
TemPhD_cluster_63448_: 28,857-30,572 (+); 1-9,211 (+)

1 2

transcriptional regulator (CDS_0003)

portal protein (CDS_0004)
terminase large subunit (CDS_0005)

head scaffolding protein (CDS_0006)

7

cell division inhibitor (CDS_0033)

34
oMTase_00018 orphan (CDS_0035)

TemPhD_cluster_63599: 16,057-26,983 (-)

25

TemPhD_cluster_52280: 28,627-31,083 (+); 1-9,215 (+)

235
36

37

TemPhD_cluster_63074_: 30,512-32,227 (+); 1-11,516 (+)

2 3

TemPhD_cluster_28302: 31,551-33,134 (+); 1-11,514 (+)

2

TemPhD_cluster_20012: 29,371-31,540 (+); 1-10,093 (+)

DS-23__DS-23 (CDS_0002)36

TemPhD_cluster_63399_: 29,094-30,809 (+); 1-10,099 (+)

DS-23__DS-23 (CDS_0002)

TemPhD_cluster_18622: 27,436-30,222 (+); 1-8,434 (+)

237

TemPhD_cluster_63466_: 27,737-30,523 (+); 1-8,493 (+)

2

TemPhD_cluster_30706: 28,890-30,793 (+); 1-10,625 (+)

RloC__RloC (CDS_0002)

uvig_578275: 32,022-34,907 (+); 1-8,687 (+)

2 339 40

TemPhD_cluster_18621: 27,627-30,222 (+); 1-8,492 (+)

2

TemPhD_cluster_44436: 26,947-29,542 (+); 1-8,417 (+)

2

TemPhD_cluster_44360: 28,183-30,058 (+); 1-9,054 (+)

2 3

TemPhD_cluster_20044: 28,182-29,897 (+); 1-9,054 (+)

2 3

TemPhD_cluster_22925: 29,347-31,062 (+); 1-9,762 (+)

2
DNA methyltransferase (CDS_0003)

toxin-antitoxin system HicB-like (CDS_0004)

TemPhD_cluster_28360: 29,847-31,486 (+); 1-9,053 (+)

2 DNA methyltransferase (CDS_0003)

TemPhD_cluster_52299: 28,183-31,002 (+); 1-9,054 (+)

2 3

TemPhD_cluster_44064: 29,451-31,672 (+); 1-9,252 (+)

2 339

TemPhD_cluster_22942: 28,854-30,569 (+); 1-9,277 (+)

2 DNA methyltransferase (CDS_0003)

TemPhD_cluster_33863: 28,617-30,492 (+); 1-9,678 (+)

2 PDC-S20_WP_191968580.1 (CDS_0003)

TemPhD_cluster_44300: 28,632-30,347 (+); 1-9,654 (+)

PDC-S20_WP_191968580.1 (CDS_0002)

TemPhD_cluster_63534: 16,190-27,224 (-)

PDC-S20_WP_191968580.1 (CDS_0025)oMTase_00018 orphan (CDS_0027)

TemPhD_cluster_21319: 27,788-30,987 (+); 1-9,654 (+)

PDC-S20_WP_191968580.1 (CDS_0002)

Cox-like excisionase and repressor

33
DNA methyltransferase (CDS_0034)

TemPhD_cluster_26414: 27,778-31,043 (+); 1-9,654 (+)

PDC-S20_WP_191968580.1 (CDS_0002)

IMGVR_UViG_3300045988_101137|3300045988|Ga0495776_009563: 27,218-29,834 (+); 1-9,059 (+)

2 DNA methyltransferase (CDS_0003)35

TemPhD_cluster_52552: 27,645-29,823 (+); 1-9,017 (+)

2 3

TemPhD_cluster_44341: 27,528-30,152 (+); 1-9,271 (+)

2 3

TemPhD_cluster_63498: 17,247-27,413 (-)

DNA methyltransferase (CDS_0025)2728

TemPhD_cluster_44303: 28,177-30,346 (+); 1-7,997 (+)

35 36

TemPhD_cluster_63406_: 28,177-30,771 (+); 1-7,998 (+)

35 36 37

TemPhD_cluster_44120: 28,186-31,307 (+); 1-8,000 (+)

35 36 DNA methyltransferase (CDS_0037)

TemPhD_cluster_30727: 28,189-30,358 (+); 1-9,649 (+)

PDC-S20_WP_191968580.1 (CDS_0002)

TemPhD_cluster_63482_: 27,772-30,414 (+); 1-9,649 (+)

PDC-S20_WP_191968580.1 (CDS_0002)

