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How to use this guide

Once you have a finished phage genome sequence, you are ready to make predictions as to the
locations and functions of the tRNA-coding and protein-coding genes. This guide will provide
step-by-step instructions as to how to do this.

There are several different ways you can use this guide.

* Begin at Section 1, and proceed section by section through the entire guide. This approach
will give you a complete understanding of the entire process of annotation and how each
of the programs involved works. It’s a lot of information, but hopefully you’ll emerge
from the other side far more knowledgeable about genes and gene calling.

* Ifyou've already used the DNA Master Quick Start Guide to create an automated
annotation, you can jump in at Section 5, and proceed from there. You’'ll be skipping
some basics, but you can always refer back to relevant sections if needed.

* If you're eager to get straight to gene calling, you can perform an automated annotation
using the DNA Master Quick Start Guide or Section 4 of this guide, then proceed to
Section 8 which covers how to refine your automated annotation. References back to
previous sections are provided so that you'll be able to locate all the information you need.

* If you're already an experienced annotator, and all you want to know is how to push the
correct buttons to modify gene calls in DNA Master, Section 9 is for you. It's an a-la-carte
section of “How-To” functions.

* Finally, even if you're accustomed to using a different program to annotate phage
genomes, you can use the Guiding Principles described in Section 7.2 to see how we think
about making the best possible gene calls in phage genomes.

4 )
A NOTE ON CLASSROOM PRAGMATICS

If you have a group of students annotating a single genome there are several different ways of
organizing this activity. Assuming you have a class of around 20 students, there are two main
considerations.

1. It works well for students to work in pairs, if possible using two computer stations. One of
these can be set up to run DNA Master, while the other is set up to run Phamerator, as well
as having other files (such as a six-frame translation) open.

2. You can organize students or groups of students such that:

* All students annotate all of the genome. Upon completion, student groups (e.g. 5
groups of 4 students each) can each lead a discussion on a segment of the genome
(i.e. 20%of it) aimed at resolving any differences found by different groups. The data
are then compiled into a single DNA Master file.

* Groups of students (e.g. 5 groups of 4 students) annotate a different segment of the
genome (e.g. ~20%), followed by merging of the five DNA Master files into a single
composite file. Instructions are provided in Stage 9 for doing this.

There are of course many other configurations and operational means of accomplishing your
annotation. Butitis helpful to keep in mind that the goal should be that all participants understand
the full genomic context of the phage genome once the annotation is completed.

\, Y




AN IMPORTANT NOTE ABOUT THIS GUIDE’S SYNTAX
In this guide, we will refer to menus and submenus as follows. If the command is:
File > Open 2> Archived DNA Master file

this means that you should click on the File menu at the top, scroll down to the sub-menu
(Open), and select the sub-sub-menu (Archived DNA Master file) that appears.

LEEDNA Master
8 Manager Tools Window Help

Mew Chrl+M | Foidte e
Open Archived DNA Master file Ctrl+alk+0
Import... » i

Merge... GCG-Formatted File ‘ Ctrl+0
Close Ctrlew GenBank-Formatted File

Close all Previously downloaded NCBI file
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Entrez XML Sequence File
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Save as DNAMS File  Ctrl+5
Export GCG file Ctr+E

ort Apollo ¥ML File
Export Split Files Fasta Multiple Sequence File Ctri+-al+F
Phylip Multiple Sequence File

v Autoparse
Preferences Ctrl+P Sequence from Accession Number
Ltilities P ot T

Tabs will be indicated by brackets, and sub-tabs will be shown by double brackets.

File > Preferences [Local Settings] [[Colors]]
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1 Introduction to DNA Master

1.1

1.2

1.3

1.4

DNA Master overview

The key program you will use in your genome annotations is DNA Master. DNA Master is a
DNA sequence editor and analysis package that combines, analyzes, and displays data from a
variety of DNA analysis programs, including GeneMark, Glimmer, Aragorn, BLAST, and
HHPred. It organizes and collates all of these data into various tables and forms and saves it a
single file with a .dnam5 extension.

Installation

This guide assumes that you have installed DNA Master and can open the program
successfully. If this is not the case, please install DNA Master before continuing with this guide.
System requirements and installation instructions are at http:/ / phagesdb.org/DNAMaster/.
DNA Master will need to be updated IMMEDIATELY!!! to complete the final step of the
installation. To update, Open the program, go to Help, then click on Update DNA Master. The
program requires a restart to accept all changes.

Quick Start Guide

The DNA Master Quick Start Guide is a useful tool when you are using DNA Master for the
very first time and just want a quick look at basic functions. However, all parts of the Quick
Start Guide are covered in more detail in this guide, so you may choose to use the Quick Start
Guide as a future reference or a teaching tool.

DNA Master program structure

The various files, tables, and databases that DNA Master uses are a little complex, but a general
understanding of the structure is important and will help prevent lost work.

The Feature Table

There are two important places DNA Master stores information about a genome
annotation. The first, called the Feature Table, contains information about each feature
(usually a gene) in a genome, including name, position, length, protein sequence, BLAST
results, function, notes, etc. The Feature Table is a representation of the data stored for
each feature. It is not a simple flat file, but rather a dynamic compilation of data. Within
DNA Master, the data in the Feature Table for a particular genome can be viewed by
going to the “Features” tab. When you Post* changes to your annotation, like changing a
start position or adding a gene, you're altering the Feature Table.

* See Section 9.3.1 for more on the importance of Posting changes.

The Documentation

The second place DNA Master stores information is the Documentation, accessible via
the Documentation tab. This text contains much of the same information as is present in
the Feature Table, but in a less human-friendly and more computer-readable format.
Note that not all of the information from the Feature Table is contained in the
Documentation Tab (e.g., amino acid sequence and BLAST hits are not present).



Interaction between the two

The Feature Table interacts with the Documentation as shown in Figure 1.1.

DNA Sequence
Feature Table
S

Figure 1.1

—>DNA Master Outputs

FASTA >

Recreate

There are two functions—accessible through the Documentation tab—that control the
interaction between the Feature Table and the Documentation:

Parse takes the contents of the Documentation and uses them to OVERWRITE the
Feature Table. Parsing is done automatically by DNA Master when a genome is auto-
annotated, but thereafter should be used rarely if ever. The danger is that you'll have
posted data to the Feature Table that are not included in the documentation, and then
when you Parse, those data will be lost.

Recreate takes the contents of the Feature Table, and uses them to OVERWRITE the
Documentation. This will update the Documentation with changes you’ve posted,
and thus serves as a helpful backup of some of your data. You will want to do this
often.

IMPORTANT TO REMEMBER:

Using Parse may overwrite user-inputted data, and thus Parsing may be harmful.
Using Recreate will store some user-inputted data in a new location, and thus it’s helpful.

As a safety feature, Recreate the Documentation often. If your .dnamb file gets corrupted,
you can use Documentation to build a new file. Frequent recreation of the Documentation
seems to improve the stability of the overall file, and so we recommend recreation prior to
saving the file each time.

Analysis programs running within DNA Master
As noted above, DNA Master runs a collection of programs that can assist in annotation and
analysis of your phage genome. The following is a brief explanation of some of the key

programs that DNA Master will be running for you, and some of their stand-alone versions that
you will be using.

1.4.1 Glimmer

Glimmer (version 3.02) is a program that predicts the coding potential of open reading frames



1.4.2

(ORFs) based on a profile of frequently used codons found in the longest ORFs in the genome.
DNA Master is set by default to use Glimmer in a heuristic way, meaning that it searches for
potential coding regions (such as in long open reading frames) and then applies the nucleotide
codon biases in those ORFs to search for other potential ORFs with similar biases. As such, it
is not dependent on the use of externally defined parameters to determine coding potential.
Glimmer also recognizes the use of TTG in addition to ATG and GTG as translation initiation
(i.e. start) codons. It has very good predictive power for genes.

You will typically use Glimmer as a program that will run when you request DNA Master to
perform an auto-annotation of your phage genome sequence and you will not be required to
run it directly.

If you’d like to run Glimmer directly, it is available as a stand-alone program and is web-
accessible at:

http://www.ncbi.nlm.nih.gov/genomes/MICROBES/glimmer 3.cgi

GeneMark

GeneMark also predicts genes within a genome sequence based on codon usage and codon
potential. There are multiple forms of GeneMark tools developed by Mark Borodovsky and his
colleagues that are useful to predict the genes in phage genomes. We will use at least two
variations of this program. The ways to access this suite of programs has been altered in 2014
due to hacker misbehaviors. You will find that some of the previous versions are no longer
available.

Heuristic Version included in DNA Master: GeneMark.hmm (version 2.0) provides a
similar functionality to Glimmer. Its algorithms are different, however, and the joint use of
Glimmer and GeneMark is a powerful combination for gene prediction. As with Glimmer,
DNA Master runs GeneMark automatically within the Auto-Annotation function. Within
DNA Master, the GeneMark that is run uses the heuristic model, in that it learns from the
given genome what the codon usage preferences are in the longest ORFs and then applies this
model to predict the remainder of the genes. GeneMark also takes into account potential
ribosome binding sites when predicting gene start positions. This version of GeneMark will
recognize TTG starts, importing them into DNAMaster.

Heuristic Version to obtain a graph of coding potential: GeneMarkS (Self training version
for genomes >50 kb) is available on line at http:/ /exon.gatech.edu/GeneMark / genemarks.cgi.

This version is similar to the one incorporated in DNA Master, however, you can obtain a
graph of the coding potential by running the program through the website. This way, you can
“see” what the numbers of the auto-annotation look like.

GeneMark with pre-trained model parameters: GeneMark.hmm (Version 3.25) is available
online at http:/ /exon.gatech.edu /GeneMark /gmhmmp.cgi .

In this internet browser-accessible version, the gene predictions are made using a codon usage
model built from a previously annotated organism. GeneMark has many bacterial models
available, and so for bacteriophage we pick a model based on the host organism. For the
mycobacteriophage isolated on M. smegmatis mc:155, we can use Mycobacterium smegmatis
mc:155 or one of the Mycobacterium tuberculosis strains listed.

This web version contains two key features that are useful for phage genome annotation:

* It allows you to specify the codon usage model from a bacterial host to use for gene



1.4.3

1.5
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prediction, rather than generating a new model heuristically. A codon usage model
for Mycobacterium smegmatis is available and can be selected to generate gene
predictions in the phage genome based on the host’s codon preferences. This
sometimes allows you to find smaller genes that are not called during heuristic
scans, but are likely to be reliable gene calls because they share codon preferences
with the host. We refer to this output as the “GeneMark-Smeg” or “GeneMark-TB”
output.

* It provides a graph (as a .pdf) of the gene predictions and coding potential. This is
especially useful when you are determining gene starts.

A graph of the heuristic model can also be generated for comparisons. Use this version of the
website http:/ /opal.biology.gatech.edu/GeneMark /heuristic hmm?2.cgi

Note:

* Refer to Sean R. Eddy’s paper “What is a hidden Markov model?” to contemplate the
math behind GeneMark and Glimmer . Nature Biotechnology 22, 1315-16 (2004).

* Both Glimmer and GeneMark heuristic versions only use a random sample of the
OREFs to generate results, so outputs are not strictly reproducible.

* The GeneMark.hmm version in DNA Master will include TTG starts, the graph from
the prokaryote model (Version 3.25) does not.

Aragorn

Aragorn is a program for finding tRNAs and tmRNAs. Aragorn (version 1.1) can be run
directly within DNA Master, although it is also accessible as a stand-alone program at:

http:/ /130.235.46.10/ ARAGORN /

The version of Aragorn available online is newer than the version embedded within DNA
Master. It is important to run the updated web-based version of Aragorn (version 1.2.33.c.)
in addition to the DNA Master version because it is better at determining the correct ends of
tRNAs and because the version within DNA Master has a specific set of parameters that differ
from the default. In addition, another tRNA predictor, tRNAscan-SE, is utilized to find
additional tRNA predictions. Please refer to Section 9.5 when you evaluate your tRNAs in
your genome.

Setting Preferences

In general, setting preferences in DNA Master is a matter of opening the Preferences Window,
making changes, and applying these changes. There are five important preferences that you

MUST set before continuing with this guide. They are described in the next five subsections.

To get to the Preferences Window, select:

File > Preferences

You will see a dialog box with a series of tabs (Internet, Local Settings, ...) each of which has
another set of sub-tabs associated with it.



1.5.1 Set Default Translation Table & Template Insertion (Local Settings Tab)
Changing this setting ensures you are using the correct translation tables for phages. Select:

File > Preferences [Local Settings] [[New Features]]

* From the Default Translation Table dropdown menu, select ‘Bacteria and Plant
Plastid Code’. Make sure that the boxes marked ‘Add New Features to
Documentation’, and ‘Add New Features to Feature Table’ are both checked.

* Choose ‘Insert template into notes during autoannotation’. Add the following
codes to the text box: SSC: CP: SD: SCS: Gap: Blast: LO: ST: F: FS: ST:. These
codes are explained in Section 9.6.

* Click ‘Apply’. Note that the dialog box remains open.

Intemet  Local Settings I Automation | Phylogeny | Timed Events | Miscellaneous | oK |
Ditectories | GCG Export New Features I Translation ] Shine Dalgamo | Colors I Validalion] Revert |
Default Translation Table |FEEEEEEIMENER IS L‘
[v Add New Features to Documentation
Apply

[v Add New Features to Feature Table —J
Default product for ORFs of unknown function |Hypothetical Protein
GroupBox1
[ Insert template into Notes during manual entry
[V Insert template into Notes during Autoannotation
Template to be inserted
SSC CP SD SCS Gap Blast LO F FS

Figure 1.2

1.5.2 Set color preferences

You can select display colors for genes and tRNAs in various visual representations of your
genome. The colors we recommend below are our preferences, and are used in most of the
screenshots in this guide. You can select any colors you like, but note that if you use different
colors, exported six-frame translations may not be properly viewable in Microsoft Word.

To set your colors to our recommended values, go to:
File > Preferences [Local Settings] [[Colors]]

Then set the values as shown below.

* Click on the colored box you want to change.
* A dialog box pops up with the color options.

* Click on the color of choice and then click OK.
* Continue to the next color.

* Don't forget to click ‘Apply’ to save changes.
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CDS Frame 1 Yellow CDS Frame 4 Gray
CDS Frame 2 Pink CDS Frame 5 Light Green
CDS Frame 3 Light Blue CDS Frame 6 Light Red

Yellow
Light Red Light Green Light Blue

- - Pink
%P DNA Master Preferences

Intemet  Local Settings |Aulamanon| Phytogeny | Timed Events | Miscelaneous | oK
Diectories | GOG Export | New Features | Transiation | Shine Daigamo  Colors |Vaida'|on| Revert

Click to specify Map colors Click to specify Six Frame coloes = | Imloimt | § |

Reverse Forward  |CDS Frame 1 Cancel ™1 EEEEN
RNA I CDS Frame 2 = ™ EEEE
. - e T

gt
e | meed] R E R
uRNA CDS F = '\
ORF Custom coloes: I~
PseudoDRF Foward RNA EEEEEEEN Grey
PeeudohtiA EEEEEEEN
§0SH O Reselecttoadar
.35 Site ’ — Define Custom Coloes >>
aD tame Plot colors = | —
Terminator . ”
Repeat 4o
Binding Site
Digonucleotide v
Colors used for frame-specific rucleotide content .

Figure 1.3

1.5.3 Set start codon choices

Because TTG is used as a translation initiation (start) codon in mycobacteriophage genomes —
albeit rarely — you must make sure DNA Master recognizes it. To do so, go to:

File > Preferences [Local Settings] [[Translation]]
* All boxes must be checked, as shown in Figure 1.4 below.

* Click ‘Apply’

@ DNA Master. Preferences E]

Internet  Local Settings |Automationl Phylogeny | Timed Events | Miscellaneous |

I%E
X

Directories | GCG Export | New Features  Translation I Shine Dalgarno | Colors | Validation |

Revert
Default Start Codons
IV Use ATG start codons Cancel
IV Use GTG start codons

5

v Apply

i

[V Translate Cued Start Codons as Methionine
i~ Default Stop Codons
vV Use TAA stop codons
vV Use TGA stop codons
IV Use TAG stop codons

Figure 1.4
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1.5.4 Set default values for BLAST searches

DNA Master can run batch BLAST searches and store the results for subsequent viewing.
There are several settings relating to BLASTing inside DNA Master that may be helpful. Our
suggestions are shown in Figure 1.5. Get to the BLAST menu by going to:

File & Preferences [Internet] [[Blast]]

* Set your preferences.

* Click ‘Apply’ to save changes.

* Query timing may need to be adjusted depending on time of day that your send
your BLAST request. See Section 4.5 for additional details

Intemet ILocaISetlings] Aulomalionl Phylogeny] Timed Evenls] Miscellaneous] oK
Email | REBase | NCBI | Gene Prediction Blast I
Communicating with Remote BLAST Server

QBlast Server |http://blast,ncbi.nlm,nih,gov/BIasLcgi
[V Include “ignore self* terms when initiating BLAST form

Number of hits to request from server 100

Md

Number of hits expected

Saving BLAST results to Local Database
Save hits with EValues smaller than 10E- |3

o

v Save a minimum number of hits, regardless of E-¥alue

[v Save a maximum number ol

=]
=]
<

hits, regardless of E-Value

Query Timing when performing Genome BLAST

Delay between multiple BLAST queries |4 +| seconds
Send requests before retrieving for 40 +| seconds
Limit queries to a maximum number of 20 +| pending queries
r 2
Figure 1.5

1.5.5 Choose a default location for saving files

DNA Master generates a number of files when it runs. It's good practice to create a dedicated
DNA Master archiving folder, then direct DNA Master to use it. To do so, go to:

File = Preferences [Local Settings] [[Directories]]

* Click the “‘Browse’ button next to the “‘Archive to...” field.
* Select your archiving folder, or create a new one.

