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Pham 5191



Note: Tracks are now grouped by subcluster and scaled. Switching in subcluster is
indicated by changes in track color. Track scale is now set by default to display the
region 30 bp upstream of start 1 to 30 bp downstream of the last possible start. If this
default region is judged to be packed too tightly with annotated starts, the track will be
further scaled to only show that region of the ORF with annotated starts. This action
will be indicated by adding "Zoomed" to the title. For starts, yellow indicates the
location of called starts comprised solely of Glimmer/GeneMark auto-annotations,
green indicates the location of called starts with at least 1 manual gene annotation.

Pham 5191 Report

This analysis was run 04/05/24 on database version 557.

Pham number 5191 has 27 members, 10 are drafts.

Phages represented in each track:
• Track 1 : Larnav_12, Sushi23_11, Teutsch_10, Lululemon_259, HangryHippo_262,
PacManQ_9, Watermoore_10, Teutsch_257, Leo04_10, Cursive_262,
BlueOtter_262, Pepperwood_11, Cross_10, PacManQ_260, Tribute_10, Cursive_8,
Pepperwood_260, Cross_258, BlueOtter_10, Tribute_256, Leo04_261, Lululemon_9,
Larnav_271, HangryHippo_10, Watermoore_257
• Track 2 : EGole_264, EGole_10

Summary of Final Annotations (See graph section above for start numbers):

The start number called the most often in the published annotations is 1, it was called
in 15 of the 17 non-draft genes in the pham.

Genes that call this "Most Annotated" start:
• BlueOtter_10, BlueOtter_262, Cross_10, Cross_258, Cursive_262, Cursive_8,
HangryHippo_10, HangryHippo_262, Larnav_12, Larnav_271, Leo04_10,
Leo04_261, Lululemon_259, Lululemon_9, PacManQ_260, PacManQ_9,
Pepperwood_11, Pepperwood_260, Sushi23_11, Teutsch_10, Teutsch_257,
Tribute_10, Tribute_256, Watermoore_10, Watermoore_257,

Genes that have the "Most Annotated" start but do not call it:
•

Genes that do not have the "Most Annotated" start:
• EGole_10, EGole_264,

Summary by start number:

Start 1:
• Found in 25 of 27 ( 92.6% ) of genes in pham
• Manual Annotations of this start: 15 of 17
• Called 100.0% of time when present
• Phage (with cluster) where this start called: BlueOtter_10 (BE1), BlueOtter_262
(BE1), Cross_10 (BE1), Cross_258 (BE1), Cursive_262 (BE1), Cursive_8 (BE1),
HangryHippo_10 (BE1), HangryHippo_262 (BE1), Larnav_12 (BE1), Larnav_271



(BE1), Leo04_10 (BE1), Leo04_261 (BE1), Lululemon_259 (BE1), Lululemon_9
(BE1), PacManQ_260 (BE1), PacManQ_9 (BE1), Pepperwood_11 (BE1),
Pepperwood_260 (BE1), Sushi23_11 (BE1), Teutsch_10 (BE1), Teutsch_257 (BE1),
Tribute_10 (BE1), Tribute_256 (BE1), Watermoore_10 (BE1), Watermoore_257
(BE1),

Start 2:
• Found in 2 of 27 ( 7.4% ) of genes in pham
• Manual Annotations of this start: 2 of 17
• Called 100.0% of time when present
• Phage (with cluster) where this start called: EGole_10 (BE1), EGole_264 (BE1),

Summary by clusters:

There is one cluster represented in this pham: BE1

Info for manual annotations of cluster BE1:
•Start number 1 was manually annotated 15 times for cluster BE1.
•Start number 2 was manually annotated 2 times for cluster BE1.

Gene Information:
Gene: BlueOtter_262 Start: 127000, Stop: 127134, Start Num: 1
Candidate Starts for BlueOtter_262:
(Start: 1 @127000 has 15 MA's), (3, 127081), (4, 127099), (5, 127117),

Gene: BlueOtter_10 Start: 5913, Stop: 6047, Start Num: 1
Candidate Starts for BlueOtter_10:
(Start: 1 @5913 has 15 MA's), (3, 5994), (4, 6012), (5, 6030),

Gene: Cross_10 Start: 5913, Stop: 6047, Start Num: 1
Candidate Starts for Cross_10:
(Start: 1 @5913 has 15 MA's), (3, 5994), (4, 6012), (5, 6030),

Gene: Cross_258 Start: 127645, Stop: 127779, Start Num: 1
Candidate Starts for Cross_258:
(Start: 1 @127645 has 15 MA's), (3, 127726), (4, 127744), (5, 127762),

Gene: Cursive_262 Start: 126740, Stop: 126874, Start Num: 1
Candidate Starts for Cursive_262:
(Start: 1 @126740 has 15 MA's), (3, 126821), (4, 126839), (5, 126857),

Gene: Cursive_8 Start: 4731, Stop: 4865, Start Num: 1
Candidate Starts for Cursive_8:
(Start: 1 @4731 has 15 MA's), (3, 4812), (4, 4830), (5, 4848),

