734_length_32827_cov_8.398328: 18,073-32,614 (+)

Bacteriophage abortive infection AbiH__AbiH (CDS_0029)

30
integrase (CDS_0031)
transcriptional regulator (CDS_0032)

Cox-like excisionase and repressor (CDS_0033)

34 35

IMGVR_UViG_2922305957_000006|2922305957|2922305996|51565-84216: 17,707-31,274 (+)

tail fiber protein (CDS_0022) 23 27
integrase (CDS_0028)

29

Cox-like excisionase and repressor (CDS_0030)

31 32

TemPhD_cluster_52136: 18,097-31,739 (+); 1-4,867 (+)

2
Menshen__NsnA (CDS_0003)

4

Bacteriophage abortive infection AbiH__AbiH (CDS_0029)

integrase (CDS_0030)
transcriptional regulator (CDS_0031)

Cox-like excisionase and repressor (CDS_0032)

33 34

IMGVR_UViG_2876499329_000001|2876499329|2876499337|60132-91625: 17,573-31,492 (+)

26
integrase (CDS_0027)
transcriptional regulator (CDS_0028)

Cox-like excisionase and repressor (CDS_0029)

30 31 32

TemPhD_cluster_52337: 18,100-30,881 (+); 1-4,870 (+)

integrase (CDS_0029)
30 31 32 33

TemPhD_cluster_63449_: 18,100-30,570 (+); 1-4,870 (+)

integrase (CDS_0029)
transcriptional regulator (CDS_0030)
Cox-like excisionase and repressor (CDS_0031)

32 33

TemPhD_cluster_13339: 18,350-31,413 (+); 1-4,870 (+)

30
transcriptional regulator (CDS_0031)

32 33 34

TemPhD_cluster_19550: 18,079-31,142 (+); 1-4,849 (+)

25 29
transcriptional regulator (CDS_0030)

31 32 33

IMGVR_UViG_2576861013_000004|2576861013|2576861642|80517-110495: 18,079-29,965 (+)

integrase (CDS_0029)
transcriptional regulator (CDS_0030)

31 32 33

TemPhD_cluster_33799: 18,423-31,204 (+); 1-4,943 (+)

DS-23__DS-23 (CDS_0002)integrase (CDS_0028)
transcriptional regulator (CDS_0029)

Cox-like excisionase and repressor (CDS_0030)

31 32

TemPhD_cluster_22925: 18,149-31,062 (+); 1-4,600 (+)

toxin-antitoxin system HicB-like (CDS_0004)integrase (CDS_0030)
transcriptional regulator (CDS_0031)

Cox-like excisionase and repressor (CDS_0032)

33 34

TemPhD_cluster_44254: 17,749-30,661 (+); 1-4,520 (+)

integrase (CDS_0027)
transcriptional regulator (CDS_0028)

Cox-like excisionase and repressor (CDS_0029)

30 31

TemPhD_cluster_26446: 17,577-30,390 (+); 1-4,055 (+)

2
integrase (CDS_0028)

29 Cox-like excisionase and repressor (CDS_0030)

TemPhD_cluster_19569: 18,173-30,810 (+); 1-4,943 (+)

27
integrase (CDS_0028)
transcriptional regulator (CDS_0029)
Cox-like excisionase and repressor (CDS_0030)

31 32

TemPhD_cluster_52454: 17,752-30,388 (+); 1-4,522 (+)

27
integrase (CDS_0028)
transcriptional regulator (CDS_0029)
Cox-like excisionase and repressor (CDS_0030)

31 32

TemPhD_cluster_19050: 17,535-30,673 (+); 1-4,055 (+)

28
integrase (CDS_0029)
transcriptional regulator (CDS_0030)
Cox-like excisionase and repressor (CDS_0031)

32 33

IMGVR_UViG_2909172862_000004|2909172862|2909172862|4450258-4481927: 18,172-31,656 (+)

cation efflux protein (CDS_0027)
integrase (CDS_0028)

transcriptional regulator (CDS_0029)
Cox-like excisionase and repressor (CDS_0030)

31 32

TemPhD_cluster_33863: 17,752-30,492 (+); 1-4,522 (+)

228
integrase (CDS_0029)

transcriptional regulator (CDS_0030)
Cox-like excisionase and repressor (CDS_0031)

head maturation protease (CDS_0032)

33

TemPhD_cluster_33770: 18,100-31,514 (+); 1-4,870 (+)

29
integrase (CDS_0030)

transcriptional regulator (CDS_0031)
Cox-like excisionase and repressor (CDS_0032)

head maturation protease (CDS_0033)

34

TemPhD_cluster_63448_: 17,285-30,572 (+); 1-4,055 (+)

27
integrase (CDS_0028)

transcriptional regulator (CDS_0029)
Cox-like excisionase and repressor (CDS_0030)

head maturation protease (CDS_0031)