* Click “Apply’ to save.
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% DNA Master Preferences

Internet ~ Local Settings IAutomalion | Phylogeny | Timed Events | Miscellaneous | oK

GCG Exportl New Featuresl Translationl Shine Dalgarno] Colors I Validationl Revert
Databases |C:\Program Files\DNA Master\DMDBY Browse LCancel
Helper Programs IC:\Program Files\DNA Master\Helper', Browse | Ay
Archive to... IC:\Documenls and Settings\Debbie\Desktop Browse
Download to... |C:\ngram Files\DNA& Master\Downloads' Browse 4‘
Manuals IC:\Program Files\DNA& Master\Doch Browse
BLAST Libraries I Browse

Figure 1.6

1.5.6 Finishing up your Preference settings
Once you have finished setting your DNA Master preferences:

¢ Click the “OK’ button.

* Click ‘Yes’ in the dialog box that asks if you want to save changes.

The Preferences Window will close.

1.6 Getting help

Help files and tutorials are available within DNA Master for many of its functions. Help is
always available by clicking on the yellow ? button at the lower right corner of every window,
or through the ‘Help’ menu.

@Extracted from Fasta Library Timshel.fasta -0l x|

Overview | Feature: f | | D i I

SotBy [index ~| 4 [Name  [Stat  [Stop || Description |Sequence| Product | Regions | Blast | Context |
Select Features I DireclSlJLI LAl 408 704 Name [ GenelD

2 743 177

Type is Al | HE 1254 1577 Type |CDS | &

Name ke 4 1567 2319 Start 408 Locus Tag |DNAM1

GenelD = | [ |5 2345 3565 stop | 704 Regions 1
Sl RN L2 —

 — 4

Start — irecti

ar - 5374 5449 Direction Forward : g

Length - BE 5547 6899 Translation Table IUndehned =l
Regions - s 6996 7309 EC Number
%6C </ [ |10 7306 8283 =
YR | e AL 8479 10005 Product
P et HEE 10002 11453 ap1 =

! EE 11456 12469 =l

Product  like 14 12520 13020 Function
Function like 15 12055 14014 =l
FeaturelDﬂ | |16 14080 14268 LI
T we [ - 17 14276 14650 Notes |

a9 . | |Original Glimmer call @bp 408 has strength 2.35; GeneMark. ;I
™ Hide lgnored Features 4 | » calls start at 297

Gelect ll Fonwas | Insert I Delete Posll Validakel

|1 - 50000 |Position: 48037 |I7 Controls >> Map ¥ Map >> Controls

Figure 1.7

To get a sense of how the help files work, go to: Help = Help

* Read the “Welcome to DNA Master’ and the ‘Getting Started Tutorial” sections.
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1.7 Checking for updates

DNA Master is regularly updated, and with an internet connection it is easy to make sure your
copy is up-to-date. Go to:

Help = Update DNA Master

* If a new version is available, it will update the program, and a dialog box will
appear when completed. Please note that you must have an active internet
connection to do this!

* When the update is complete, close and restart the program.

* As of the time of writing (November 2014), the most up-to-date version of DNA
Master is Version 5.22.19 Build 2448, dated 13 June 2014. You can find your

current version by going to: Help = About

1.8 Event Manager

The Event Manager (Tools -> Event Manage) is a useful tool when you receive error messages
in DNA Master. There is far more information recorded here than what is provided on screen.
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2 Provisional Cluster assignment of your phage

2.1

2.2

Overview

All sequenced mycobacteriophage genomes have been compared to one another, and based on
these comparisons they have been grouped into clusters of related phages. Some of these
clusters are small (Cluster V currently has only two members), whereas others are quite large
(Cluster A has 259 members). Some clusters are further divided into subclusters; for example,
Cluster B’s genomes are currently divided into five subclusters: B1, B2, B3, B4, and B5. There
are also some phages (nine currently) who have no close relatives, and therefore are classified as
Singletons. Up-to-date statistics are available at:

http:/ / phagesdb.org / clusters/

Your phage’s final cluster designation depends on a variety of analyses, as described in:

Hatfull et al., (2010) Comparative genomic analysis of sixty mycobacteriophage
genomes: Genome clustering, gene acquisition and gene size. | Mol Biol. 397, 119-143.

In the meantime, however, it is helpful to make a provisional cluster assignment for your phage.
This can be done using just a completed genome sequence, before any annotation has taken
place because clustered phages usually share a span of 50% or more recognizable nucleotide
similarity across their genomes.

Performing a nucleotide BLAST search of your phage sequence against a database of
mycobacteriophage genomes (at phagesDB.org) provides a simple and quick approach to
making a provisional cluster assignment. The assignments made at the completion of a genome
sequence are based on this BLAST alignment. Further analysis made be necessary for some
genomes.

Note: It is not reliable to denote cluster designations without a complete genomic sequence
available. Inferences can be made about cluster membership through a variety of ways

however these should be included in isolation notes and not used to label a phage as a member
of a particular cluster.

BLASTing your sequence against the mycobacteriophage database

To BLAST your genome on phagesdb.org (nucleotide BLAST):

¢ Go to http:/ /phagesdb.org /phages/

* Locate your phage in the phage list, then click to open its detail page.
* Click on the green “Locally BLAST this genome” button.

* It will open a page that looks like the one in Figure 2.1.
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Local Nucleotide BLAST
Go to Protein BLAST

This tool will run a local BLAST search against our phage database. This will include some genomes that are
not yet in GenBank and thus not accessible via NCBI BLAST.

Choose program to use and database to search

Program [ blastn  § | Database [ Mycobacteriophages as of Oct 14, 2013 3 )

Enter sequence below in FASTA format

(CGGTCGGTTA), Cluster A2

TGCGGCCGCCCCATCCTGTACGGGTTTCCAAGTCGATCGGAGTCCCGAGC
CGGCGCAGGAGCGCCTCACCCAGCCTCTGTGCGCCCCCAGGACGCAAGAT
CCCCGCTCACGCGGGTAGTTGTATGGGCTAATCGGCAAACGGCCTCTGAG
GCCGCGAGACCAATGTCACACCAGGTGGTGGATGTTATTGACGCACGCGT
CCGTTAAGAGGACATGGCCTAGGTATGGCTACCCAAACTTAGATTCAARA

Pr=r ~oono

>Echild complete sequence, 53159% bp including 10bp overhang U
A
v

Or load it from disk

Browse... ) No file selected.

Set subsequence: From To
st

Advanced Options

The query sequence is NOT filtered for low complexity regions by default.

Filter ) Low complexity [ Mask for lookup table only
Expect [ 10 4 ) Matrix [ BLOSUM62 &) () Perform ungapped alignment
Query Genetic Codes (blastx only) [ Bacterial (11) :J

Database Genetic Codes (tblast[nx] only) | Bacterial (11)

-

Frame shift penalty for blastx | No OOF +

Figure 2.1

* The defaults are set so that the program will run blastn (i.e. a nucleotide search
against a nucleotide database) against a database of previously sequenced
mycobacteriophage genomes (e.g., Mycophages as of 6.01.11).

* Click on the “BLASTY! button. It s just above the gray dividing bar at the center of
Figure 2.1 above.

A new page will open showing the results of the BLAST search, as shown in Figure 2.2 below.

Your query is represented by a black bar underneath “Color Key for Alignment Scores”. Subject
sequences from the database that align well to your query sequence are represented by colored
bars beneath the black bar. The length and location of the subject bars indicates the portion(s)
of the query sequence the subject sequences match. The quality of each alignment is shown by
color, with the best matches colored red.
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Figure 2.2

To see which subject sequences your query has aligned to, simply mouseover any of the colored
bars, and the subject’s name will appear in the box above the “Color Key for Alignment Scores”.
Then, either scroll down or click on one of the lines to get the names of subject sequences that
have the best alignments to your query sequence, listed in order from best match to worst
match (see below). After each subject sequence name is the raw score of the alignment to your
query sequence (higher is a better alignment), and the E value (lower is a better alignment).

Score 14
Sequances producing aignificast aligrosesta: {bita) Value

Echild complete meguence, 53137 bp including 10bp overhang (CGGT...
Turbido Complete Sequence, 23149 bp including 10 bp (CGETOGETTA..
Jere complete zegoezce, 53163 bp inclodizg 10 bp 17 cverhang (CG...
Whabigail) cosplete zequence, 33167 bp iacluding 19 bp 3' owerha...
uguy complete megoezce, 49937 bp incloding 10 bp 1' overhazg (C...
Neffalusp corplete zequence, 31085 bp iacluding 19 bp 3' overhan..
ChipMunk corplete mequence, %1932 bp including 10 bp 3' overkang..
IvilGeniu: cosplete zequance, 33935 bp iacluding 19 bp 3' owerha..
Serparli coeplete zequence, 23233 bp including 10 bp 3' overkang...
Fukovnik
Trixie Complete Seguence, 53324 bp including 10 dp J3' overhazg ...
029
loaer cooplets zegoezce, 53484 bp incloding 10 bp J3' overhazg (C...
Annal2? cceplete zequence, 2323] bp including 10 bp 3 overkang ...
SadRock
Jaquared coeplete mequence, %2947 bp including 10 bp 3' overkang...
Serunity corplete zequence, 22348 bp including 10 bp 3' overkang...

ccococo
cocooo

o |

pe]

Oodin comple megoezce, 52007 bp inclodizg 10 bp J1° cverhang (CG...
ADZIY complete megoezce, 52513 bp incloding 10 bp 3' overhazg (C...
Chel2

Jetffabunny Cosplete Sequance, 48963 bp izcluding 13bp 3' owverhan...

Narsar
Cloudiang) coeplete zequence, 32873 bp iacluding 19 bp 3' owerha...
ArterizlUCLA cosplete sequence, 52344 bp including 10 bp 3° owers...
Blue? Complete Segoesce, 52288 bp incloding 10 bp 1' overhasg (C...
Zaka coaple megoezce, 52111 bp inclodizg 10 bp 17 cverhang (CG...
Gladiator Final Seguence, 5221) bp including 10 dp J3' overhazg |...
Tibonacci corplete zequence, 32442 bp iacluding 19 bp 3' overhan...
Taglelys corplete sequence, 52974 bp including 10 bp 3' overdang...
ki Cooplete Seg , %1319 bp including 10 bp 31’ overkang ...
Myxux Complete Segoezce, 53423 bp incloding 10 bp 1' overhasg (C...
Fazan cooplets zxegoeace, 52164 bp incloding 10 bp 3' overhazg (C...
Jawulliug corplete zequence, 34341 incloding 10 bp 3 overhazg (C...
Byxizx conpletes zegoezce, 51230 bp incloding 10 bp J' overhazg (C...
Mclly conpletes zegoeace, 52302 bp incloding 10 bp 3' overhaag (C...
Davinci Fizal Segoe=ce, 51547 b, 10 bp 1° Overhasg (CGGTOGGTTA)...
Erich Complets Segoeace, 51702 bp incloding 10 bp 3' overhazg (C...

OO0 DOOODOODOODODODOOOODODDO0O0OD0D0O000D00000

EEEEEEEEEEEEEEEEEEREEEEEEEE

Catalina corplete mequence, 2)41lbp including 100p cverhang (CGG... 0.0

Alra Complete Segoezce, 53177 bp inclodizg 10 bp 3° cverhang (CG... -173
Morpherlt corplete zequence, 31294 bp izacluding 19 bp 3' overhan... w-172
LittleGuy corplete zequance, 31178 bp, i=cluding 13 bp 3' overha... .-172
Vile Complete Segoe=ce, 51300 bp inclodizg 10 bp 3" cverhang (CG... w-150

Figure 2.3
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Scroll down further (or click on the blue raw score number) to get the nucleotide alignment of
your query sequence (top) to each subject sequence (bottom). The numbers on the sides of the
sequences indicate the nucleotide coordinates within each sequence. Identical nucleotides are
connected with vertical lines and smaller gaps in the alignment are shown by horizontal dashes.

Query: 14831 cgtcacgacgtgggttcctgacgtggactaccgcgagttcccgatgatcaacatccgecg 14890

COLELE T TEETEEEEET TR T T e

Sbjct: 15231 cgtcaccacatgggttcctgacgtggactaccgcgagttcccgatgatcaacatccgecg 15290

Query: 14891 cataggcggcatcaggaatcccaaggcaccgcggctgcacacgctgeccggtgatcgagat 14950

FEDTEETEETECPET e PEree e fer e e e e er

Sbjct: 15291 catcggcggcatcaggaatccgaaggcaccgctgcttcacacgctgeccggtgatcgagat 15350

Query: 14951 gtcggcgtactcgaccgacggtctcatcgaatgtgaagagctgtacgaggaagcactcga 15010

FUCETE TN LT TEEE e e e ey e T Tl

Sbjct: 15351 gtcggcctactcggccgaaggtctcatcgaatgegaggagetttacgaggaggcactgga 15410

Query: 15011 cgtgctgtacgacgcggtcaaggaccaaatcgtcactcccgcaggctatttgcagtcgat 15070

9
A |||||||I|||||||||II|||||||

Sbjct: 15411 ggctctgtacgaagccgtgcagaagcaaacgctaactcccgcaggectatttgecagtcgat 15470

Query: 15071 gaaacgatgggcgctacgcagttcagctccctctaccaggactcctggegtatecca 15130

|||||||I|I|Il|||||I|I||||||||I|I|||||||||II||||||||III L]

Sbjct: 15471 gtacgaaacgatgggcgctacgcagttcagctccctctaccaggactecctggegaatcca 15530

Query: 15131 gggtctgatcaggctcggcgtccgcagaccgagatccaccacctaaccaaggagattgee 15190

FEELLETTEETEET L TECTECE e E e e ey ern

Sbjct: 15531 gggtctgatcaggctcggcgtccgcagaccgagatccaccacctaaccaaggagattgee 15590

Query: 15191 15250
I|||||I||||ll||||l|||||l|||||I||||||||||||||||||||||I||||||I

Sbjct: 15591 cggcggtcg 15650

Figure 2.4

2.3 Cluster assignment

You should now be able to make a provisional cluster assignment. If one of your subject
matches is a red line extending over at least 50% of the genome, then it is likely that your phage
belongs in the same cluster as that subject. If the cluster is divided into subclusters, then a long
but interrupted red line likely indicates that it is similar to a particular subcluster.

We'll use a case study—the phage Adephagia—to demonstrate how to assign a provisional

cluster to your phage. Figure 2.5 shows the output of a BLAST search with the Adephagia
genome as the query.
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Distribution of 1211 Blast Hits on the Query Sequence

Mouse-over to show defline and scores. Click to show alignments

Color Key for Alignment Scores

50-80  80-200  INDE2GGNN
lelll_
0 10K 20K 30K 40K 50K
— —— K1
—— — ST e |K2,K3,K4,K5
Score E

Sequences producing significant alignments: (bits) Value
Adephagia Final Sequence, 59646 bp including 11 bp 3' overhang, ... 4.766e+04 0.0
BEEST Complete Sequence, 59906 bp including 11 bp 3' overhang (C... 3.606e+04 0.0
JAWS Complete Sequence, 59749 bp including 11 bp 3' overhang (CT... 3.010e+04 0.0
BarrelRoll Complete Sequence, 59672 bp including 11 bp 3' overha... 3.008e+04 0.0
Angelica Final Sequence 2.906e+04 0.0
Anaya Complete Sequence, 60835 bp, including 11 bp 3' overhang (... .080e+04 0.0
CrimD Final Sequence, 59798 bp, 11 bp 3' overhang (CTCGTAGGCAT),... 1.826e+04 0.0
Pixie Final Sequence, 61147 bp including 11 bp 3' overhang (CTCG... 1193 0.0

Figure 2.5

Adephagia’s best hit is to itself. After that, there are six heavy red lines that indicate very
similar genomes to Adephagia’s. Scrolling down to the “Sequences producing significant
alignments” section, we can see that these red lines correspond to the genomes of BEEST,
JAWS, BarrelRoll, Angelica, Anaya, and CrimD. Using phagesdb.org, we can then look up the
cluster assignments of these six phages. All six, it turns out, are members of Cluster K, and
Subcluster K1.

There are four more genomes that appear to have significant similarity to Adephagia, though
the matches are less solid and cover less of the query sequence. These more tattered-looking

red lines correspond to Pixie, TM4, Larva, and Fionnbharth. Using phagesdb.org, we can see
that these are all member of Cluster K, though they belong to Subclusters K2-K5, not K1.

Therefore, we can provisionally determine that Adephagia is a member of Cluster K and
Subcluster K1.

NOTE: Though the example above may seem clear-cut, cluster assignment will not always be
so simple. Ifit’s not, don’t be concerned. You may have found a new singleton phage, or a
phage that will lead to a new subcluster being created. The main point of doing this now is so
that you have an idea of which phages are most closely related to the one you are annotating.
These closely related phages can be very useful guides as you go through the annotation
process.
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3 Importing your phage genome sequence into DNA Master

3.1 Overview

Now that you have a sense of your software and an overview of your phage genome, you are
ready to move onto the really exciting stuff! The first thing you need to do is to download your
phage’s genome sequence, then import it into DNA Master.

3.2 Where do I get my phage genome sequence from?

Sequencing a phage genome involves two parts: Shotgun Sequencing and Finishing (aka
Polishing). The second part, Finishing, involves generating targeted reads to fix weak areas,
determining the type and /or sequence of genome ends, and orienting a genome to match
convention. When performing annotations, you must always use a Finished sequence file, or
your annotation work may have to be redone.

Fortunately, phagesdb.org only posts Finished sequence files, so be sure to get your sequence
from phagesdb.org. Though you may have access to preliminary, un-Finished files from other
sources, the phagesdb.org site should be the only source for sequence when beginning
annotation.

/ A NOTE ON FILE TYPES \

DNA, RNA, and protein sequence files are often saved in fasta format. This is the standard
format required by many bioinformatics programs, including BLAST. Fasta files are simply
text files where:

1. The first line begins with “>"” and contains information about the sequence

2. Subsequent lines contain the sequence itself
For example, the first few lines of a phage genome sequence fasta file may look like:

> Giles Complete Genome Sequence, 53746 bp

GGCAGACTTTTTTTTGCGCGGCGGCCTGCGCGCGCGGCCCCGCCCGCCCC
GCCGGGTCGGAGGCGGCCGAATGACGCCACCTCGGGCCGCGGTGGCCGAC
ACGCCGGATACGCCCGCAGAGGGCAAATCAGGGGCCAAAACGCGGGCCAA

A few things to keep in mind:
* Fasta files can be opened with any text editor.

