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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 90397 Report

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

Pham number 90397 has 2 members, 1 are drafts.

Phages represented in each track:
• Track 1 : GMA6_3
• Track 2 : Cantare_3

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 1 of the 1 non-draft genes in the pham.

Genes that call this "Most Annotated" start:
• Cantare_3,

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

Genes that do not have the "Most Annotated" start:
• GMA6_3,

Summary by start number:

Start 1:
• Found in 1 of 2 ( 50.0% ) of genes in pham
• Manual Annotations of this start: 1 of 1
• Called 100.0% of time when present
• Phage (with cluster) where this start called: Cantare_3 (singleton),

Start 2:
• Found in 1 of 2 ( 50.0% ) of genes in pham
• No Manual Annotations of this start.
• Called 100.0% of time when present
• Phage (with cluster) where this start called: GMA6_3 (DQ),

Summary by clusters:

There are 2 clusters represented in this pham: singleton, DQ,



Gene Information:
Gene: Cantare_3 Start: 549, Stop: 2855, Start Num: 1
Candidate Starts for Cantare_3:
(Start: 1 @549 has 1 MA's), (4, 699), (5, 711), (6, 741), (7, 771), (8, 810), (9, 813), (10, 816), (13, 858),
(18, 1092), (20, 1125), (22, 1152), (25, 1233), (27, 1257), (28, 1263), (29, 1281), (30, 1287), (32,
1308), (33, 1317), (34, 1356), (35, 1392), (36, 1422), (39, 1458), (41, 1485), (44, 1536), (47, 1578),
(49, 1614), (50, 1620), (53, 1707), (55, 1758), (56, 1761), (59, 1818), (61, 1869), (62, 1914), (65,
1956), (67, 2028), (69, 2034), (70, 2064), (72, 2091), (74, 2148), (76, 2178), (78, 2259), (79, 2274),
(80, 2277), (82, 2304), (83, 2313), (87, 2433), (88, 2460), (90, 2475), (92, 2514), (93, 2532), (94,
2559), (96, 2604), (99, 2694), (100, 2706), (101, 2715), (102, 2718), (106, 2844), (107, 2847),

Gene: GMA6_3 Start: 370, Stop: 2850, Start Num: 2
Candidate Starts for GMA6_3:
(2, 370), (3, 439), (5, 478), (6, 508), (7, 538), (8, 577), (10, 583), (11, 592), (12, 607), (14, 652), (15,
694), (16, 739), (17, 775), (19, 850), (21, 880), (22, 892), (23, 913), (24, 967), (26, 991), (27, 997), (28,
1003), (29, 1021), (31, 1051), (35, 1189), (37, 1252), (38, 1291), (40, 1321), (42, 1345), (43, 1369),
(45, 1429), (46, 1474), (48, 1498), (51, 1552), (52, 1555), (54, 1678), (56, 1741), (57, 1750), (58,
1777), (59, 1798), (60, 1804), (63, 1912), (64, 1936), (65, 1948), (66, 2008), (68, 2026), (70, 2059),
(71, 2065), (72, 2086), (73, 2128), (74, 2143), (75, 2161), (76, 2173), (77, 2251), (78, 2254), (79,
2269), (81, 2290), (84, 2368), (85, 2383), (86, 2425), (89, 2467), (91, 2482), (94, 2554), (95, 2587),
(97, 2638), (98, 2683), (102, 2713), (103, 2740), (104, 2782), (105, 2785), (108, 2845),