32

TemPhD_cluster_63524: 1-8,252 (-); 21,477-30,208 (-)

1 2733

head maturation protease (CDS_0034)

Cox-like excisionase and repressor (CDS_0035)
transcriptional regulator (CDS_0036)

integrase (CDS_0037)

TemPhD_cluster_38124: 17,302-30,709 (+); 1-4,077 (+)

29
integrase (CDS_0030)

transcriptional regulator (CDS_0031)
Cox-like excisionase and repressor (CDS_0032)

head maturation protease (CDS_0033)

34

TemPhD_cluster_22942: 17,354-30,569 (+); 1-4,129 (+)

228
integrase (CDS_0029)

transcriptional regulator (CDS_0030)
Cox-like excisionase and repressor (CDS_0031)

head maturation protease (CDS_0032)

33

TemPhD_cluster_30727: 17,723-30,358 (+); 1-4,493 (+)

integrase (CDS_0027)
transcriptional regulator (CDS_0028)
Cox-like excisionase and repressor (CDS_0029)

30

TemPhD_cluster_44204: 18,002-30,773 (+); 1-4,522 (+)

integrase (CDS_0028)
transcriptional regulator (CDS_0029)
Cox-like excisionase and repressor (CDS_0030)

31 32

TemPhD_cluster_63144_: 17,728-31,887 (+); 1-4,499 (+)

integrase (CDS_0027)
transcriptional regulator (CDS_0028)
Cox-like excisionase and repressor (CDS_0029)

30 31

TemPhD_cluster_44300: 17,728-30,347 (+); 1-4,499 (+)

integrase (CDS_0027)
transcriptional regulator (CDS_0028)
Cox-like excisionase and repressor (CDS_0029)

30 31

TemPhD_cluster_12171: 18,094-31,425 (+); 1-2,631 (+)

tail collar fiber protein (CDS_0024)
tail fiber protein (CDS_0025) integrase (CDS_0030)

transcriptional regulator (CDS_0031)
Cox-like excisionase and repressor (CDS_0032)

33 34

TemPhD_cluster_12174: 18,094-31,425 (+); 1-2,631 (+)

integrase (CDS_0029)
transcriptional regulator (CDS_0030)
Cox-like excisionase and repressor (CDS_0031)

32 33

TemPhD_cluster_33849: 17,122-30,650 (+); 1-2,631 (+)

integrase (CDS_0027)
transcriptional regulator (CDS_0028)
Cox-like excisionase and repressor (CDS_0029)

30 31

TemPhD_cluster_28403: 17,122-30,782 (+); 1-2,631 (+)

integrase (CDS_0027)
transcriptional regulator (CDS_0028)
Cox-like excisionase and repressor (CDS_0029)

30 31

TemPhD_cluster_63439_: 16,614-29,031 (+)

integrase (CDS_0027)
transcriptional regulator (CDS_0028)
Cox-like excisionase and repressor (CDS_0029)

30 31

TemPhD_cluster_22112_: 17,479-31,517 (+); 1-2,631 (+)

28
integrase (CDS_0029)
transcriptional regulator (CDS_0030)
Cox-like excisionase and repressor (CDS_0031)

phosphoadenosine phosphosulfate reductase (CDS_0037)
38

TemPhD_cluster_52552: 17,091-29,823 (+); 1-2,631 (+)

28
integrase (CDS_0029)
transcriptional regulator (CDS_0030)

Cox-like excisionase and repressor (CDS_0031)

TemPhD_cluster_52486: 17,122-30,272 (+); 1-2,631 (+)

27
integrase (CDS_0028)
transcriptional regulator (CDS_0029)

Cox-like excisionase and repressor (CDS_0030)

TemPhD_cluster_52353: 17,128-30,802 (+); 1-2,637 (+)

27
integrase (CDS_0028)
transcriptional regulator (CDS_0029)

Cox-like excisionase and repressor (CDS_0030)

TemPhD_cluster_26417: 17,301-30,997 (+); 1-2,631 (+)

integrase (CDS_0029)

transcriptional regulator (CDS_0030)
Cox-like excisionase and repressor (CDS_0031)

head maturation protease (CDS_0032)
33 queuine tRNA-ribosyltransferase (CDS_0038)

TemPhD_cluster_38148: 17,380-30,538 (+); 1-2,610 (+)

29
integrase (CDS_0030)
transcriptional regulator (CDS_0031)

Cox-like excisionase and repressor (CDS_0032)

TemPhD_cluster_63707: 1-8,060 (-); 22,730-29,466 (-)

1 Cox-like excisionase and repressor (CDS_0035)

transcriptional regulator (CDS_0036)
integrase (CDS_0037)

IMGVR_UViG_3300036783_000019|3300036783|Ga0376656_0000394: 17,766-30,529 (+)

28 29
30

integrase (CDS_0031)
transcriptional regulator (CDS_0032)