* A file does not need to have the extension .fasta to be in fasta format. For example, if
you rename Giles.fasta to Giles.txt, the file will still be fasta-formatted.

* Sequence files from phagesdb.org are in fasta format and have a .fasta extension.

. /
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To download your genome sequence as a fasta file, go to:

¢ http:/ /phagesdb.org /phages/

* Scroll down to find your phage and click its name to open its detail page.
* Scroll down to the section titled ‘Sequencing Information’.

¢ Click on the ‘Download fasta file ’ link, and save the file to a known location.

IMPORTANT NOTES:

¢ If you can’t find the downloaded file, simply search your computer for a file named
YourPhageName.fasta.

* If you are using a Windows emulator on a Mac (and use your internet browser on
the Mac side to get the fasta file), then you should either copy the fasta file from the
Mac side to the Windows side, or alternatively set up your emulator preferences so
that it can directly read files from the Mac side from a shared folder.

* If for some reason you're using a sequence file from a location other than
phagesdb.org, be mindful that there are two possible orientations for a genome, and
that yours needs to conform to the standard convention (the virion structural genes
on the left, transcribed rightwards). If you determine that a sequence needs to be
reverse-complemented, instructions are provided at the end of this section for doing
s0.

3.3 Importing your DNA sequence into DNA Master

You are now ready to import your fasta file into DNA Master. Open DNA Master, then go to:

File = Open > FastA Multiple Sequence File

S5 DNA Master

<21

58 Tools Window Help

New CrN |} : g
Open... » Archived DNA Master file Ctrl4+-Alk+0
Import...
P ) GCG-Formatted File Ctrl+0
Close Cri+-w )
GenBank-Formatted File
Close all

Previously dovwnloaded NCEI Ffile

Save as DNAMS File  Ctr4+S )
Entrez ASN.1 Sequence File

Export GCG file Ctr+E j

Entrez XML Sequence File
Export Spik Fles Apollo XML File Chri+Alt+A

FastA Multiple Sequence File Cul+alt+F b

v Autoparse o
Preferences Ctrl+P tind
Utilities » Sequence from Accession Number
' ) )
Quit CtrQ
I
Figure 3.1

* Browse to the correct folder and select your fasta file.



* A window like the one shown in Figure 3.2 appears.

T FastA Sequences from Echild.fasta Q@@ 25 ; WAL
Pairwise Alignment | Multiple Alignment | Site Analysis | i

Idx | Description lLengIh Insert Sequence | §. heft
Echild complete sequence, 53153 bp including 10bp overhang (CGGTC(53153 | erem—

Delete Sequence

Update Sequence
[~ Verify updates
Save FastA File

Export Summary 4

Sequence Compl |__Hide | Annotation
TGCGECCGCCCCATCCTETACGEGTTTCCAMGTCGATCEGAGTCOCE A 2. Select

4 4
AGCCGGCGCAGCAGCGCCTCACCCAGCCTCTGTCCGCCCCCAGGACG

CAACATCCCCGCTCACGCCGGTAGTTCTATGGCCTAATCGGCAAACG P 4
GCCTCTGAGGCCGCGAGACCAATGTCACACCAGGTGGTGOATGTTAT - a7
TGACGCACGCGTCCGTTAAGAGGACATGGCCTAGGTATEGCTACCCA Croate Sequence: from this entry only
AACTTAGATTCAARACCAGTCCCCTGGCCCCCGTCETCGETCTTECC .
GCTCCTGGCGECECGEEGCCAGGTCCACCACCECAGGGAGGACCGCD reate separake sequences for af entries

ATCAACATCATCCGCTCGCTCGCCGGGOCGCTCCCACTCATTCGCAT 1. Click Save separate sequences for all entries
CGCCGCCCGA TGGCATCCGCAAATCTACGAGCCGTGGGATG N
AGCACCAATACCTCCTATAGTGATCTACGCCACTTGCTCGGTGGETG
TCAAGTGATACTCATGTATCTAGTTATTGAGGGCCTAAAGGCCCGAA
TAAGAGCCGCACAGGCGGCTCTCTAAGAGCGCCCACTAGGGCGLCTCG
AAGTAATACCGGCCTTGAGGGCCGGTTATCTGACCCGGCAACCGCCE &

Catenate all entries into a single sequence
Catenate, filtering for valid ORFs
Create Sequence with entries as replicons

AL -

6C| B Export| 2

1 Sequences 53,159 bp Creates a sequence form

Figure 3.2

* Click on the Export button in the lower right hand corner (1).
* From the menu that opens, select “Create Sequence from this entry only’ (2).

* A new window titled ‘Extracted from FastA library YourPhage.fasta’ will open
within DNA Master.

* We recommend that you now save the file with a new name, for example
Sheen.dnam5. Once the file is in this format, you will always open an “archived
DNA Master file.

Let’s take a moment to look at some of the new views that are available.

¢ There are five tabs in the new window: [Overview], [Features], [References],
[Sequence], and [Documentation].

* Select the [Overview] tab if it’s not already selected. Your window should look
similar to the one in Figure 3.3.

% Extracted from FastA Library Echild.fasta Q@l@
{Gverview | Features | References | Sequence | Documentation |
Genome Taxonomy Notes
Organism BT Notes on the Genome
GenomelD : 0 PrototypelD : 0 = r;l:les:nd T?xtin:ényda'v'e:r:lry‘ a;a:lagle when
Length: 0 Dae Created: 10/17/2013 | oy quences are foadediom fe dalshase
Replicons : 1 Genome Date : 10/17/2013
Features : 0 GC Content : 0.00
CAl Table :
itectory : DMTemp 41 7t
Replicon
Replicon | ~|
NCBI Date : 101772013 NCBI Genome :
Accession :
Length : 53153 Version : lotes on the Replicon
Features - 100 Gl
ORFs: 100 Status : Current
RNAs: 0 Deletion : Vulnerable
GC Content : 0.00 Origin: 0
ORFGC:634:28 Terminus : 0
GC3:836+64
CAl: 0.6281 £ 0.0938
Translation Table : Unspecified: default to standard code

e/ » | |1 -50000 Position: 1 [ Controls >> Map @ Map >> Contiols _
0 Features Live 53153 )3 ?
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Figure 3.3

* Check the sequence length (shown in the red circles in Figure 3.3) and verify
that it matches the published sequence length on your phage’s detail page on
phagesdb.org. If there is a discrepancy, restart the program and try importing

again, or re-download your sequence file from phagesdb.org.

* Select the [Sequence] tab. This tab displays the DNA sequence of your phage.
You can click and drag to select part of the sequence, whereupon DNA Master
will display the coordinates and length of the selected portion near the top of

the window, as in Figure 3.4.

@ Extracted from FastA Library Echild.fasta

EBX

Overview | Features | References Seauence | Documentation |
1626
Fealure | F|¥ | | Posiion: 866 - 1234 (369 bases) Raw b | BLASTN | BLASTP | Add Fealure |2 462
1 TGCGGCCGCCCCATCCTGTACGGGTTTCCAAGTCGATCGGAGTCCCGAGCCGGCGCAGGAGCGCCTCACCCAGCCTCTGTGCGCCCCCAGGA A
93 CGCAAGATCCCCGCTCACGCGGGTAGTTGTATGGGCTAATCGGCAAACGGCCTCTGAGGCCGCGAGACCAATGTCACACCAGGTGGTGGATG
185 TTATTGACGCACGCGTCCGTTAAGAGGACATGGCCTAGGTATGGCTACCCAAACTTAGATTCAAAACCAGTCCCCTGGCCCCCGTCGTCGGT
277 GTTGCCGCTCCTGGCGGCGECGGEGCCAGGTCCACCACCGL CGCCATGAAGATCATCCGCTCGCTCGCCGGEGCGCTCGCACTC
369 ATTCGCATCGCCGCCCGAGGCGGCTGGGATGCGEAAATCTACGAGCCGTGGGATGAGGACGAATACCTCCTATAGTGATCTACGCCACTTGC
461 TCGGTGGGTGTCAAGTGATACTCATGTATCTAGTTATTGAGGGC CTAAAGGCCCGAATAAGAGCCGCACAGGCGGCTCTCTAAGAGCGCCCA
553 CTAGGGCGCTCGAAGTAATACCGGCCTTGAI TATCTGACCCGGCAACCGCCGGGTCTTCTGCCGCGCCCAGTGGCGCGGCTCATA
645 GAAGGGGTGAGGCAACCGTGTACGGCACTCGCTCGAGTGCCTACTGGGCCTCGCAGCCGGGGAAGTTCGACGTTCTGAACCTGCGGATGACG
737 TTCCCGAGCACGTCGCCGCACGACATCCCCGATCTTCGGCCGTCTGACTTCGTTCCGGCCAACCTCGCAGCGTGGAACATGCCACGCCATCG
829 C
921 C
1013
1108
1197 SYYWNECTCTACGGCCGGCTCAGATTCTGCGACGAAATAGACCTTCCCGAGGTCCGGGAG
1289 TACCCGACCTTCTGGGACAGACGACGAAAGCTGETT T GG ACAGGACGAGGE
1381 AGCCGCGCCCGAAAI GGCGGTGCCACAACTCCCGGA GGATCTGGAGGCGGTGGAGGCGGL AGGGCAAAGGCTCCGC
1473 AAGCGCCTCAACCGGTGGCGTAAAGAACCCCGGAGGCGGCGGATCCGGCTCCGGTGGTGGCGGTAGCCAGATGCCGAGCAAGCCCAAACCGT
1565 GGCCGGATAACCTACTCCAGAAGTCCGACAAGCGCCTCGACACAGACCAGCGTCGAGCCGACAACATCGCCGCGETCAACCCGCGETGGAAC
1657 GAGCGCACGCCCGACGATCCGAACACCGATCGTCAGTGGAACATCAACTGCACCAGGTGTGCGGCCACCGTCGAGATGAGGGCCCGCGGTTA
1749 CGACGTAACTGCGCTGCCCAAGCCCGAGAACCTCAATGACAACTACACCCACATGTCGTCCGCGAAGTGGATCGATGAGCACGGCAACCCGE
1841 CTCAGTGGGACTACCTCGACGGCTCCCGCGACAGAATCATGGACGAGATCAACGCCCGAGCTGCGTTGTGGCCCGAGGGAGCCCGAGGGLTC
1933 ATCCGCACGACCTGGGAGGGCGGCGECGGTCACATCTTCAACTGGGAGAAGCGCGACGGCGTGATCCGGTTCATCGACGGCCAGCCCAACCA
202s GTGGGACGCCAGCTCGTCGT CAACCAGGCGT CGGAGTGGGGGL ACAGC, TGTCCGCGTTGACCACCTGAACCCGCACGAAG
2117 ACCTGTCGAAGTGGGTACGCAACCGCACGCCAGAGGAGATCAACGCTCCCCTGCGCCGCGAGGTTACAGTCGAGAT! ACH AC
2209 AAGCTCGGTGAGCCGATCCGCCAGGTGTTCCTCGAGGGCTGGGATGACATCCGATCCGGCCGGGGCTACGACCCGACGAAGTACGCCAACGA
2301 CCCTGAGTTCAAGGCGATCTACGAAGCGGCAGTGAAATGGGCAAGGAGGCCGATCTGATGGTGACGTTCGAGCAGGCTAGAGGCATCGTGTT
2393 CGACAACCGAGCCCACCTGTACCCGGCCGAGGCCGACTTCCAGGTAGCCACCTGGGGCTGGGAGAACGACACGGCGTACCAGCTCGTCTGCG
2485 GTCCCTACGCGATGGTCTACCCGGCACGCAATGCCGATGACCGTCTGTGGATCTCTGACCAGGACGGCCCGTTCGTCACGGTCGACAAGGCT
2577 ACAGGCGAGTACGCCGAGCACTACGGCCTATCCGACGACGGCCGECCGTTCCGGCTCGATGGAGCTACCCCGATCGGGEAGCCCACACAGGT
2669 ACCATGAGCTGGGCGTCCTCGAGACGCCGETATGACCTTCCCCCGGACTGGGAGCTGAACTACAGGCTCCCGGTCCTTCGGGATGCCAACTG
2761 GATCTGCGAGCTGCAGTGGAACGGCTGCGTTGGCGTGGCATCCGAGGTCGACCACATCAAGCGTGGGAACGACCACTCGCGATCCAACCTGE
e » [ | 1-50000 Position : 1 [V Controls >> Map ¥ Map >> Controls
0Features Live 53159 [Z 2

* Until you run an

Figure 3.4

automated annotation in the next section, the tabs for

[Features], [References], and [Documentation] are largely empty.

Congratulations! You have now imported your phage sequence into DNA Master and are

ready to run an Auto-Annotation.

Reverse-complementing your sequence

To re-emphasize, if you download your genome sequence from phagesdb.org, it will NOT need
to be reverse-complemented. If you need to reverse-complement a sequence from a different
source to match conventions, you can do so easily within DNA Master. To reverse-complement

a sequence:

* Go to the [Sequence]

tab.

* Make sure that no segment of the sequence is selected (otherwise you will only flip
that part—a big mess). If in doubt, just click somewhere within the sequence, but

without selecting anything.

* Select: DNA - Convert > Complement



* A dialog box will open that asks if you want to convert XXXXX bp to 5" = 3". Click
“Yes’. (XXXXX should be your full genome length)

* Select: File = Save as, then save your reverse-complemented file with a new name.

4 Performing and viewing a rapid automated annotation of your
genome

4.1 Ovwerview

DNA Master has an Auto-Annotate function that provides quick and simple identification of
genes within your phage genome. It works by running Glimmer, GeneMark, and Aragorn, then
combining the outputs from these programs to arrive at consensus gene calls. The consensus
output is used to populate DNA Master’s Documentation and Feature Table sections.

Generally, this auto-annotation will identify 90% or more of the genes accurately, but the

careful refinement that you will perform in Section 8 will be essential for obtaining the best
possible annotation that will be ready for GenBank submission.

4.2 Running Auto-Annotate

* As shown in Figure 4.1, go to:

Genome = Annotation = Auto-Annotate

DNA Master
File Edit EEEOMCH DNA  Tools Window Help
’ Add to Datab.
Lo e from FastA Library Echild.fasta

2 aiyzesigenastarts
[ strn Segore] Oecroin

Y Bias Tabig - 4 [Name  [5'End [Length |  {Desciiption} <
BLAST All Genes = >
Coding Capaity | Directsar | [M Name [
Codon Spacing Al v Type ,_
Features... ) » ,— 5 End ﬁ
Gene Orientation Ctrl+Alt+G
Karlin's Dinucleotides FEnd ,_
Learn Features Chrl+Al+HL Length
Mutational Bias [— Diection
Nucleotide Phasing...  Ctri+Alt+H ﬁ
Origin prediction Translation Ta
Predict stop EC Number
Profile... cubaee [T
Rearrange ,— Product
RNASeq »
Run Length
Six frame translation  Ct+al+T [ Function
Skewed sequences Ctri+Al+K ,—
tRNA Profile —

|
4 Tag like et
[~ Hide Ignored Features

< >
. Insert | Delete | Post| Validate
/e »|w| | 1-50000 Position : 1 [V Contic

0 Features Live | ‘Whole genome analytical tools

Figure 4.1
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* An Auto-Annotate dialog box will open, with 4 sub-windows to configure. We
recommend that you use the settings shown in Figure 4.2.

& Auto-Annotate [Z]@®
i Current Replicon V' Expart log fle ﬂl

Tags & Comments | BLAST Searches | Automated Analyses |

[V Document tANA found with Aragom
¥ Document ORFs found with... 1
 Glimmer 3.02 analyss °
" GeneMark HMM analysis
(" Both analyses, combining them as lul\o/
* Favor Glimmer calls
" Favor GeneMark calls

[™ Exclude genes called by only one method
[™ Exclude genes called only by second method

Maximum wait time |4 minutes v
¥ Insert template into comments for each gene

[ Examine and leamn gene features

Status : Idie NoBLAST %
T2 4 uto-A

( CurentReplicon [V Exportlog file M
«

Gene Caling 3 BLAST Sean:hes‘ AulumaledAna\y:es‘
Locus Tags

Prefix ’W 2
Start m :
Spacing m
SSC: CP: §D: SCS: Gap: Blast LO: ST-F: F5

(% Auto-Annotate Q@@
? Curent Replicon ¥ Export log fil %

2L

<

v Limit number of hits to be savedffo |1
Delay between multiple BLAST queries

Send requests before retiieving for

[V Autosave DNAMS fl a5 [Sheen_Blasted Annotated dnamé
[~ Export altemative staitcodons [~ Export a Profile of features

I Export a summary of BLAST hits [~ Export a list of Gray Holes and gene overlaps

[ Export a GC-Content map [™ Export a Six-Frame map

[ Export Frames map [™ Esport an ORF map

Height 200 3] widh [2117 3]  Scale [1/2°7Kb ¥

Tes 3 4 Sieto [25 4] Kbpertier

Export Directory |E \Documents and Settings\Debbie\Deskiop' Browse...
Select ll dnalyses Select NoAnalyses |
—_—

Figure 4.2

—_

In the Gene Calling window: Choose both analyses, favoring Glimmer.’

2. Include the following Template in Tags & Comments window: ‘SSC: CP: SD: SCS: Gap:
Blast: LO: ST: F: FS”: (See Section 9.6 for details) if you entered this in the Preferences
Settings, this list will automatically appear.

Unclick Perform Blast searches in the BLAST searches window.

Select No analyses in the Automated Analyses window.

Click the ‘Annotate’ button to launch the automated annotation. (Click “Yes” when prompted
to “Erase features?”)