NC_049460.1: 27,336-30,164 (+); 1-9,359 (+)

2 3
DNA methyltransferase (CDS_0004)

6

TemPhD_cluster_7332: 27,216-30,044 (+); 1-9,232 (+)

2 3 4

TemPhD_cluster_38148: 27,871-30,538 (+); 1-9,225 (+)

2 3 4queuine tRNA-ribosyltransferase (CDS_0037)

TemPhD_cluster_63524: 16,329-27,269 (-)

DNA methyltransferase (CDS_0026)2728

TemPhD_cluster_38124: 28,994-30,709 (+); 1-9,225 (+)

2 3 4

TemPhD_cluster_63707: 16,134-27,538 (-)

DNA methyltransferase (CDS_0026)2728

TemPhD_cluster_33850: 27,492-30,622 (+); 1-9,236 (+)

2 3

TemPhD_cluster_44126: 28,161-31,282 (+); 1-9,233 (+)

2 3 4

TemPhD_cluster_23892: 28,154-30,751 (+); 1-9,226 (+)

2 3 DNA methyltransferase (CDS_0004)

TemPhD_cluster_30678: 27,990-31,246 (+); 1-8,004 (+)

RNA-binding protein (CDS_0035)
DNA methyltransferase (CDS_0036)

TemPhD_cluster_11415: 27,990-31,246 (+); 1-9,055 (+)

34 35

TemPhD_cluster_63279_: 27,992-31,354 (+); 1-8,001 (+)

RNA-binding protein (CDS_0035)
SspBCDE__SspD (CDS_0036)

TemPhD_cluster_7094: 28,519-30,234 (+); 1-9,390 (+)

2 3

TemPhD_cluster_63792: 15,038-26,143 (-)

2425

TemPhD_cluster_52380: 28,512-30,681 (+); 1-9,384 (+)

2 3

TemPhD_cluster_38012: 28,347-31,709 (+); 1-9,408 (+)

2 3SspBCDE__SspD (CDS_0037)

TemPhD_cluster_22112_: 28,168-31,517 (+); 1-9,405 (+)

2 3
phosphoadenosine phosphosulfate reductase (CDS_0037)

38

TemPhD_cluster_20034: 28,518-30,233 (+); 1-10,094 (+)

2 3 8 9

TemPhD_cluster_63436_: 27,730-30,633 (+); 1-9,413 (+)

2 3

TemPhD_cluster_26446: 27,487-30,390 (+); 1-9,211 (+)

2

TemPhD_cluster_44179: 27,946-30,987 (+); 1-9,205 (+)

2

TemPhD_cluster_33790: 28,313-31,371 (+); 1-7,997 (+)

35
phosphoadenosine phosphosulfate reductase (CDS_0036)

37

TemPhD_cluster_38107: 28,692-30,959 (+); 1-9,281 (+)

2 336

TemPhD_cluster_21310: 28,793-31,426 (+); 1-8,969 (+)

2
Menshen__NsnA (CDS_0003)

438 39 40

TemPhD_cluster_12174: 28,792-31,425 (+); 1-10,020 (+)

2
Menshen__NsnA (CDS_0003)

4

TemPhD_cluster_19550: 29,427-31,142 (+); 1-10,005 (+)

2
Menshen__NsnA (CDS_0003)

4

IMGVR_UViG_2802429251_000009|2802429251|2802452312|23573-55781: 1-10,005 (+)

Menshen__NsnA (CDS_0002) 3

IMGVR_UViG_2576861013_000004|2576861013|2576861642|80517-110495: 1-10,005 (+)

2
Menshen__NsnA (CDS_0003)

4

TemPhD_cluster_63439_: 27,370-30,617 (+); 1-8,540 (+)

1 235 36
DNA methyltransferase (CDS_0037)

DNA methyltransferase (CDS_0038)

TemPhD_cluster_52439: 22,266-30,444 (+); 1-8,003 (+)

25 baseplate protein (CDS_0026)
integrase (CDS_0027)

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

33 DNA methyltransferase (CDS_0034)

TemPhD_cluster_26452: 22,259-30,300 (+); 1-8,003 (+)

32 33 DNA methyltransferase (CDS_0034)

TemPhD_cluster_52486: 22,803-30,272 (+); 1-7,997 (+)

27 34 35 36

TemPhD_cluster_52353: 22,809-30,802 (+); 1-8,003 (+)

34 35 DNA methyltransferase (CDS_0036)

TemPhD_cluster_63462_: 22,677-30,520 (+); 1-9,579 (+)

1 2 334
SspBCDE__SspD (CDS_0035)