Cox-like excisionase and repressor (CDS_0033)

IMGVR_UViG_3300011613_000032|3300011613|Ga0121016_100122|3007-31865: 16,574-28,636 (+)

integrase (CDS_0027)
transcriptional regulator (CDS_0028)
Cox-like excisionase and repressor (CDS_0029)

30 31

IMGVR_UViG_3300012283_000004|3300012283|Ga0122179_100193: 16,652-29,338 (+)

27 28
integrase (CDS_0029)
transcriptional regulator (CDS_0030)

Cox-like excisionase and repressor (CDS_0031)

IMGVR_UViG_3300048928_000638|3300048928|Ga0496125_0001107|2-31111: 18,676-30,890 (+)

27
integrase (CDS_0028)
transcriptional regulator (CDS_0029)

Cox-like excisionase and repressor (CDS_0030)

IMGVR_UViG_3300048926_000066|3300048926|Ga0496123_0001539: 18,676-31,656 (+)

27 integrase (CDS_0028)
transcriptional regulator (CDS_0029)

Cox-like excisionase and repressor (CDS_0030)

TemPhD_cluster_63671: 1-8,606 (-); 21,848-29,642 (-)

1
Cox-like excisionase and repressor (CDS_0031)

transcriptional regulator (CDS_0032)
integrase (CDS_0033)

IMGVR_UViG_3300012259_000033|3300012259|Ga0121723_100041|59605-89484: 22,742-29,856 (+)

integrase (CDS_0027)
transcriptional regulator (CDS_0028)
Cox-like excisionase and repressor (CDS_0029)

33 34 DNA methyltransferase (CDS_0035)

TemPhD_cluster_44179: 17,279-30,987 (+); 1-2,610 (+)

integrase (CDS_0027)
transcriptional regulator (CDS_0028)

Cox-like excisionase and repressor (CDS_0029)

30 31

TemPhD_cluster_33790: 17,122-31,371 (+); 1-2,631 (+)

integrase (CDS_0027)

transcriptional regulator (CDS_0028)
Cox-like excisionase and repressor (CDS_0029)

head maturation protease (CDS_0030)
31

TemPhD_cluster_38107: 17,355-30,959 (+); 1-2,616 (+)

integrase (CDS_0028)

transcriptional regulator (CDS_0029)
Cox-like excisionase and repressor (CDS_0030)

31 32
oMTase_00018 orphan (CDS_0035)

36

TemPhD_cluster_52280: 17,292-31,083 (+); 1-2,616 (+)

integrase (CDS_0027)
transcriptional regulator (CDS_0028)

29 30 31 36 37

IMGVR_UViG_3300024308_000015|3300024308|Ga0247725_1000484: 16,712-29,204 (+); 1-4,318 (+)

integrase (CDS_0028)
transcriptional regulator (CDS_0029)

Cox-like excisionase and repressor (CDS_0030)

uvig_370648: 17,306-35,635 (+)

tail fiber assembly protein (CDS_0025) 29 30 31

Michele_1A_hits_grouped (CDS_0032)

33
integrase (CDS_0034)

transcriptional regulator (CDS_0035)

36

IMGVR_UViG_2711768169_000012|2711768169|2711798533|4015541-4047291: 17,308-31,045 (+)

29 30 31 32 33

IMGVR_UViG_3300029175_000051|3300029175|Ga0120257_100020|13319-43594: 17,306-29,138 (+)

29
integrase (CDS_0030)
transcriptional regulator (CDS_0031)

32

IMGVR_UViG_2630968720_000005|2630968720|2631016746|235777-265856: 17,301-29,102 (+)

29 30 31 32

IMGVR_UViG_3300048924_000074|3300048924|Ga0496121_0002047: 19,016-31,700 (+)

29 30 31 32 33 34

IMGVR_UViG_2588254092_000001|2588254092|2588306853|270288-302020: 18,703-31,513 (+)

Streptococcal plasmin receptor/GAPDH (VF1042) (CDS_0027) 28 29 30 31

TemPhD_cluster_30706: 18,564-30,793 (+); 1-5,462 (+)

RloC__RloC (CDS_0002)tail fiber protein (CDS_0022) tail fiber assembly protein (CDS_0023) 27 28
integrase (CDS_0029)
transcriptional regulator (CDS_0030)

31

IMGVR_UViG_2906204108_000005|2906204108|2906204140|67437-99142: 17,228-31,219 (+)

cold shock protein (CDS_0029)
30 31 32 33 34 35 Cox-like excisionase and repressor (CDS_0036)

IMGVR_UViG_2791354921_000002|2791354921|2791362674|27111-61798: 18,557-34,686 (+)

tail fiber protein (CDS_0024) 29 30
integrase (CDS_0031)

32 33 34 35 Cox-like excisionase and repressor (CDS_0036)

8000 nt
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