G W

The auto-annotation (without BLAST) takes only minutes. As the auto-annotation proceeds, the
status of the process will be displayed at the lower left corner of the auto-annotate window. You will
see Predict genes, predict tRNAs. Parsing, ...) When complete, an auto-annotation log will be
generated. Review that what you requested was actually done. Then close that window and you are
ready to review the genome.
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SOME NOTES ON AUTO-ANNOTATE OPTIONS

* One key Auto-Annotate option is the ‘Perform BLAST searches on nr database’ checkbox.
When checked, this option will BLASTP the protein product of each gene Auto-Annotate finds,
then save the results for viewing later—a powerful tool, and recommended if you have the time.
However, performing that many BLAST searches often takes more than 45 minutes, during
which DNA Master will be inaccessible. If you'd like to move on to further steps quickly,
uncheck this box and Auto-Annotate will run in fewer than five minutes.

See Section 4.5 for how to BLAST genes at a later time.

* In the Gene Calling pane, we prefer to use the default option of using ‘Both analyses’ (Glimmer
and GeneMark), with ‘Favor Glimmer Calls’ selected. Often, the two programs’ gene calls differ
only in the location of the start codon, so it doesn’t really matter. If desired, you can try
modifying options to see their effects on the resulting gene calls. Auto-Annotate runs quickly
enough to experiment!

When there is a conflict between Glimmer and GeneMark calls, both calls will be reported in the
gene’s Notes. If the two programs agree on a gene, the Notes will list the favored program’s call
only.

* The checkbox to ‘Export a Six-Frame map’ produces a translation of the sequence in all six
frames, a useful asset for annotation. See Section 5 for generating maps and
translations. at a later time. /

4.3

Saving your file

As with any program, it is important to save your file often to protect changes you've made
from being lost. This can be done by going to:

File = Save as DNAMS file

Choose a new file name if you wish to keep both previous and current versions. This is a way
to keep backups of work you’ve done. To avoid confusion about which file is the current
version, it is helpful to establish systematic naming conventions when saving files. Remember
to recreate your Documentation prior to saving.

If you are prompted to save the file before closing, always save it with a new name. Do not re-
write the last version. (When prompted to “Save before closing?” after you have saved it as a
newly named file, your response is “No”.)

The input file format was a fasta, but now it is a DNA Master file. The format of the file will

now be [your phageName].dnam5. Therefore, when you save and re-open the file you will
open as an “Archived DNA Master file”.
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4.4 Looking at the output of your automated annotation

Once the Auto-Annotate function has run, it will return you to your main phage window.
Under the [Overview] tab, however, you will see some immediate differences.

ﬂ Extracted from FastA Library Echild.fasta Q@@
Overview IFealulesl Heierencesl Sequem:el Dm:umenlalionl
Genome Taxonomy Notes
Organism : Domain : Notes on the Genome
GenomelD : 0 PrototypelD : 0 ivision - Notes and Taxonomy are only available when
Length: 0 Date Created : 10/17/2013 E— sequences are loaded from the database
Replicons : 1 Genome Date : 10/17/2013
Features : 100 GC Content : 0.00
CAl Table :
Directory : DMTemp 41564.843276284
Replicon
Replicon ﬂ
NCBI Date : 10/17/2013 NCEI Genome :
Topology : Linear Accession :
Length : 53159 Version : Notes on the Replicon
Features : 100 Gl
ORFs: 100 Status : Current
RNAs: 0 Deletion : Yulnerable
GC Content : 0.00 Origin: 0
ORFGC:63.4£28 Teminus : 0
GC3:836:6.4

C4l : 1.0000 + 0.0000
Translation Table : Unspecified: default to standard code

/e » || M| 1-50000 Position : 1 [V Controls >> Map ¥ Map >> Controls
100 Features Live 53153 |& ?
Figure 4.3

For example, note that there is a map showing the predicted genes at the bottom of the window.
Genes transcribed leftwards and rightwards are shown in different colors depending on how
you have set your DNA Master preferences (Section 1.6.2; green and red in Figure 4.3).

This map is dynamic and can be manipulated as follows:
* Roll your mouse over the map. You will see the number changing in the box above
it labeled “Position’. This reports the coordinate in the genome where your mouse is
pointing.

¢ Click on the es button to zoom in and the e\ button to zoom out.

* Click on the left and right arrows to move P . iittle each way, P . Lot cach way,

or M to the extreme left or right ends.

4.4.1 Viewing the documentation

30

Auto-Annotate writes its output to the Documentation. Though you will generally work in
the [Features] tab, it is useful to be familiar with this underlying Documentation. Click on the
[Documentation] tab to take a look.

You will see that DNA Master has populated the Documentation with the consensus outputs
from Glimmer, GeneMark, and Aragorn. In the example shown in Figure 4.4, the first line
says “CDS (330-443)”. This means the first feature is a protein-coding sequence (CDS)
transcribed left to right and located at coordinates 330 — 443.



4.4.2

@ Extracted from FastA Library Echild.fasta Q@@

Dverview] Fealures] Hefetencesl Sequence Documentation I

Search II ¥ | ¥, Recreate | Parse | Predichenesl
CDS 330 - 443 N
/gene="1"

/product="gp1"

Alocus tag="DNaM_1"
/note=Original Glimmer call @bp 330 has strength 8.76
/mote=SSC CP SD SCS Gap Blast LO F FS

CDS 662 - 1495

/gene="2"

/product="gp2"

flocus tag="DNAM_2"
/note=Original Glimmer call @bp 62 has strength 0.85
/mote=SSC CP SD SCS Gap Blast LO F FS

CDS 1543 - 2358
/gene="3"
/product="gp3"
flocus tag="DNAM_3"
/note=0riginal Glimmer call @bp 1543 has strength 8.13
/mote=SSC CP SD SCS Gap Blast LO F FS

CDS 2358 - 2675
/gene="4"
/product="gp4"
flocus tag="DNAM_4"
/note=Original Glimmer call @bp 2358 has strength 12.68; GeneMark calls start at 2337
/mote=SSC CP SD SCS Gap Blast LO F FS

CDS 2672 - 2968

/gene="5"
/product="gp5"
flocus tag="DNAM 5" ™
osition : 1 v Controls >> Map [¥ Map >> Controls
53159 =
Figure 4.4

Additional data for each feature are shown in the indented lines that follow. For example, the
first feature has a gene name of “1”, a protein product named “gp1”, a locus tag of “DNAM1”,
and a note about where Glimmer called the start position. The Notes also contain the template
that you entered in Preferences (Section 1.6).

The data contained in the Documentation are also viewable in the Features Table (see below).

Viewing features in the Feature Table

The Documentation that you viewed above has been automatically Parsed by DNA Master
into the Feature Table. Click on the [Features] tab to view the Features Table (Figure 4.5).

Note that the Documentation window is a text file. You can copy and paste its entire content.
What you see is what you get. The same is not true for the Feature Window. When you are in
the Feature Window, you are looking at the contents of a database that is being constructed
about each feature of this project. You cannot Copy & Paste this window as you see it.

Figure 4.5 demonstrates the first modification you will want to make to this window, namely
“Widen the Feature Table”. In the current form, the Feature Table displays the Name, 5" End,
and Length of each feature. In order to also display the 3" End, right click on the heading of
the table (1) and select “Widen Feature Table” (2). The list will now display each gene’s Tag
(Locus Tag), Name, 5" End, 3" End, and gene Length. You can select any gene by clicking on
it. Gene “1” is selected in the example below, as indicated by the small black triangle next to
it.
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@ Extracted from FastA Library Echild.fasta

El@l@ S8 Extracted from FastA Library Echild.fasta

Overview Featues | References | Sequercert T ; 1. Right click Overvien Features | References | Sequence | Documentation |
SoiBy [index | Neme  [SEnd |Length [ A § 1| Sequence | Froduct | Regions | Blast | Contest| SoiBy [index ~| [Mome  [5'End [3'End [Lengh A Desciiption | Sequence | Product| Re < | ®
Select Features | DiectsoL| ¥ Neme [T GenelD Select Features | Dirocs 5" (M il 30 443 4 Name [ GenelD
2 EEE] 2 g6z 1435 83 N
Type i |Al =113 e Toe  Imns ~| & is A — 3 1543 238 [eie Tye  [CDS ~| &
M e i : :’I';i““a"” T3 LocusTag |DNAM_T e onaN 4 1 SEs 2 ma 5 End 330 Locus Tag
GenelD = | [ s LSt (local) 43 Regions - | |pHam s 5 72 |28 2% End 3 Regons
Locus  lke | I8 O pLasT(w) B e like |_[DHAM & £ 3007|3477 |47 Length 114 Tag
P | © Choose Start = " U — X 7 553 4524 %S Rt =
— ] . — [TV [l 4539 |99 159 restan ol =
Lengtn B e . CopyasFasta Undefined B MonaM o 3 v com 2: Translation Table [Undefined ~]
Regions |5 NG ;":’::ﬂt’;"xﬁs:z“’d B [onam_10 0 6083 654 462 EC Number
%6C % [ 11 ¢ . < | |oNam_11 1 B54 7518 a7
o E Ez 7 widenreatureiz ) 2. Clic] w @ [ 12 754 (@8 178 Product
P vl e BIE YSea__ 1468 ! o we [ |Jomew s 3 S35 10788 1484 oo
© | 14 10785 | |Dnam_14 i 10785 11863 885
it o [ 115 1720|513 Function Fiedre B | |pHam s 15 1720 12232 13 Function
Function [ke [ 16 12262 %57 Function ke | |oNaM_16 16 12262 13218 %57
FeaweD =|[ 17 13268 |183 Feaweld = | [ L|DNAM_17 17 13288 13470 183
18 13473 378 Notes =l DNAM_18 18 1373 13850 w8 Notes =l
Teg ke s 1347 1% Original Glimmer call @bp 330 has strength 8.76 Teg ke BETRD 19 1347 14041 185 Diiginel Glimmer cal @bp 330 has
- SSC CP SD SCS Gap Blast LO F FS . = strength 875
I~ Hidelgnored Festues ™20 14038 383 I Hide Ignored Festuwes | pran_20 20 14038 14408 369 S5CLP SD SCS Gep Blast LD F
T e 14306 338 T | |onam_21 21 14405 14741 3 Fs
[ [ 4E 4% | |pnam_2z 22 14751 15176 428
BE [EEED | |pNaM_23 2 15194 15787 594
[ 2 1569948 | |DNaM_2¢ 24 15299 16305 408
- 5 |_|DNaM_25 3 16420 16731 31z g
Insert | Delete | Post| Vaidat Inseit | Delete | Post| Validate
4 A A ‘1 12500 ‘memn 1 ‘I? Controls >> Map [¥ Map >> Conliols 1- 50000 Position : 1 ¥ Conliols >> Map ¥ Map >> Controls
PRI £ B3 K FOAMes T Hen TSI
100 Features 53159 [& ?
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Figure 4.5

If you look to the right, you will see six sub-tabs named [[Description]], [[Sequencel]],
[[Productl], [[Regions]], [[Blast]], and [[Context]].

The [[Description]] sub-tab is shown by default and contains basic information about the gene
that you'll recognize from the documentation, including gene name, coordinates, product
name, and notes.

DNA Master imports the data of the best Glimmer and GeneMark predictions. It reports it in
the order in of your auto-annotation. If you ran both analyses and favored Glimmer, the notes
will reflect that in the following ways.

The Notes for gene 1, shown above, indicate that Glimmer called the start at position 330.
There is no mention of GeneMark in these notes, which means that GeneMark’s gene call
agreed with Glimmer’s gene call. If the two programs do not agree, this will be mentioned in
the Notes as shown in Figure 4.6. Check out genes 61 and 63.



4.4.3

% Extracted from FastA Library Echild.fasta Q@@
Uvelview] Features] Heferences] Sequence Documentation I
Search | Llﬂ Recreate | Parse | Pledichenes|

/gene="60" ~
/product="gp60"

Alocus tag="DNAM_B0"

/note=0riginal Glimmer call @bp 39285 has strength 9.33

/note=SSC CP SD SCS Gap Blast LO F FS

CDS complement (39251 - 39367)
/gene="61"
/product="gp61"
Alocus tag="DN&M_B1"
/note=0riginal Glimmer call @bp 39367 has strength 1.02 ** not called by GeneMark
/note=SSC CP SD SCS Gap Blast LO F FS

CDS complement (39364 - 40203)
/fgene="62"
/product="gp62"
Alocus tag="DNaM_E2"
/note=0riginal Glimmer call @bp 40203 has strength 9.43
/note=SSC CP SD SCS Gap Blast LO F FS

CDS complement (40203 - 40463)
/gene="63"
/product="gp63"
flocus tag="DN&M_E3"
/note=0riginal Glimmer call @bp 40463 has strength 11.55; GeneMark calls start at 40472
/note=SSC CP SD SCS Gap Blast LO F FS

CDS complement (40460 - 40633)
/gene="64"
/product="gp64"
Alocus tag="DNAM_B4"

/note=Original Glimmer call @bp 40693 has strenath 11.03 M
@l » || M| 1-50000 Position : 3058 [V Controls >> Map ¥ Map >> Controls
100 Features Live 53159 3?2
Figure 4.6

In the next example, gene 61 was predicted by Glimmer, but was “not called by GeneMark”.

For gene 63, the assigned start is 40203 as called by Glimmer, but there is a note that
“GeneMark calls start at 40472".

There is one more alternative to this notation. The notes can say GeneMark call @bp XXXX.
This notation means that this gene was not called by Glimmer.

Your refinement of your annotation in Section 8 will focus substantially on evaluating the
predictions made by Glimmer and GeneMark. You will be resolving any ambiguities that
have arisen and adding or deleting genes that were missed or errantly called by these
programs.

You don’t need them just yet, but you can see that there are also buttons (at the bottom of the

central box middle) that will let you either ‘Insert’ or ‘Delete’ features. And eventually the
“Validate’ button will help you assess whether all your gene calls make sense.

Viewing the sequence in the Sequence tab
Click on the [Sequence] tab.

You will see the sequence appear as before, but now you can use the ‘Feature” dropdown
menu at the top left. When you click on this menu, a list appears that shows each gene and
whether it is transcribed leftwards (R, for reverse) or rightwards (F for forward).

You can scroll down and select any of these and it will then select and highlight the
corresponding part of the DNA sequence. This can be a very useful feature for examining
specific parts of the genome.
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@ Extracted from FastA Library Echild.fasta @@@

Uvevview] Featuves] References Sequence I Ducumenlation]
0.0

Feature - F|’ | ﬁ'ﬁl Position : 1 Raw b IBLASTN | BLASTP I Add Feature égg,g

Move [EEREZES & 2?:1.‘1132 @ at3'End ¢ Overall OveralMatch Oligo...
4 | p|FORF1543(3) atchstring
oreRy e
1 F ORF 3007 (6) BCGGETTTCCAAGTCGATCGEAGTCCCGAGCCGGCGCABGAGCGCCTCACCCAGCCTCTGTGCGCCCCCAGEA A
95 F ORF 3559 (7) FGGGTAGTTGTATGGGCTAATCGGCAAACGGCCTCTGAGGCCGCGAGACCAATGTCACACCAGGTGGTGGATG
189 |F ORF 4639 (8) [TAAGAGGACATGGCCTAGGTATGGCTACCCAAACTTAGATTCAARACCAGTCCCCTGGCCCCCETCGTCGET
283 |FORF4797(9) FGGG6CCAGGTCCACCACCGCAGGGAGGACCGCCATGAAGATCATCCGCTCGCTCGCCGGGGCECTCGCACTE
377  |FORFE083(10) FCGGCTGGGATGCGEAAATCTACGAGCCOTGEGATGAGGACGAATACCTCCTATAGTGATCTACGCCACTTGE
ann |FOREESH H ;} KCTCATGTATCTAGTTATTGAGGGCCTAAAGGCCCGAATAAGAGCCOCACAGGCGGCTCTCTAAGAGCGCCCA
565 |FORF9325(13) BCCGGCCTTGAGGGCCGETTATCTGACCCEGCAACCGCCGGGTCTTCTGCCGCGCCCAGTGGCGCGGCTCATA
659 |FORF 10735 (14) BTACGGCACTCGCTCGAGTGCCTACTGGGCCTCGCAGCCGGGGAAGTTCGACGTTCTGAACCTGCGGATGACE
753 |FORF11720(15) BCGACATCCCCGATCTTCGGCCGTCTGACTTCGTTCCGGCCAACCTCGCAGCGTGEAACATGCCACGCCATCG
847  |F ORF 12262(16) FGCGECGCACTCCACTTCTTCCTTGACGATTACCGTTTCGAGACCGTCTGGTCGTCCCCCGAGCGTCTTCTCD
941  |FORF13288(17) FGCCGCTCTGACGCCCGATTTCAGCGTGTGGCGAGAAATGCCGCGGGTAGCGCAGGTCTGGAATACCTATCGE
1035 |FORF13473018) KTTGGCAATCTCAGGGOATCGAGGTAATTCCCACGETCGGTTOEGGTCGACCGEACACATACGAATTCTGCTT
1129 F SEE ] 33;; gg} FGAAATGTCGCCATTTCCTGCCTAACCCTCCGATCGAAGCAAGAGGATC GCGAGCTGTTCACCCGAGGCGTGE
1223 |F oRF 14408 (21) FCAGCCGAAGACCCTTTTGGTCTACGGCCGECTCAGATTCTGCGACGARATAGACCTTCCCGAGGTCCGGEAG
1317 |FORF 14751 (22) BACGACGAAAGCTGGTTGAAGCCGGATGEGCAAGCGCGEAGGGAGCGEAGGCGETCCCGGAACAGGACGAGEE
1411 |F ORF 15194 (23) BTGGCGGTGCCACAACTCCCGGAGGCGETEEATCTEAGGCGGTGEAGGCGGCGEAMAGGGCARAGGCTCCGE
1505  |F ORF 15839 (24) FTAAAGAACCCCGGAGGCGGCGEATCCGGCTCCGETGGTGECGGTAGCCAGATGCCGAGCAAGCCCARACCGT
1599  FORF 16420 (25) ¥ BAAGTCCGACAAGCGCCTCGACACAGACCAGCGTCGAGCCGACAACATCGCCGCGGTCAACCCGCGGTGEAAC
1693 GAGCGCACGCCCGACGATCCGAACACCGATCGTCAGTGGAACATCAACTGCACCAGETETGCGGCCACCGTCGAGATGAGGGCCCGCGETTA
1787 CGACGTAACTGCGCTGCCCAAGCCCGAGAACCTCAATGACAACTACACCCACATGTCGTCCGCGAAGTGGATCGATGAGCACGECAACCCGE
1881 CTCAGTGGGACTACCTCGACGGCTCCCGCGACAGAATCATGGACGAGATCAACGCCCGAGCTGCGTTGTGGCCCEAGGGAGCCCGAGGGLTE
1975 ATCCGCACGACCTGGGAGGGCGGCGECE6TCACATCTTCAACTG6GAGAAGCGCGACGGCETGATCCGETTCATCGACGGCCAGCCCAACCA
2069 GTGGGACGCCAGCTCETCGTGGACCAACCAGECGTCGGAGTGGGGGCACAGCACCGLGETTGTCCGCGTTGACCACCTGAACCCGCACGARG

2163 ACCTGTCGAAGTGGGTACGCAACCGCACGCCAGAGGAGATCAACGCTCCCCTGCGCCGCGAGGTTACAGTCGAGATGCAACGGCGCGGGTAC
2257 AAGCTCGGTGAGCCGATCCGCCAGGTGTTCCTCGAGGGCTGGGATGACATCCGATCCGGCCGGGGCTACGACCCGACGAAGTACGCCAACGA
2351 CCCTGAGTTCAAGGCGATCTACGAAGCGGCAGTGAAATGGGCAAGGAGGCCGATCTGATGGTGACGTTCGAGCAGGCTAGAGGCATCGTGTT

2445 CGACAACCGAGCCCACCTGTACCCGGCCGAGGCCGACTTCCAGGTAGCCACCTGGGGCTGGGAGAACGACACGGCGTACCAGCTCGTCTGLG
ATRCCTARRCRATRRTI AN SRR AC R A A TR CRATRAN P AT TRTRRA T TrTRA M P ARRACRRC P RTTRT A RATRAC AR Y
Q|| » || M| 1-50000 Position : 3058 [V Controls >> Map ¥ Map >> Controls

100 Features Live 53153 | @ ?

Figure 4.7

4.4.4 Viewing ORFs in the Frames window
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The Frames window is an especially important one for determining and assessing start site
choices. To open the Frames window (we use Angelica in the example below) select:

DNA - Frames

A window will open that has a graphical representation of the six possible translation reading
frames, with each row representing one reading frame. Full-row-height vertical lines
represent in-frame stop codons, and half-row-height vertical lines are possible start codons.