IMGVR_UViG_3300024308_000015|3300024308|Ga0247725_1000484: 22,560-29,204 (+); 1-8,547 (+)

2 7transcriptional regulator (CDS_0029)

IMGVR_UViG_2029527006_000020|2029527006|ACOFG988_contig32283|6754-35761: 1-8,437 (+)

2

IMGVR_UViG_3300011481_000015|3300011481|Ga0120927_10018|14248-42068: 1-8,462 (+)

2

IMGVR_UViG_3300048926_000066|3300048926|Ga0496123_0001539: 1-10,626 (+)

RloC__RloC (CDS_0002)

IMGVR_UViG_3300009944_000212|3300009944|Ga0133256_147240|123378-153633: 1-9,967 (+)

2

IMGVR_UViG_2938192669_000004|2938192669|2938192674|12744-47405: 1-11,479 (+)

PDC-S20_WP_191968580.1 (CDS_0002)
DS-23__DS-23 (CDS_0003)

IMGVR_UViG_3300012259_000033|3300012259|Ga0121723_100041|59605-89484: 1-9,647 (+)

PDC-S20_WP_191968580.1 (CDS_0002)

IMGVR_UViG_2909172862_000004|2909172862|2909172862|4450258-4481927: 1-10,098 (+)

DS-23__DS-23 (CDS_0002)

IMGVR_UViG_2537562190_000021|2537562190|2537633042|319352-352796: 1-11,514 (+)

2 3

IMGVR_UViG_2740892370_000018|2740892370|2740977815|2-30984: 1-11,514 (+)

2

IMGVR_UViG_2526164629_000029|2526164629|2526181384|128179-161620: 1-11,416 (+)

2 3

IMGVR_UViG_2703718812_000026|2703718812|2703740461|93130-126574: 1-11,515 (+)

2 3

IMGVR_UViG_2791354921_000002|2791354921|2791362674|27111-61798: 1-10,354 (+)

2 Menshen__NsnA (CDS_0003)

IMGVR_UViG_2526164631_000042|2526164631|2526181520|15203-48640: 1-11,091 (+)

2 3 4

IMGVR_UViG_2660238548_000029|2660238548|2660319797|95675-129118: 1-11,513 (+)

2 3

IMGVR_UViG_2630968720_000005|2630968720|2631016746|235777-265856: 1-9,227 (+)

2 3 4

IMGVR_UViG_2878899656_000002|2878899656|2878899656|1320061-1349368: 1-9,075 (+)

2 3

IMGVR_UViG_2548876865_000016|2548876865|2548986045|57341-88495: 1-9,149 (+)

2 3

IMGVR_UViG_3300009092_000440|3300009092|Ga0105250_10000044|57358-86861: 1-9,160 (+)

2 3 4

IMGVR_UViG_3300048924_000074|3300048924|Ga0496121_0002047: 1-10,965 (+)

2
Gabija__GajA (CDS_0003)

DS-45__DS-45 (CDS_0004)

IMGVR_UViG_2526164630_000046|2526164630|2526181430|155584-189026: 1-11,512 (+)

1 2 3

IMGVR_UViG_2703718773_000025|2703718773|2703735345|3-30400: 1-11,513 (+)

1 2 3

IMGVR_UViG_2029527005_000025|2029527005|ACOFG987_contig46306|2-31265: 1-8,439 (+)

1 2 3

IMGVR_UViG_2534681773_000026|2534681773|2534719432|136992-170429: 1-11,447 (+)

1 2 3 4 5

IMGVR_UViG_2526164632_000036|2526164632|2526181639|43369-76800: 1-11,409 (+)

1 2 3 4

IMGVR_UViG_2671180921_000035|2671180921|2671293035|58273-91047: 1-11,516 (+)

1 2 3 4

IMGVR_UViG_2703718859_000017|2703718859|2703744659|94009-126862: 1-9,417 (+)

1 2 3 4 5

TemPhD_cluster_62912_: 32,238-32,946 (+); 1-9,417 (+)

4 544 45

IMGVR_UViG_2703718813_000007|2703718813|2703740573|14880-50210: 2,517-9,417 (+)

4 5

IMGVR_UViG_2537562189_000010|2537562189|2537633007|753563-785910: 2,517-9,128 (+)

4 5

IMGVR_UViG_2534682163_000020|2534682163|2534791305|184177-216294: 1-9,128 (+)

4 5

TemPhD_cluster_51853: 32,569-33,277 (+); 1-9,099 (+)

4

IMGVR_UViG_2617271340_000007|2617271340|2617367235|112864-147254: 1-6,705 (+)

1 Ren-like exclusion protein (CDS_0004)

6000 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)


