[bookmark: _GoBack]Lehigh University feels confident of all gene calls and all gaps called in Mycobacteriophage Halley. There are 244 gene products and one tRNA (93510-93582). Two gene products are orphams (gp60 and gp185). Many gene products were deleted (gp30, gp106, gp129, gp165, gp199). There is very little coding potential using the M. smegmatis genemark for the latter region of the genome (bp 100,000-end) but there is strong coding potential for all genes using Genemark-TB. The Genemark M. smeg is noted in the annotation file. 

Some regions we would like the annotation QC team to investigate further are gp32-33 (19388-20183) annotated as a +1 translational frameshift tail assembly chaperone. Please ensure the frameshift was called correctly. The region from gp45 through gp50 (38266-43447) has functional calls in BLAST that do not match phamerator. We have functionally annotated this region to the best of our ability given the data, but would like the functions of these gene products checked to ensure they were called correctly. Mycobacteriophage Redno2 matches Q1:S1 with Halley but the functional calls for this phage do not match the other J cluster phages for this region. We have selected the functional call that matches best with all J phages since these are found in phamerator and HHpred has data to support. 