At the lower left in the window is a box displaying the nucleotide coordinate corresponding to
the position of your pointer as you mouse over the display. There are also buttons that allow
you to scroll through your genome and zoom in and out.

At the lower right corner of the Frames window, there are seven additional buttons. Click on
the button labeled “ORFs’ (red circle in Figure 4.8).

This will highlight all the features currently in your feature table as shown in the screenshot
below. Genes in forward reading frames are green, those in reverse reading frames are red,
and tRNAs are blue. Note that the genes are numbered in this format also.
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Figure 4.8

This next screen shot of the Frames window has been modified to expand the frames. This is

done by clicking on the e\ button to zoom in. In order to a select a gene (gene 6 in this
example) click in the ORF (box) that contains the highlighted gene (Figure 4.9).

| clicked precisely herel!
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Figure 4.9

A thin, horizontal green line will appear that extends from the nearest upstream start codon to
the next downstream stop codon. Now click on the ‘RBS’ (ribosomal binding site) button in

the bottom right corner of the Frames window (Figure 4.10).
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Another window titled “Choose ORF start” will appear, shown in Figure 4.11.

8 Choose ORF start

[=es)

Starts : 24 ORF Start : 2347 Cdn1 Cdn2 Cdn3 Length o) ScoingMatix  [Kbles | Evplore
Selected: 1 ORFStop :3570  S'End |21 414 862 87
ORFlengh:1224 3End|559 478 865 1137  SpacingWeight Matix ~
[ [ 1T [ [ ITTTT I I 11 [T [ _]2805
seafnan 5 [oenoutc [spacer [rinal [sequence of vhe Regton [searclovare Jowr |
s [score |z valus | [ B e e | e Pergnen o
L 1418 36l 10 2.11z |TGACACCGAACAGGAGATAGCC [GTG 2347 1224
2 -s.927 103 s -7.149 | CAAGATCAGCCTCGCAGCGAC G1C 2434 1137
3 -so01 L4 10 -6.396 |CCTGCCAGATCAGCTCGACACG ATG 2494 1077
4 ees oo 1z 7.023 | GTCGACCTTCGOTCTOTCCOGC 616 2533 1038
5 -a.66s 1628 s -6.413 | GACCTICGGTCTGICCOCOTG ATG 2536 1035
6 -s.e99 14z s -7.444 | GATGTICAAACTCACCOOCCCG G1G 2557 1014
7 3990 |1sas s -5.990 |CCCGGCCCGOTCGATCACGAAG ATG 2644 927
s -s.0z6 1459 10 -5.720 | CAAGATCACCATCGAGRACATC ATG 2764 807
s sz 12a9 13 -6.515 | CACCATCGAGRACATCATGACG ATG 2770 801
10 4343 1oe1 13 -5.389 | GCTCTACAACGAACACTCCAAC ATG 2003 768
1 5724 130 s -6.946 | CGRACACTCCRACATOTCOTTC ATG 2812 759
12 5045 1403 s -6.366 | GCTCAACTTCGICCTGAACCCG ATG 2636 735
13 sz 12a9 10 -6.167 |CCCOTGOTCOGACACGCGACG T1G 2063 708
14 5997 Lol 1 6.754 | GGACGACGCGACGTTGAACCTC GTG 2672 699
15 -s.061 1.4z s -6.263 | GRACCTCGTGAAGTCGRACGGC GTC 2887 684
16 -a.663 1.630 10 -5.358 | TTACATTCTCCIGOGCCOGATC T1G 2953 618
17 3950 1.sas 1 -4.747 | CCACCTCCTCAAGAAGGCTCCG T1G 3019 552
15 -a.s02 1706 15 -6.104 |CCCGCAGTAACCGACCAGACC GTC 3160 41l
15 -as02 1706 18 -6.803 | GGCAGTAACCGACCAGACCOTG ATG 3163 408
20 4154 Len  1s -5.501 |GACCCTGATGAACCCCGAGATC ATG 3178 393
21 -s.o24 1.036  1s 7.270 | COGCACACTGATCACCCCGGAG ATG 3268 303
22 -3.505 1588 1z -4.741 | COGICTCAACGGGTACGGGTGC GTG 3418 153
23 -a.413 2220 18 -5.714 | GICCGOGOCOCAACTCOTTOCG ATG 3460 111
24 -s.e08 1050 6 7.553 | GGAGCTGCTATACCCCGGCTCG ATG 3535 36
ol al 5] )] 2

Figure 4.11

The information displayed here will depend on the setting you choose in the upper right
corner of this window. (SD scoring Matrix & Spacing Weight Matrix.) For this display, Kibler
6 and Karlin Medium settings were chosen. Each row in this window represents all of the
possible start codons in the ORF you clicked on in the Frames window, the corresponding
upstream nucleotide sequence, the gene length resulting from that start, and three columns of
scores: a Raw SD score, a Genomic Z value, and Final score. Also included is the spacer
distance between the chosen SD site and the start. One line’s text may be red, and this is a
direct result of where you clicked in that ORF. You will find more information about choosing
starts in Section 8.

When evaluating your gene calls and choosing between possible start sites, you may find it
helpful to have all three windows open at once, as shown in Figure 4.12 for the Sheen genome.
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bp 1208 4|44 ¢ » | W] M| ORF 2347 - 3570 2 X[ GoC| 5| window 66 ] bp Stats : 24 ORF Statt : 2347 Canl Can2 CondLendh ¢ civoviay [k <] Ewee
o e et Selected: 1 ORFStop :3570  S'End 621 414 862 87

ORFlengh:1224  3'End|559 478 865 1137 SpacingWeight Matix <
[T [ [T T [ [ [T [ [T [ _]2805
StafRav 5D [Genomic [spacer [Final |[Sequence of the Region |Stars|starc  |ome |
Overview Fea‘“’“lne’“mes] Sequence | Documentation | |score |z value |pistance[scors |Upstream of the Start |Codon|Position |Length |
SortBy [index +| 4 [rag [Name _ [5'End [Length [ Desciption | Sequence | Product | Regigf 1 -1.418 3.161 10 -2.112 | TGACACCGRACAGGAGATAGCC |6TG (2347 1224
SelectFeatues | DiectsgL| | |ONAM_1 1 397 297 Neme T Genepf|? 5027 103 s -7.143 | CAAGATCAGCCTCGGCAGCGAC GTC 2434 1137
DNAM_2 2 732 435 bl NIRRT TR T -6.396 | CCTGCGAGATCAGCTCGACACG ATC 2434 1077

i bl = TJonam_3 3 1253 318 Type  |CDS = & 4 e1ss oo 12 7.023  GTCGACCTTCGETCTGTCCGEC GTC 2533 1038

Name  lke onav_a 4 1586 753 5End 2347 LocusTafs -a.668 1.628 |6 -6.413 | GACCTTCGGTCTGTCCOGCGTG ATG 2536 1035

GeneD =|[  [p|onems 5 2347 1224 FEnd | 370 Regons fl6 -5.699 1142 6 -7.444  GATGTTCARACTCACCGGCCCG GTC 2857 1014

Locus ke _DNAMJS B 3599 279 Length 1224 Ej Tag 7 -3.990 1.948 5 -5.930 CCGGGCCGGGTCGATCACGAAG  ATG 2644 927

st —— [ Jonam_7 7 3889 i £ s -s.026 1453 10 -5.720 | CAAGATCACCATCGAGRACATC |ATG 2764 807

DNAM_8 8 4509 9 -s.472 1245 13 -6.518 | CACCATCGAGAACATCATGACG ATG 2770 |80l

izt 5551 Translation Table |Undefined 10 -4.343 1781 13 -5.385 | GCTGTACAACGAACAGTCCAAC |ATG 2803 768

Regions 5623 EC Number 11 -5.724 1.130 8 -6.946  CGAACAGTCCAACATGTCGTTC ATG 2812 789

%60 % 3 5635 12 -s.145 1403 8 -6.366 | GCTCAACTTCGTCCTGAACCCG ATG 2836 735

& (e | 10 5731 Product 13 -5.472 1.243 10 -6.167  CCCGTGGTCGGACGACGCGACG TTG 2863 708

— 1 7152 ap5 14 -5.997 1.0l 11 -6.754  GGACGACGCGACGTTGRACCTC GTG 2872 699

el Do " [onam_12 12 7532 15 -5.061 1.442 8 -6.283  GAACCTCGTGRAGTCGAACGGC |GTG 2887 684

Product  like |oneM_13 13 5353 1700 Function 16 -4.663 1.630 10 -5.358  TTACATTCTCCTGGGCCGGATC |TTG 2953 618

Function ke [onam_14 14 10086 1497 17 -3.950 1948 11 -4.747 | CGACGTCCTCAAGAACGCTCGG TTG 3015 |85z

Featweld = | [ [|DNaM_1S 15 11543 1014 18 -4.502 1.706 15 -6.104 | CCCCGCACTAACCGACCAGACC GTC 3160 411

— [ [onam_1s 16 12621 510 Notes 15 -4.502 1706 18 -6.803 | GGCAGTAACCGACCAGACCCTG ATG 3163 408

Tag  lke Skl

DNAM_17 17 13160 930 Original Glimmer call @bp 2347 has stengf 20 4,154 1.871 14 -5.501 | GACCGTGATGAACCCCGAGATC ATG 3178 393
I Hidelgnored Featues | | |SSC: CP: SD: SCS: Gep: Blast LOSFN, ) g 504 1036 14 -7.270 | CGGCACACTGATCACCCCGGAG |ATG 3268 303
E T | Insett | Delete | Post| Validate 2z -3.505 1.988 1z -4.741  CGGTCTCAACGGGTACGGGTGC |GTG 3418 153
@) » [w|m|1-5000 osition: 1 IV Contiols »> Map [ Map »> Contiols 23 -3.a13 z.220 |18 -5.714 | GTCCGGGCCGCAACTCGTTCCG ATG 3460 111
24 -s.808 1050 6 -7.553 | GGAGCTGCTATACCCCGGCTCG ATC 3535 |36

87 Features

Figure 4.12



4.5 Running the BLAST function

When determining the settings for the automated annotation above, we cautioned about the
time it takes to run the BLAST function and you may have elected to skip BLASTing. Sooner or
later, however, you will need to do this. When you can allow an hour or so for continuous
Internet connectivity, you should run the BLAST function. To do so, go to:

Genome = BLAST All Genes

* In the dialog box, we recommend that you use the settings shown in Figure 4.13.

* You may want to modify these setting and run more than one BLAST. For
example, you may want to run a BLAST excluding Mycobacteriophage and
Mycobacterium phage. You will have to save each of these in separate .dnam5

files.
% Genome BLAST of Extracted from FastA Library Sheen.fasta [:]@
Retrieve ]
Communicating with the Server lgnore Definitions including the following terms

Number of hits to request from server 100 =

Number of hits expected 10 =

Delay between multiple BLAST queries |20 &| seconds

Send requests before retrieving for 100 4| seconds

Maximum number of outstanding requests (10| 41 pending queries

Saving Results Locally
Save hits with E-Values smaller than 10E- |3 =

[v Regardless of E-Value, save at least |1 +| Hits
| Limit number of hits saved to 100 41 Hits

Execute BLAST Query

(" BLAST all protein-coding genes

(" BLAST all RNA-encoding genes
(" BLAST pre-selected set of genes
(¢ BLAST all genes [~ Export summary of results

Off-peak hours for large batch jobs are
Blast All 5:00 am - 9:00 pm E astern time

|v Skip genes already analyzed
|~ Clear previous BLAST results

Figure 4.13

¢ (Click on ‘Blast All'.

* The setting are different for Peak and off-Peak hours. This is due to additional
parameters put in place by NCBI to accommodate the load put on the NCBI
servers as people around the world use BLAST.

* DNA Master will send the predicted protein sequences in your file in batches to
the NCBI server, then retrieve the results and store them. Be patient during this
process! Windows may briefly indicate that DNA Master is “Not Responding”
during this period, but that’s because it’s processing! You won’t be able to use
DNA Master until the BLAST is complete. The “hang time” is most likely a

reflection of the extensive retrieval attempts as too many outstanding requests
are still pending.

37



38

Even though you still only have a draft annotation that was generated automatically, it is very
helpful to do the BLAST search before finalizing gene calls, because the data will be extremely
helpful during the process of annotation refinement. However, as you finalize your file for the
Quality Control process you must re-BLAST the genome to ensure that the BLAST data saved
in the file is a result of the ORFs of any changes you have made.

When all BLAST searches are complete, DNA Master will report “Genome BLAST has been
completed” as shown in Figure 4.14.

Saving Results Locally

Save hits with E-/alues smaller than 10E- |3 2
v Regardless of E-Value, save at least |1 +| Hits
v Limit number of hits saved to 100 3 Hits

Execute BLAST Query
" BLAST all protein-coding genes [ Skip genes alieady analyzed

(" BLAST all RNA-encoding genes 1~ Clear previous BLAST resuts
(" BLAST pre-selected set of genes
(¢ BLAST all genes

Blast &

Sent 30 requests (30 total) to the OBlast server ~
Retrieving completed results...

Continuing to send..

Sent 10 requests (100 total) to the QBlast server

All requests have now been sent to the QBlast server

Retrieving completed results...

Waiting for O results

Genome BLAST has been completed

[‘i‘(‘

Figure 4.14

* You may now close this BLAST window.

* You can now view BLAST results for any gene by returning to the [Feature] tab
and selecting a gene, then clicking on the [[Blast]] sub-tab to the right. (Figure

* Save the file with a new Name. (This will not auto-save.)
@ Extracted from FastA Library Echild.fasta Q@@

Overview Features I Heferences] Sequencel Documenlalion[
Sort By |Index ‘j 4 |Tag |Name |5'End |3'End |Lenglh s Descriplionl Sequencel Pmducll Regions Blast Il:omextl
Select Features I Direct SOL | |_[DNAM_1 1 330 43 114 Target Description | »
Type i fan +| H DNAM_2 2 662 1435 834 =112 hypothetical protein First_005 [Mycobacterium phage First]
e ke ,— |_|DNAM_3 3 1543 2358 818 799 gpb [Mycobacterium phage Turbido]

| |DNAM_4 4 2358 2675 8 B75 hypothetical protein [Mycobacterium hassiacum]
GenelD = - DNAM_S 5 2672 2968 297 BEE gp5 [Mycobacterium phage PackMan]
Locus  like P|ONAM_E 6 3007 3477 4n 663 gp5 [Mycobacterium phage D29]

DNAM_7 7 3559 4524 966 v

Start . —

| |onam_s 8 4633 4797 159 BLAST Hit
Lengh B | |onam_s 3 4797 6086 1230 Accession YP_007677414 ne— Export
Fiegions [l DNAM_10 10 B0B3 6544 462 Gl 472437721 EFBotAl
o B Length 156 Delete
% DNaM_11 1 6541 7518 978
B < — Max Score 808 Date 10/18/2013 Delete Al
Ccal . ,— | |DNAM_12 12 7541 9328 1788 : : .