Gene: EGole_264 Start: 130649, Stop: 130780, Start Num: 2
Candidate Starts for EGole_264:
(Start: 2 @130649 has 2 MA's), (3, 130727), (4, 130745), (5, 130763),

Gene: EGole_10 Start: 6337, Stop: 6468, Start Num: 2



Candidate Starts for EGole_10:
(Start: 2 @6337 has 2 MA's), (3, 6415), (4, 6433), (5, 6451),

Gene: HangryHippo_262 Start: 127000, Stop: 127134, Start Num: 1
Candidate Starts for HangryHippo_262:
(Start: 1 @127000 has 15 MA's), (3, 127081), (4, 127099), (5, 127117),

Gene: HangryHippo_10 Start: 5913, Stop: 6047, Start Num: 1
Candidate Starts for HangryHippo_10:
(Start: 1 @5913 has 15 MA's), (3, 5994), (4, 6012), (5, 6030),

Gene: Larnav_12 Start: 5913, Stop: 6047, Start Num: 1
Candidate Starts for Larnav_12:
(Start: 1 @5913 has 15 MA's), (3, 5994), (4, 6012), (5, 6030),

Gene: Larnav_271 Start: 127918, Stop: 128052, Start Num: 1
Candidate Starts for Larnav_271:
(Start: 1 @127918 has 15 MA's), (3, 127999), (4, 128017), (5, 128035),

Gene: Leo04_10 Start: 5912, Stop: 6046, Start Num: 1
Candidate Starts for Leo04_10:
(Start: 1 @5912 has 15 MA's), (3, 5993), (4, 6011), (5, 6029),

Gene: Leo04_261 Start: 128030, Stop: 128164, Start Num: 1
Candidate Starts for Leo04_261:
(Start: 1 @128030 has 15 MA's), (3, 128111), (4, 128129), (5, 128147),

Gene: Lululemon_259 Start: 126185, Stop: 126319, Start Num: 1
Candidate Starts for Lululemon_259:
(Start: 1 @126185 has 15 MA's), (3, 126266), (4, 126284), (5, 126302),

Gene: Lululemon_9 Start: 5293, Stop: 5427, Start Num: 1
Candidate Starts for Lululemon_9:
(Start: 1 @5293 has 15 MA's), (3, 5374), (4, 5392), (5, 5410),

Gene: PacManQ_9 Start: 5293, Stop: 5427, Start Num: 1
Candidate Starts for PacManQ_9:
(Start: 1 @5293 has 15 MA's), (3, 5374), (4, 5392), (5, 5410),

Gene: PacManQ_260 Start: 126185, Stop: 126319, Start Num: 1
Candidate Starts for PacManQ_260:
(Start: 1 @126185 has 15 MA's), (3, 126266), (4, 126284), (5, 126302),

Gene: Pepperwood_11 Start: 6067, Stop: 6201, Start Num: 1
Candidate Starts for Pepperwood_11:
(Start: 1 @6067 has 15 MA's), (3, 6148), (4, 6166), (5, 6184),

Gene: Pepperwood_260 Start: 127852, Stop: 127986, Start Num: 1
Candidate Starts for Pepperwood_260:
(Start: 1 @127852 has 15 MA's), (3, 127933), (4, 127951), (5, 127969),

Gene: Sushi23_11 Start: 5913, Stop: 6047, Start Num: 1
Candidate Starts for Sushi23_11:



(Start: 1 @5913 has 15 MA's), (3, 5994), (4, 6012), (5, 6030),

Gene: Teutsch_10 Start: 5914, Stop: 6048, Start Num: 1
Candidate Starts for Teutsch_10:
(Start: 1 @5914 has 15 MA's), (3, 5995), (4, 6013), (5, 6031),

Gene: Teutsch_257 Start: 128123, Stop: 128257, Start Num: 1
Candidate Starts for Teutsch_257:
(Start: 1 @128123 has 15 MA's), (3, 128204), (4, 128222), (5, 128240),

Gene: Tribute_10 Start: 5913, Stop: 6047, Start Num: 1
Candidate Starts for Tribute_10:
(Start: 1 @5913 has 15 MA's), (3, 5994), (4, 6012), (5, 6030),

Gene: Tribute_256 Start: 128457, Stop: 128591, Start Num: 1
Candidate Starts for Tribute_256:
(Start: 1 @128457 has 15 MA's), (3, 128538), (4, 128556), (5, 128574),

Gene: Watermoore_10 Start: 5914, Stop: 6048, Start Num: 1
Candidate Starts for Watermoore_10:
(Start: 1 @5914 has 15 MA's), (3, 5995), (4, 6013), (5, 6031),

Gene: Watermoore_257 Start: 128510, Stop: 128644, Start Num: 1
Candidate Starts for Watermoore_257:
(Start: 1 @128510 has 15 MA's), (3, 128591), (4, 128609), (5, 128627),