; DNAM_13 13 9325 10788 1464 High-Scoring Pairs (HSP)

EC |onam_1e 14 10785 11663 @es HSP Data | Alignment |
Product like DNAM_15 15 11720 12232 513 Bit Score 315.8 Identities 154
Function like DNAM_16 16 12262 13218 957 gff"r gDIJBEIJ g'dir'mv ?ggz

u Aalue 0. ositives
FeatuelD = | [DNAM_17 7 13268 13470 1183 Length 156 %Similaity 100.00
Teg e | |jonats 18 13473 13850 (378 %hligned 1000%  Gaps O

W ERE 19 13847 14041 195 Query 1-156
I” Hide lgnored Features DNAM_20 20 14038 14406 369 Target 1-156

Select All Features =
Insert | Delele| Post Validalel
Q Q b || M| 1-50000 Position : 27801 v Controls >> Map [V Map >> Controls

100 Featwres | Live | 53159 |3 ?

Figure 4.15



In the example above we clicked on gene 6. Under the [[Blast]] sub-tab, you can see a window
with the BLAST hits listed, with a score and a description. Below that is a pictorial report on
the extent of the match (shown as a red bar depicting the part of the gene product —i.e. gp6 in
this case — that matches the selected subject). Below that are the data for the hit (HSP Data),
and if you click on the [[[Alignment]]] sub-sub-tab it will show the actual alignment.

In the example shown in Figure 4.16, we clicked on a BLAST hit further down on the list of

matches, and then clicked on the [[[Alignment]]] sub-sub-tab. Note that you can now see the
amino-acid matches in the bottom right pane.

@ Extracted from FastA Library Echild.fasta

EEX

[Length A" Description | Sequence | Product | Regions Blast | Context|

Score

[Taiget Description

[

») gp2 [Mycobacterium phage Benedict]
v

BLAST Hit
Accession AEJ93398 —  E1POI
Gl 339753374 Export Al
Lengh 143 Delete
Max Score 422 Date 10/18/2013 Delete Al |
High-Scoiing

HsP Datf Alignment |

563 in ODIN_4 Odin]
561 hypothetical protein [Mycobacterium phage SWU1]
554 oS [Mycobacterium phage EricB]

544  hypothetical protein [Mycobacterium hassiacum]

2
1
4

52
s1
51

102
101
101

GTRSAIGKRD BARVRRNAPE SPTETVQVIG PVEIPELGDV
PHLE + 44 1]+ L+ 4L L I+
ATRGPVPERT DQTVRHS--- EPVDKVEVFG EVKVPDLGDV

TEMYESIKNS AAVKYYEPTD WTYAKLTLYT LNQELIASRQ
| [ N e N N N NN A
QDLYQAMQES GQSKFYEPSD WQVARLTLLA LNEELIAARH

TAINQMLSSL LLTEGDRRRV RLEIERNPGD PTAGKVVDMT
PIHLEEIHHT +TLELLLLEL THIHID 1 1 ] 144
TALNQMLTTL MLTEGDRRRV RIELERKPSQ P-EGVVINAA

~

Overview Features | References | Sequence | Documentation |
SoitBy [index | 4 Jrag [Name  [5'End [3'End
Select Features | Direct SOL | | {DNAM_T 1 [ 43 14
) DNAM_2 2 862 1435 834
Tope is JAl = | |onam_3 3 1543 (2358 (816
Name like | |onam_s 4 2358 (2675 (318
GenelD = | |onam_s 5 %72 2%8 297
Locus ke [ |P[oNaMS 3 007 U77 47
s W 2N 7 35 4504 966
| |onam_s 8 4633 4797 159
Lengh Bl [ [onam_s 9 4797 6086 1290
Regons [ | |onam_10 10 6083 6544 462
%GC < | [onem_11 1 6541 7518|978
— N R 12 7541 9:8 (1788
“w N [onam_1a 13 9325 10788 1464
ECH ke i
| |onam_14 14 10785 11663 885
Product ke | |onam_1s 15 1720 12232 513
Function like | |onam_1s 16 12262 13218 (957
FeatuelD = — [ Jonam_17 17 13288 13470 183
T me | [oNeie 18 13473 13850 (378
| |onam_13 13 13847 14041 195
[” Hide Ignored Features | |onam_20 20 14038 14406 363
Select All Features | |onam_21 21 14408 14741 (336
| |onam_22 2 14751 16176 426
| Jonem_23 3 1519 15787 (594
Insert | Delete | Post| Vaidate
@6 » [w| M| 1-50000 Position : 37143 ¥ Controls >> Map ¥ Map >> Controls
100 Features | Live:

53153

82

Figure 4.16

* Save your file as described in Section 4.3 to ensure your BLAST data are stored.

4.6 Re-opening an archived (saved) file

When you save files, Opening archived (saved) files is straightforward. Go to:

File © Open = Archived DNA Master file

* Browse to your saved .dnamb file and select and open it.

39






5 Gathering additional information for refining your annotation

There are three additional pieces of data that we recommend gathering at this point. The firstis a
six-frame translation of your sequence labeled with your predicted genes. The second is a
provisional genome map. The third is a graphical output of the GeneMark-Smeg analysis.
Depending on your genome, you may also need the tRNA predictions from the web-based
Aragorn and tRNAscan-SE algorithms. The output of these programs will be used in Section 8.

5.1 Generating a six-frame translation
With your genome open in DNA Master (we used Etude below), go to:
Genome -> Six-frame translation

U DNA Master
File Edit NeEGEN DNA  Tools Window Help

Add to Database

Annotation... » lumentation I
Genome  Bias Table... Taxonomy Notes
Organism  BLAST All Genes Domain : Notes on the Genome
Genomel Coding Capacity Division : Notes and Taxonomy are only available
B ; . when sequences are loaded from the
Length: Codon Spacing P10 Family : database
Replicon: ~ Features... ¥ w010
Features| ~ @ene Orientation Ctrl+Al+G
Al Table Karlin's Dinucleotides
. Learn Features Ctri+Al+L
Directory
= Mutational Bias
Replico ) .
Muclectide Phasing...  Ctrl+alt+H
Replicon Origin prediction i
NCBI Dal  Predict stop
Topology Profile... Ctrl+Al+P
Length : | Rearrange Notes on the Replicon
RMNASeq »
Feab
A
ORFs: 1! six frame translation ) Ctrl+Alk+T
- Cri+al+K
GC Conte  ERNA Profile
ORFGC:565£132 Terminus : 7433
GC3:681£17.0
Cal: 06810 £ 0.1622
Translation T able : Unspecified: default to standard code

|| «|@=] [ ] 1-14998 Position : 1 [V Controls >> Map ¥ Map >> Controls
ORI« T = Ml Celead (4@l
20Features | Live | Whole genome analptical tools 143998 éﬂ
T P AT, T AT AT
Figure 5.1

The six-frame translation window will open.
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@ Six Frame Translation of Etude_annotated Q@@

View Map I Export Map |
s p T 3 L 8 GN 3 G KN MURGV S L P KTUPGURUBRILUDNURERGT®*®RTW * G P V K P
LA T L L & L E I @ A R T * 6 G L A P L KPULWV GG * I V G RGR G K DUP 3 3
R HF 8 L WX F ROQEHEGGSG * R P * NP W * E AL K SI WV ED V V¥V RTUR Q A
1 AGCGACACTTCTCTCTCTGGAAATTCAGGCAAGAACATGAGGGGGGTTAGCGCCCCTAAAACCCCTGGTAGGAGGCTAAATCGTGGGTAGAGGACGTGGTAAGGACCCGTCALGC

J 14998 TCGCTGTGAAGAGAGAGACCTTTAAGTCCGTTCTTGTACTCCCCCCAATCGCGGGGATTTTGGGGACCATCCTCCGATTTAGCACCCATCTCCTGCACCATTCCTGGGCAGTTCG
L VvV ERE®PTFEPLF ML PTULLLGL VWV GPILILSFRPYLV HYP G TL
L4 Vv 8 R EPR S I * A L V HP PN LG R FGRT®PUP * I TPULUPUZRUPILS G DL
5 R C K EROQFNLTCSCS PP * RG * F G QY S5 AL D HTS S5 TTL V R * A4

W w A ¥V S 6 QS S RHULZLL GL G G E G CROQTETETZRUALGTIURTGU ATDGTR REKPR
P G GR S RD S RPGTUR S & WE ALKV L2 4L KPI KUN L QE Y & V QN LE S L G

LV GG GL G TV VP ALRARUPGRRRLPUPWNR RIPRTIRZERNTRTCRTWTPEK LS

116 CCTGGTGGGCGGTCTCGGGACAGTCGTCCCGGCACGCGCTCGGCCTGGGAGGCGAAGGTTGCCGCCARAACCGAAGAACGCGCAGGAATACGCGGTGCAGATGGCCGAAAGCCTCG

14883 GGACCACCCGCCAGAGCCCTGTCAGCAGGGCCGTGCGCGAGCCGGACCCTCCGCTTCCAACGGCGGTTTGGCTTCTTGCGCGTCCTTATGCGCCACGTCTACCGGCTTTCGGAGC
G Q H A TEU®PCDODU RTCAS P RUPUP S P QR WV S S5 R AP IRUP LS P RF G R

G P P RDRS L RGPV REALQS ALF TAALLGT FF AL C S5 Y A TTCTI AL S L R

R TP P RPV TTGALRWALRTGZPILU RILWNGG GT F RTULUVRULTFUVRUHLUHETGTF AL E

L GG * E LEURULDOQS GD AU RZRWWYRUDTFUDD ALQGRTCVVRVYVY CD V HTIL A
W E VvV E K PNV WTDNOQGMNH L ALAG I ETTULTMR®RIEKTGT DAY VY ¥ L TTFTUWP

P ﬂ Position : 346 Font M [

S? S

1 2

Figure 5.2

* Adjust the size of the font by entering ‘8’ in red circle #1 in Figure 5.2.
* Click on the ORFs button in the red circle #2 in Figure 5.2.

Note that the ORFs predicted in your auto-annotation are now highlighted. Also note that this
window scrolls right and left rather than up and down. When you first click on the ORFs
button you may not see highlighted text if there is no gene predicted in the extreme left end of
your genome (which is what is shown by default). If you like, you can scroll to the right using
the scroll bar at the bottom to see more sequence.

But you can also be assured that your selection has been chosen because the ORFs button at
the bottom right is now shown in red (see Figure 5.3).

@ Six Frame Translation of Etude_annotated

View Map | Export Mapl
§ p T L &8 G N &8 G KNMZPERGUY S A2 P EKTPGGRZERILUNUBRG®* RTW * G P ¥V KP W W A T §
4T L L $ L EIQART®*661L 4¢P L kP L v e s+ 1 [EEEEEEEEEEEEEEE
R HF 8 L W K F R Q EHEGCG* R P * NP W * E A K S WV ED V VY RTUZROQATLUV G G L G
1 AGCGACACTTCTCTCTCTGGAAATTCAGGCAAGAACATCAGGGGGGTTAGCGCCCCTAAAACCCCTGOTAGGAGGCTAAATCCTGGGTAGAGGACGTGGTAAGGACCCGTCAAGCCCTGGTGGGCGGTCTCG

14998 TCGCTGTGAAGAGAGAGACCTTTAAGTCCGTTCTTGTACTCCCCCCAATCGCGGGGATTTTGGGGACCATCCTCCGATTTAGCACCCATCTCCTGCACCATTCCTGGGCAGTTCGGGACCACCCGCCAGAGC
L & v EREP F EP L F ML P TLACGLV GG?P L L S F RP YL VHTY?PCGTUL G QH AT E

LA VvV § R E R S I * A L V HUP PN ALCGRTFGRT®P?P®P?P * I TUPULUPZR?PILSGD L G P P RTDR
$ R C K ERQFNLCs$CS P P * R G * F 6 0QY S A LD HTS S TTULV R* AL RT P P R

G @ 8 $s R H A L G L G G E G C®ROQTEE®RAGIRGADGREK?PRLGSG * E AL E R L D Q
T v v P 2 R A R P GRZPRUPRILUPPNUPRZBRTZ®RUBRNTMU RTCZ®ERTW?PZ KASV G RL RS RTTFGPI
133 GGACAGTCGTCCCGOCACGCGCTCOOCCTOGGAGGCCAAGGTTGCCOCCAMACCCAAGAACGCGCAGGAATACGCGGTGCAGATGGCCCALAGCCTCOGTTGGCAGCTTCAGAAGCCCAACGTTTGGACCAN

14866 CCTGTCAGCAGGGCCGTGCGCGAGCCGGACCCTCCGCTTCCAACGGCGGTTTGGCTTCTTGCGCGTCCTTATGCGCCACGTCTACCGGCTTTCGGAGCCAACCCTCCAACTCTTCGGCTTGCAAACCTGGTT
P CDDRCA S P R?P P S P QR WY S S§ R APTIURZPALASPRTFGGRDNPP QS A & REK S W
$ L R G P V R E A Q & A F T A AL GF F A C S Y A TTCTIASLER?POQSTSF G F T Q VL

P v T TG A R A RGP L RLNGSGFRIL VY RL F VYV RHLHGT FAET?PILNILILTPERUYVYDNTPG

$ 6 pD A R RWY RD F DD A QG RCV RVY CD V HUL A * W P H S Y C * R A G * R L & R G

R G CT P L V &8 R L * R C A PR AMUPRTTCM®BR®ERS P GL M A AL PF VL L TOCGL T AT FTURT

265 TCAGGGCATGCACGCCGCTGOTATCGAGACTTTGACGATGCGCAAGGGCCATGCGTACGTGTATGCGACGTTCACCTGGCCTAATGGCCGCATTCGTACTGTTGACGTGCGGGTTAACGGCTTTCACCAGGA
......... e e T e e L e L I - T [

14724 ACTCOCCCTACATECCACCACCATASC T TR AT T AT T T, TAC AT AT A TEC AL TECAC TSI TT AT TR CAACTECACEC T CAAT TR AACTRCTOCT

ﬂ_l j Position : 25 Font |3 LI l%_?l
Figure 5.3

Now click on the [Export Map] tab at the top left of this window. We recommend using the
default settings as shown in Figure 5.4 below.
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¥ Six Frame Translation of Etude_annotated Q@@
View Map Export Map I

[v Export Forward Translations IW Nucelotides pe Line
v Export Reverse Translations .

v Export Forward DNA Sequence |8 :I: R I

[V Export Reverse DN& Sequence |U-5 Inch Margins

v Export Center Ruler & Portrait Mode

[v Colorize Annotated ORFs on Translation ¢ Landscape Mode

v Colorize Annotated RNAs on Sequence

v Prevent line breaks within blocks Export RTF File |

4 | d Position : 13 Fontla LI I%Paﬂ

Figure 5.4

* Click the “Export RTF File’ button.

* In the dialog box that opens, choose a name and location for your translation
file, then click ‘Save’.

To view your translation file, it’s best to open it with Microsoft Word. Please note that your
computer may not be set to open a file with an .rtf extension with Word. If not, open the file
using the ‘Open’ function from within Word. You may want to save as a .pdf in the future to
preserve formatting more easily.

s b T s L s GN S G KNMU RGV S AP KTU?PGURU RTILNZ RG * R T W *
A T L L 8§ L E I Q A R T * G G L A P L K P L V G G * I
R HF s L WKV FUR QEHEGG * RP * NP W * EAI K S WV E DV V
1 AGCGACACTTCTCTCTCTGGAAATTCAGGCAAGAACATGAGGGGGGTTAGCGCCCCTARARCCCCTGGTAGGAGGCTARATCGTGGGTAGAGGACGTGGT
......... L S e e e [ e |
TCGCTGTGAAGAGAGAGACCTTTAAGTCCGTTCTTGTACTCCCCCCAATCGCGGGGATTTTGGGGACCATCCTCCGATTTAGCACCCATCTCCTGCACCA
L s VvV ER E P F E P L FM L PTLAGULV G?P L L S F R P Y L V H
A V S R ER S I * A L V HP PN ABAGU RV FGURTU?PU©P * I TP L P R P
S R C K E R Q@ F N L C s C s PP * R G * F G Q Y s A LD HT S 8 T T

G P V K P W WAV S G Q S S R H A L G L G G E G C R Q T E E R A G
R T R QA LV G G LGTUV YV PAURABATERTPGT RTERTERTLT PTPNTRTIERTRR
101 AAGGACCCGTCAAGCCCTGGTGGGCGGTCTCGGGACAGTCGTCCCGGCACGCGCTCGGCCTGGGAGGCGAAGGTTGCCGCCARACCGAAGAACGCGCAGG
......... S S e e e T |
TTCCTGGGCAGTTCGGGACCACCCGCCAGAGCCCTGTCAGCAGGGCCGTGCGCGAGCCGGACCCTCCGCTTCCAACGGCGGTTTGGCTTCTTGCGCGTCC
Yy P G T L G Q HATEU?PTCUDU DU RTCASUPIRUPUP S P Q RW V S S R AP
L s ¢ DL G P P RDU RS LRGU?PVREA ASQSAZFTA AA AILGTFFE A C
L VR*ARTU®PUPIR®PVTTGZAR2RARGU?PT LI RILNGSGT FHZRTILV R L

I R G A DGR KU®PRULGG * EAEUR LD Q S G DAI RURWY R D F D

N T R C R WP KA S V GRLUR S RTFGPTIRGOCTU®PULV S R L * R
201 AATACGCGGTGCAGATGGC! AAGCCTCGGTTGG TTG. AGCCGAACGTTTGGACCAATCAGGGGATGCACGCCGCTGGTATCGAGACTTTGAC
......... L S e e e e o T |
TTATGCGCCACGTCTACCGGCTTTCGGAGCCAACCCTCCAACTCTTCGGCTTGCARAACCTGGTTAGTCCCCTACGTGCGGCGACCATAGCTCTGAAACTG

Figure 5.5

The formatting in Word has been set so that you have 100 base pairs per line. Both strands are
shown with the coordinates of the bases on the left. There are vertical markers between the
strands positioned every ten bases. All six possible translations are shown, with the predicted
genes from your automated annotation highlighted.

Note: Because this document can be > 100 pages, we recommend you only print one or two

copies to share among a class, or a single copy for an individual. Hard copies are particularly
useful when annotating potential ribosomal frameshifts (Section 8.4.3).
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5.2 Generating a provisional genome map in DNA Master
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Another useful tool in DNA Master is the ability to make a genome map. This map is not

comparative (though you will make a comparative map using Phamerator in the next section),
but rather just a separate file of the map shown at the bottom of the sequence panel. Still, itisa

useful way to see your gene calls in the context of the entire genome.

To make a genome map (we use mycobacteriophage Timshel below), go to:

DNA - Export Map

@Export ORF Map

=10l x|

— Map Format ORF Labels Export Options
Scale |14’2" /kb 'I Center Label lName: repd, VI ¢ Entire Sequence
Tiers |3 3. Size Adjust " None ¢~ Region Selected in Sequence Form
= kb . C T"”f‘ to fit ; " Specified Region :
l v] per tier & Shrink ta fit
1
Estimated [izziL: ] I-None- :lv From lﬁv
? ha
Dimensions Size Adjust " None fe 23218
¢ Trim to fit Length |53273 3
[¥ Stagger ORFs & Shiink to fit =
v Divide By Direction st Gem IDefault vI ¥ DrawOBEs I~ Draw Promoter
Central Marker (100 bp Ruler = V| Draw BHAs I~ Draw Oligo
[v Draw in Color
Bottom Ruler ISDD bp Ruler vl I~ Show image when complete
[~ Label Bottom Ruler ) Do
21

* In the dialog box that appears, many options are available. We recommend you
use the settings shown in Figure 5.6, except that the ‘Tiers’ field may need to be
adjusted. Three or four tiers are acceptable for a genome of up to about 60 - 80
kb in length. If your genome is larger, increase the number of tiers accordingly.

* Click on ‘Draw Map’.

Figure 5.6

¢ Choose a filename and location to save to, then click ‘Save’.

The file will be saved as YourFileName.wmf (Windows metafile). This file can be opened by
Preview (on a Mac), Paint, Canvas, or similar drawing programs. Depending on the program,

you can manipulate this file in numerous ways. At the very least, you should see an
illustration of your genome, similar to one shown in Figure 5.7.
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Figure 5.7

5.3 Generating a graph of coding potential using GeneMark

As we noted above, GeneMark is a gene prediction program, and the version embedded in
DNA Master runs heuristically, using parts of the genome you enter to train the program to
identify coding potential. When using the version on the web, you can:

1. Use an existing coding model to predict the genes.

2. Generate a graph of the coding potential.

The host profile we recommend using is that of Mycobacterium smegmatis mc:155, assuming that
you used this host to isolate your phage. If you used a different host, you will obviously need
to select a different bacterial profile for GeneMark. Even if you isolated a phage using M.
smegmatis mc:155 as your host, you may find different mycobacterial models (or even
Actinomycetales models) yield higher coding potential outputs. As a learning opportunity, you
can even use the programs at GeneMark’s home page http:/ /exon.gatech.edu/GeneMark/ to
obtain a graph of coding potential of the heuristic predictions (like what is imported into DNA
Master). Use the version found here (http:/ /exon.gatech.edu/GeneMark / genemarks.cgi ).

To run host trained, web-based model GeneMark (we use Mycobacteriophage Sheen below), go
to:

* http://exon.gatech.edu/GeneMark/genemarks.cgi . Also found on the Links page of
http:/ /phagesdb.org as GeneMark (version 2.5).

* Once on the site, Select ‘Browse’, then find and select your sequence file. This is the
same YourPhage.fasta file that you imported into DNA Master.

* From the ‘Select Species’ dropdown box, select "Mycobacterium_smegmatis mc:155’
(assuming you are annotating a mycobacteriophage genome).

* In the “Output Format’ section, check “‘LST’ under ‘Output format for gene
prediction and ‘PDF’ under output options. You can ignore the optional email
option (See Figure 5.8).

* Click on the ‘Start GeneMark’ button at the middle left (See Figure 5.8).
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GeneMark.hmm prokaryotic

Prokaryotic GeneMark hmm version 1
Alexander Lukashin and Mark Borodovsky
GeneMark hmm: new solutions for gene finding.
Nucleic Acids Research (1998) 26, pp 1107-1115

Prokaryotic GeneMark hmm version 2
Jnhn I.lcstmcr, Alexandre Lomsadze and Mark Borodovsky
- a self-training method for ction of gene starts in microbial genomes. ca for finding
W
Nucleic Acids Research (2001) 29, pp 2607-2618

This webpage provides access to gene prediction program GeneMark hmm prokaryotic (version 3 25) and to the
sets of pre-computed species specific (model ). The list of currently supported
specics is available here . These parameter sets were derived by application of the GeneMarkS that carried out
unsupervised training on each genome.

Browse GeneMark.hmm prokaryotic manual

Enter sequence (FASTA or multi FASTA format)

or, upload file: | Browse .. | Sheen.fasta

Select species| Mycobacterum_smegmatis MC2_155

i Conetarire J e ]

lf Output format | Output options Opl;,on:.!m r:sﬂulls

for gene prediction

Protein sequence .
. E-mail
Gene nucleotide sequence,
@ LST . i
Coding potential graph Subject

GFF (aot for multi FASTA) GeneMark hrmm prokaryotic
-] : < f
PostScript Compress files

Switch off gene start related motifis)

Contact Us | Home

Figure 5.8

Once GeneMark has run, a new window will appear as shown in Figure 5.9.

* Click on the link ‘gmhmmp.out.pdf’ just below.

GeneMark.hmm prokaryotic

Prokaryotic GeneMark hmm version 1
Alexander Lukashin and Mark Borodovsky
GeneMark hmm: new solutions for gene finding.
Nucleic Acids Research (1998) 26, pp 1107-1115

Prokaryotic GeneMark .hmm version 2

John Besemer, Alexandre Lomsadze and Mark Borodovsky

GeneMarkS: a self-training methed for prediction of gene starts in microbial genomes. Implications for finding
sequence motifs in regulatory regions

Nucleic Acids Research (2001) 29, pp 2607-2618

‘This webpage provides access to gene prediction program GeneMark hmm prokaryotic (version 325) and to the
sets of pre-computed species specific algorithm parameters (model parameters). The list of currently supported
species is available here . These parameter sets were derived by application of the GeneMarkS that carned out
unsupervised training on cach genome.

Browse GeneMark.hmm pro otic manual

job ID = gmhmmp.20141112.143916 21014 ; Estimated run time: 1 second(s)

[ output [ link

[Coordinates of predicted genes [gmhmmp.out
prediced ge

[PDF

[emhmmp out.pdf
Contact Us | Home

Figure 5.9

* Save and open the .pdf file. We recommend changing the file name to something
more useful, like Sheen_smeg.pdf.

* The coversheet of the file provides you with the specifications of that particular run
of the program. You will want to check that the specifications match your
expectations (See Figure 5.10), i.e. check that the following items are identified: the
correct sequence (and its length) and that M. smegmatis is listed as the Matrix (or
whatever host that you picked.
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Figure 5.11

We recommend that you print this file because it is a good place to make notes as you refine
your annotation. Several features of this output are described. (See Figure 5.11).
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o

All six frames are represented and are separated from one another by solid
horizontal lines.

The top three frames are in the forward orientation; the bottom three in the reverse
orientation.

In each frame, the start codons are shown as small upward facing ticks (#1 in
figure). Note ATG start upticks are a bit longer than GTG starts while TTG are not
shown.

In each frame, the stop codons are shown as small downward facing ticks (#2).

The horizontal lines in the middle of each row represent open reading frames
(ORFs) (#3).

A graphical representation of coding potential is shown (#4). Note that the Black
lines are typical coding potential and the red lines are atypical.

The black bars at the bottom of each ORF with coding potential (#5) signify regions
that GeneMark predicts as likely coding regions, based on coding potential and
positioning of stop codons, but for the most part is of limited utility in gene
identification.



6 Phamerator & other Tools to assist with annotation

This section describes the basic applications of two valuable tools in our annotation suite. Phamerator
was designed and implemented by Dr. Steve Cresawn at James Madison University. A new method for
pham building was developed and implemented by Charlie Bowman at the University of Pittsburgh in
2014.

At present Section 6 contains information about using Phamerator (Section 6.1) and Starterator
(Section 6.2) for genome annotation.

6.1 Phamerator

6.1.1 Overview

Phamerator is a Linux-based program that compares phage genomes, their genes, and their
gene products, and then displays the results of these comparisons in a variety of useful ways.
Phamerator is comprised of two basic parts: an underlying database that contains the results of
the comparisons, and a graphical interface to that database.

One of Phamerator’s key features is that it groups gene products into “Phamilies” (generally
referred to as “Phams”) when the pairwise alignment scores (using BLASTP and ClustalW) are
above a defined threshold.

In previous years, we created phamilies (phams) by performing pairwise amino acid sequence
alignments between every pair of genes in the database using CLUSTAL and BLASTP. Proteins
were assembled into phams if the pairwise alignment scores were above an empirically
determined threshold value for each program. This was very computationally expensive---and
therefore very time consuming. Incremental building of the 627-member
Mycobacteriophage_Draft database required about 6.5e7 pairwise alignments to be performed
to build phamilies (or the approximate number of years since the proposed Cretaceous-
Paleogene extinction!).

New this Year: In order to continue adding new phages to our database, we switched to a
different program, kClust, to build phams. kClust is an alignment-free approach for clustering
amino acid sequences that is based on the concept of k-mer profiles. A k-mer profile is built by
dividing a protein sequence into small units (called k-mers; ours are about 4-6 aa long) and then
creating a list of all k-mers found in the sequence, followed by determining the number of times
each k-mer appears in the sequence. This is done for every protein sequence in the database.
Then, instead of comparing protein sequences directly, these k-mer profiles are mathematically
compared and scored.

The specific pipeline we use produces groupings very similar to the original groupings
produced by BLAST and CLUSTALW, with low incidences of both false-positive and false-
negative groupings. We accomplish this by using parameters and a workflow that we have
optimized through testing and validation, and is loosely based on the kClust_iter
pipeline(CITE).

Our pipeline works as follows (See Figure 6.1):

First, protein sequence k-mer profiles are compared, and then proteins are grouped based on
75% predicted amino acid conservation with a 25%size cutoff. The size cutoff refers to the
minimum size a gene must be to a larger gene to be compared. This grouping collates genes that
are very similar, which cuts down on false groupings that were influenced by size differences.
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Second, a multiple sequence alignment (MSA) is generated for each group from every sequence
in the group and a consensus sequence is determined. Finally, the consensus sequences from
the groups, as well as orphams, are then reclustered with kClust solely based on an e-value of
le-4 with a 50% size cutoff; resulting in a pham profile in Mycobacteriophage_Draft very similar
to the one built using the BLASTP/CLUSTALW method; with fewer falsely inflated phams.

Phams are thus groups of proteins with a high degree of similarity to one another.

Phamerator is especially useful for generating and comparing genome maps of multiple phages
through the visual interface that displays whole genome nucleotide and protein sequence
relationships, as well as the conserved domains within genes.

See the Phamerator Help Menu for the User Manual.

For more on Phamerator and its mechanics, see the following paper.

Cresawn SG, Bogel M, Day N, Jacobs-Sera D, Hendrix RW, Hatfull GF. “Phamerator:
a bioinformatic tool for comparative bacteriophage genomics.” BMC Bioinformatics.
2011 Oct 12; 12(1):395.

Hauser M, Mayer CE, and Soding J. “kClust: fast and sensitive clustering of large protein
sequence databases.” BMC Bioinformatics. 2013 Aug 15; 14:248

kClust
le-4 E-Value
50% Size Cutoff

Sequencing

Extract Protein Sequences

kClust

~75% ldentity
25% Size Cutoff

Phameration

Align First Iteration Phamilies —
Finished Product

Analysis

Figure 6.1

Figure 6.1: Figure New Phamerator workflow. After sequencing and autoannotation, genomes
are run through the Phamerator pipeline on our servers. First, all protein sequences are
extracted and subjected to a grouping using kClust. Then, Multiple Sequence Alignments are
made from the resulting groupings. The consensus sequences from these groupings are



6.1.2

6.1.3

6.1.4

removed and added to a second iteration of kClust along with orphams. The results of the
second iteration are stored in the database as phamilies. Domain database searches are
performed on all of the genes, and then the data is ready to be viewed in the Phamerator client.

Why Phamerator is useful to you at this stage of your annotation

Phamerator maps provide an easy-to-understand representation of how your genome compares
to similar genomes. This is useful during annotation because it draws attention to places where
your automated annotation diverges from the finalized annotation of a closely related (and
often GenBank-published) genome. It also provides a genome-wide perspective and thus a
context for the annotation refinement, functional analysis, and other explorations to follow. Itis
also the primary source of protein functions as denoted in the Descriptions. See Section 10.3.3
for more details.

How did my genome get into Phamerator already?

In order to expedite your annotation workflow, we have taken each newly sequenced genome,
generated an automated annotation (just as you did in Section 4), and entered all of these files
into a Phamerator database that contains all sequenced mycobacteriophages. The database
generated is called “‘Mycobacteriophage_Draft’ because it contains auto-annotated draft
genomes along with finalized and published annotations. The auto-annotated genome names
are given the suffix “_Draft,” so as to distinguish them from the GenBank-quality files. Ata
later time, when you’ve refined your annotation and it is submitted to GenBank, your draft
annotation may be replaced in Phamerator with your final annotation.

Making Phamerator maps

* Open the Phamerator program. (Allow up to a minute for the main window to
appear, as Phamerator will check for new databases when it boots.)

* Click on ‘Phages’ in the left ‘Sources’ pane.

* The name of the current database will be displayed at the top of the window (top red
oval in Figure 6.2). Make sure the database is “Mycobacteriophage_Draft”. If not,
go to Edit = Preferences and select Mycobacteriophage_Draft from the Database
dropdown menu.

Note: Some of the screen shots in this section may not directly match the current version of
Phamerator, but the functionality is the same. Enjoy!
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Phamerator :: Mycobacteriophage_Draft

File Edit Tools Help

L
= + @ 3
Open Add Map Google Maps
<)
me Length (bp) GC% Number of Genes Cluster
Mitkau-DRAFT 68493 66.490006 95
Genes Patience_draft 70506 50.303520 105
Domains Plieone-DRAFT 155585 64.734390 219
Ruby-DRAFT 57726 61.367495 95
lurj99-DRAFT 51161 63.741913 77
DS6A 60588 68.437644 97
Shanawv-DRAFT 51140 A3 R4AN43R 91
Figure 6.2

You can now choose genomes you want to compare to one another. We recommend:
* Your phage

* Some closely related phages (in the same cluster or subcluster)

You should decide carefully which genomes you want to compare. For example you may not
want to compare all of the genomes from a particular cluster if there are a large number. If your
phage belongs in a cluster with several different subclusters, you may want to use a
representative of each subcluster.

A good rule of thumb is to shoot for no more than about six genomes to start with. You can
always return to this and generate more maps as you need them.

* Scroll through the list—or use the search bar—to find your phage.

* Click on it to select it. It will be highlighted.

* To add additional genomes to your selection, scroll through to find the genome you
want (if you used the search function, make sure you clear all search terms so that
you can see all of the genomes).

* Use Ctrl-click (or equivalent if using an emulator—on Macs it is often Ctrl-Shift-
click) to add another genome to your selection. You can also select consecutive
genomes in the list by using Shift-click.

* Repeat to select as many genomes as you want to include.

* The phages can also be sorted by simply clicking on the column headers—such as
cluster, Length, GC%—to help find relevant genomes.



In Figure 6.3, four genomes are currently selected, indicated by the orange highlight.

Phamerator :: Mycobacteriophage_Draft

= :.‘:1 @
Open Add t ( e Google Maps
Sources |®
Phages Name Length (bp) GC% Number of Genes Cluster :
Phdms TDdUI-URAFT oszy OU. 793590 199 J
Genes Optimus 109270 60.790702 230 J
Domains Anaya 60835 66.394345 98 K1
CrimD 59798 66.876819 S5 K1
JAWS 59749 66.617015 94 K1
BEEST_draft 59906 66,555938 91 K1
BarrelRoll-DRAFT 59672 66.615833 95 K1
Angelica 66.388134 94
Adephagia 66.606311 94
™4 68.113719 91
Pixie 61147 67.303384 100 K3
Fionnbharth-DRAFT 58076 68.007439 93 K4
Larva-DRAFT 62991 65.295042 S5 K5
Ender-DRAFT 74731 58.796216 111 L1
JoeDirt 74914 58.780735 126 L1
Figure 6.3

* Once you’ve finished selecting genomes, click on the button that says ‘Map’ (red
circle in Figure 6.3). Be patient, as it can take a minute (or more for a large number
of genomes) to generate the map.

* When the map window appears, you will see something like this:

Genome Map

File View Color

Zoomin ZoomOut NormalSize  AlignLeft AlignRight
Angelica » s g

efief £3

Adephagia

click ona gene click ona gene|

Figure 6.4

Congratulations! You’'ve made a Phamerator map using your phage’s draft annotation.
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6.1.5 Understanding and using the genome maps made by Phamerator

When the Genome Map window appears, you will probably only be able to see a small portion
of the genomes. You can resize the window to see more, but you probably won’t be able to see
the entire picture unless you change the zoom factor. A sample is shown in Figure 6.5.

* To see a view of your entire genome, click the “Zoom Out’ icon at the top left
repeatedly until you can see the genome ends.

[ Genome Map
File View Color

Q Q Q =

ZoomIn ZoomOut NormalSize AlignLeft AlignRight

click ona gene click ona gene|

Figure 6.5

Each genome is represented as a hash-marked horizontal bar. Forward-transcribed genes are
shown as rectangles above the bar, and reverse-transcribed genes as rectangles below the bar.
Each gene is colored according to the Pham to which it belongs, making it easy to see relatives
in other genomes.

You may have noticed that some genes appear to have smaller yellow boxes within them.
These represent matches to the NCBI Conserved Domain Database. These will be particularly
useful later when attempting to determine gene functions, but they can be confusing at this
stage. Fortunately, Phamerator makes it easy to toggle the display of these domains. Just go to:

View = Show Domains, then click to unselect this option.
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Genome Map
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Figure 6.6

Lots of information is displayed on Phamerator maps.

* Click the ‘Zoom In’ icon several times to get a closer look.

Genome Map
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Figure 6.7

Again, the white bar at the bottom represents the genome sequence itself, and is marked with
green numbers every 1,000 base pairs (bp). The small hash marks coming up from the bottom
show 100 bp intervals, while the ones coming down from the top show 500 bp intervals.

Each gene’s box has a number within it that represents that gene’s number in this genome.
There are also two numbers above each gene; the first is the number of the Pham this gene
belongs to, and the second—in parentheses—is the total number of members of that Pham.

Putting all this together, we can determine that Angelica’s gene 8 begins at ~1600 bp, ends at
~3000 bp, is a member of Pham 2369, and that there are 26 other members in that Pham:
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Figure 6.8

6.1.6 Viewing nucleotide sequence similarities in Phamerator
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A NOTE ON TWO DIFFERENT TYPES OF SIMILARITY

Nucleotide sequence similarity is a comparison of the DNA sequence (A, C, G, T) of
two genomes. It is often determined by running BLASTN. On Phamerator maps,
nucleotide similarity is shown by colored vertical boxes between genomes.

Protein similarity is a comparison of the amino acid sequence of two proteins. It is
often determined by BLASTP or ClustalW. On Phamerator maps, protein similarity is

shown by similarly colored gene boxes.

Phamilies, or Phams, are determined based on protein similarity and NOT nucleotide
similarity.

Don’t confuse these two types of similarity, or you may misinterpret the data that
Phamerator is showing!

\.

J

While Phamerator was conceived to compare protein sequences to other protein sequences, it

can also show nucleotide sequence similarity between genomes. To enable this function:

View = Show nucleotide conservation should be checked (as in Figure 6.9).
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Figure 6.9

Once you’'ve turned on ‘Show nucleotide conservation’, you may see colors between the
genomes on your map, as shown in Figure 6.10.
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Figure 6.10

Nucleotide sequence similarity is shown by the (often slanted) shaded regions (boxes) between
genomes. Each box represents one BLASTN alignment, and is colored based on its E value,
with violet representing the best matches (lowest E values) and red the worst matches (highest
E values). White areas indicate that there is no nucleotide similarity in those regions.

Looking at the screenshot above, it is apparent that the top two phages (Adephagia and
Angelica) have widespread nucleotide similarity to one another, as indicated by the solid
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purple between the two genome maps. The other two phages shown (TM4 and Larva) have
multiple regions of nucleotide similarity, though these areas are interrupted by dissimilar
(white) areas and have higher E values. This segmented similarity is a reflection of what you
saw in the BLAST searches performed earlier. The top two genomes are members of Subcluster
K1, while the bottom two are members of other subclusters within Cluster K.

Phamerator-generated maps can be extremely helpful when trying to evaluate a gene start
codon in your novel genome that (for example) produces a bigger gene than in the compared
genomes. A quick look at the Phamerator-generated map lets you know that the upstream
sequence does or does not have sequence similarity.

6.1.7 Other Phamerator features

58

There are many other functions in Phamerator. Several examples are below.

1. Click on the colored portion of any gene’s box to select it, and the nucleotide and
amino acid sequences of that gene are shown in the bottom panels.

2. You can move the order of genomes around in the display. This is important, because
the nucleotide similarities are only displayed by comparing two adjacent genomes in
the display. To do this, click and hold on the NAME of a phage you want to move (it
is on the extreme left, and you may need to scroll over to it), then drag the genome
either up or down to where you want it and release it.

3. You can move a genome to the left or right to better compare it to its neighbors. To do
this, Ctrl-Click-hold on the NAME of the phage (on a Mac, this might be Ctrl-Shift-
Click-hold), then drag to the left or right and release.

4. You can also align genes from multiple genomes, such as those within a particular
Pham. For example, you may have noticed that gene 13 in Adephagia is in the same
Pham as gene 9 in TM4. Select gene 13 from Adephagia, then Ctrl-click to select gene 9
from TM4, and verify that both genes are highlighted. Then press the “Align Left” or
“Align Right” button at the top of the genome map.

5. You may want to also explore the “Hover Highlights Pham’ function, available in the
View menu.

Y

Genome Map
File View Color
Zoom In

Zoom Out
Normal Size

Show E values
Show Descriptions
v Show Domains

v Show Phamily Names
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Figure 6.11



This function’s use is that when your mouse hovers over any gene, only the gene
members of that particular Pham are shown in color, while all others go white. This is
a very useful function for easily seeing gene conservation or loss in different genomes.

6.1.8 Saving Phamerator maps

Finally, if you would like to save the map as a file, from the Genome Map window go to:

* File = Save As
* Enter a name and select your desired file type (pdf files are a good choice).
* Click ‘Save’.

6.2 Starterator

6.2.1 Overview

A companion program of Phamerator, Starterator uses comparative genomics to highlight
conserved start codons for a given pham. Often, the scientific evidence for selecting a specific
start codon for a gene is not in agreement (discussed in section 8.4). However, by analyzing
that gene as part of a larger multiple sequence alignment, a start codon that is common to all
genes in the alignment can sometimes be found.

Starterator aligns the longest possible ORF for each gene (from stop codon to stop codon) in a
pham using ClustalW, and produces a graphic that shows all of the possible starts for all of
those ORFs in the pham. It is possible to run Starterator on multiple genes or phams at a time,
however, the more genes that are selected, the longer the program will take to finish. An entire
genome can take several hours. During classroom annotation, it may be more advantageous to
run Starterator on each gene individually as the need arises; or to generate a single .pdf of an
entire genome outside of class-time to be shared in a future class.

A more detailed guide for the installation and operation of Starterator can be found here at the
Software page of PhagesDB and Seaphages.

6.2.2 Interpreting Starterator results:

The Starterator output of a pham is comprised of a graph followed by a text summary.

In the graph below, each horizontal bar, or “track” in the output represents a single ORF---
unless some of the phages in the alignment have identical sequences. Identical sequences are
then pooled together in the same track. The length of all of the bars is determined by the
longest ORF in the pham (in the example below, the ORFs in tracks 1, 6, 14, 16, and 18 are
longer than the rest of the ORFs in the pham). The pink regions of the bars are included in the
Clustal alignment, the white regions represent gaps in the alignment. The multi-colored
vertical bars in each track represent all the possible start codons for each ORF. The starts are
numbered from left to right in order of appearance. Starts that are aligned between tracks have
the same number and the same color. Starts that are currently annotated in Phamerator are
colored blue, the other start colors are selected randomly. The Figure 6.12 was generated by
running Starterator on Sisi gene 5:
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Figure 6.12 )

While the genes in the pham above are very similar to each other—as shown by the perfect
alignment of starts from start “6” through the ends of the ORFs--- the region upstream of the
start is not. All of the genes in this pham have start “6” in common. However, start “6” has not
been selected as the start in the annotation in Phamerator in a number of genes. Many of these
genes are the lengthier genes in the pham, and these starts may have been chosen by
annotators who selected the longest ORF possible.

Following the graph is a report that lists all the genes that were included in the alignment and
the track each is represented by:



Pham 1523 Report

égzr‘acsk 1 . Ardmore_5, Taj_5, Tweety_gp5, Shaunal_5, Mutaformal3_5, Wee_gp5,
* Track 2 : Florinda_5
* Track 3 : Ruby_Draft_4, MisterCuddles_Draft_4, Girr_Draft_4
* Track 4 : Brocalys_Draft_6, Saal_5
* Track 5 : Cabrinians_Draft_5
* Track 6 : Spartacus_5, Hades_Draft_5
* Track 7 : Che8_5
* Track 8 : SuperGrey_Draft_5, Bipolar_Draft_5, Batiatus_Draft_5, Ovechkin_Draft_5
* Track 9 : GUmbie_5, Llij_5, Mantra_Draft_5, PMC_5, Dante_Draft_5
* Track 10 : ShiLan_5
* Track 11 : Dorothy_5, Inventum_Draft_5, Daenerys_5, Pacc40_5
* Track 12 : Bubbles123_Draft_5
* Track 13 : Llama_5
* Track 14 : DotProduct_5
* Track 15 : Empress_Draft_5
* Track 16 : SiSi_5
* Track 17 : OlympiaSaint_Draft_6
* Track 18 : Hamulus_5
* Track 19 : Fruitloop_5
* Track 20 : Ibhubesi_5
Figure 6.13

Sisi gene 5 is Track 16 of the graph.

The final component of the report lists a “recommended start”; based on the most frequently
annotated start(s) found in Phamerator, along with all the possible starts for the Starterated
gene(s).

Suggested Starts:

SISI_5, (6, 4435)

Gene Information:

Gene: SiSi_5 Stari: 4435, Stop: 5028

Candidate Starts for SiSi_5:

[(1, 4292), (2, 4313), (4, 4379), (6, 4436), (7. 4448), (9, 4490), (10, 4583), (11, 4739),
(12, 4796), (14, 4880)]

Figure 6.14

Starterator suggests that Sisi gene five should use start 6, at Sisi genome coordinate 4435.
It is important to remember that the Phamerator database contains draft annotations, and

therefore a commonly selected start found by Starterator may be an artifact of unrefined auto-
annotations generated by the computer gene-calling programs.
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7 Guiding Principles of Bacteriophage Genome Annotation

7.1

7.2

Overview

Genomes are best annotated when you understand their context. Their context can include how
similar or different they are to other phages. What cluster are they a member? How similar are
the phages of that cluster? How similar is your phage to the next closest phage? You may want
to BLASTN your sequence on PhagesDB, align your sequence with its closest match at BLASTN
at NCBI (use the align two sequences tool and format using display with “Pairwise with dots
for identities”). You will want to use your Phamerator data for nucleotide and protein
comparisons, and the DNA Master Genome Comparison tool (See Protocols -> Further
Discovery -> Exploring Bacteriophage Biology). Once you have an overview of your phage
genome, you are ready to start calling the genes.

Though the automated annotation you have created using DNA Master will usually identify
more than 90% of genes correctly, some genes will need to be manually added, modified, or
deleted. Therefore, all gene predictions must be reviewed to identify those that must be
changed. In this section, we provide a set of principles that should guide you as you evaluate
and improve upon your draft annotation.

It is helpful to think of the process of evaluating your draft annotation’s gene calls as an
application of these principles: together they will help you make the best possible gene
predictions. Itis essential to understand that any annotation consists of making a prediction as
to how the genetic information is organized and used. In the absence of experimental evidence
to support a given gene call, there is no right or wrong answer; there are, however, well-
supported or ill-supported predictions.

As with any set of principles, the ones presented here will conflict with one another at times.
It’s your job to weigh one against another and make the best gene calls possible.

Because of the importance of these principles, this section is dedicated wholly to presenting
them. Read them carefully before beginning an annotation, and keep them nearby as you work.

The Guiding Principles

The following two pages list the principles themselves. As mentioned above, we recommend
that you print those two pages, read them carefully, and keep them close at hand as your refine
your gene calls. Skip ahead to Figure 8.1. This is a diagrammatic representation of the work
involved in annotating a genome for GenBank submission. The gene prediction analysis
described in the Guiding Principles are part of the first two boxes of that diagram (Sections 8.4.1
and 8.4.2).

Because these are principles, and not unbreakable rules, you'll see words like “usually,”
“generally,” and “typically” used quite frequently. Remember that phages are famous for
finding exceptions to “rules”, so very little is truly set in stone.
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GUIDING PRINCIPLES
OF BACTERIOPHAGE GENOME ANNOTATION

1. In any segment of DNA, typically only one frame in one strand is used for a protein-
coding gene. That is, each double-stranded segment of DNA is generally part of
only one gene.

2. Genes do not often overlap by more than a few bp, although up to about 30 bp is
legitimate.

3. The gene density in phage genomes is very high, so genes tend to be tightly packed.
Thus, there are typically not large non-coding gaps between genes.

4. Protein-coding genes should have coding potential predicted by Glimmer,
GeneMark, or GeneMark Smeg. Start sites are chosen to include all coding
potential. These are, by far, the strongest pieces of data for predicting genes.

5. If there are two genes transcribed in opposite directions whose start sites are near
one another, there typically has to be space between them for transcription
promoters in both directions. This usually requires at least a 50 bp gap.

6. Protein-coding genes are generally at least 120 bp (40 codons) long. There are a
small number of exceptions. Genes below about 200 bp require careful
examination.

7. Switches in gene orientation (from forward to reverse, or vice versa) are relatively
rare. In other words, it is common to find groups of genes transcribed in the same
direction.

8. Each protein-coding gene ends with a stop codon (TAG, TGA, or TAA).

9. Each protein-coding gene starts with an initiation codon, ATG, GTG, or TTG. But
note that TTG is used rarely (about 7% of all genes). ATG and GTG are used at
almost equivalent frequencies.

CONTINUED...
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GUIDING PRINCIPLES

10. An important task is choosing between different possible translation initiation
(i.e., start) codons. The best choice of start site is gene-specific, and gene
function and synteny must be carefully considered. As phage genes are
frequently co-transcribed and co-translated, less weight may be given to optimal
ribosome binding site sequences in start site selection. Identifying the correct
start site is not always easy and is predicated on the following sub-principles:

a. The relationship to the closest upstream gene is important. Usually, there is
neither a large gap nor a large overlap (i.e., more than about 7 bp). If the
genes are part of an operon, a 4bp overlap (ATGA), where a start codon
overlaps the stop codon of the upstream gene, is preferred by the ribosome.
Therefore RBS scores may have little bearing in this type of gene
arrangement.

b. The position of the start site is often conserved among homologues of genes.
Therefore, the start site of a gene in your phage is likely to be in the same
position as those in related genes in other genomes. But be aware that one
or more previously annotated and published genes could be suboptimal, and
you may have the opportunity to help change it to a more optimal one.
Homologues in more distantly related genomes (those of a different cluster)
may prove more informative because alternate incorrect start sites are less
likely to be conserved. Use Starterator!

c. The preferred start site usually has a favorable RBS score within all the
potential start codons, but not necessarily the best. A notable exception is
the integrase in many genomes, which has a very low RBS score. Our
experimental data suggests that some genes do not have an SD sequence.

d. Manual inspection can be helpful to distinguish between possible start sites.
The consensus is as follows: AAGGAGG — 3-12 bp — start codon.

e. Your final start-site selection will likely represent a compromise of these sub-
principles.

11. tRNA genes are not called precisely in the program embedded in DNA Master, and
require extra attention. (Please refer to Section 9.5.)
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8 Gene by gene: evaluating and improving your draft annotation

8.1

8.2

8.3

66

Overview

This section describes the heart of the matter: how to go through a draft annotation, one gene at
a time, and decide whether or not the automated annotation called the gene correctly. You will
spend most of your annotation time in this section, because you'll need to follow the steps here
between 50 and 250 times per genome, once per gene!

If you’ve been following this guide step-by-step, you probably have all the items listed below
ready to use. If you've jumped directly to this step, you may want to gather the items listed
below to assist you as you go.

1. Your draft annotation file (from Section 4) open in DNA Master. (It is helpful to
have DNA Master’s Frames window open as well, with the windows arranged as
shown as the last figure in Section 4.4.4.)

2. A printout of the Guiding Principles of Bacteriophage Annotation (Section 7.2).

3. Phamerator running, preferably with a map displaying your genome and related
genomes (Section 6).

4. Your GeneMark outputs, most notably the one generated using a host (M.
smegmatis) as the target. (Section 5.3).

5. (Optional) A printout of your DNA Master-generated map (Section 5.2).
6. (Optional) A printed six-frame translation of your sequence (Section 5.1).

One useful configuration is to have a pair of annotators work together on a genome, using two
computers, one with DNA Master running, and the other with Phamerator.

Button-pushing mechanics reserved for Section 9

The goal of this section is to help you decide what modifications need to be made to your draft
annotation. In order to keep this section manageable and streamlined, we’ve moved the
detailed mechanics (button-pushing) of many of these operations to Section 9 of this guide.

Section 9 should be used more as an a-la-carte reference than as a step-by-step guide. For
example, you probably won’t need to read Section 9.4.1 about properly annotating a
programmed translational frameshift until you come across one during your annotation review.

Decision Tree for evaluating the draft annotation

To help clarify how to use Sections 8 through 12 of this guide, a decision tree is shown in Figure
8.1. There are three beginning tracks depending on what feature of your genome you're
currently investigating: one for Protein-Coding Genes (Section 8.4), one for Gaps in the
Annotation (Section 8.5), and one for Special Considerations (Section 9.4).



Blue boxes are decision points, most of which are covered in the rest of Section 8. To answer
the question in each decision box you’ll need to keep in mind the Guiding Principles described

in Section 7 of this guide as well as the rest of the information in this section.

Purple boxes are action points where you implement the changes you’'ve decided on. These

actions are described in detail in parts of Section 9.
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8.4 Evaluating protein-coding gene calls

The vast majority of features you will need to investigate are protein-coding genes, so you will
use this section extensively. The first few genes you review will probably take some time as
you become quite familiar with the process, but as you gain experience things will move faster.

It is best to start with your second open reading frame, which will typically be called gene ‘2" in
the DNA Master feature table. We recommend skipping gene 1 until you have some practice.
With no upstream sequence, some rules do not apply. Just remember to revisit this gene later!

In evaluating the veracity of the prediction of this gene that was performed automatically by
Glimmer and GeneMark, there are several questions you should ask, described in the following
sub-sections. We'll use a sample gene, but you can proceed with your genome from here on.

It is also recommended that—in accordance with good lab practice—you keep notes of your
thoughts and decisions as you proceed. You'll use them to enter your final Notes (Section 9.6).

8.4.1 Is the designation of this ORF as a gene well-supported?

If it’s not already selected, click on the [Features] tab.

In the central column, click on the gene in question to select it. A small black triangle will
appear to the left of that gene, indicating that it is active.

Look at the “Notes” field under the [[Description]] sub-tab.
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Figure 8.2
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The notes should report whether Glimmer and / or GeneMark made the prediction. In the
example above, both Glimmer and GeneMark did predict the gene with the same start.
(Remember that if both programs agree, only one program’s output is reported.) The gene
was called by both programs, which supports its legitimacy. Good so far.

Find this gene in your GeneMark-Smeg output, and check if there is coding potential that
supports this gene call (Figure 8.3).
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Figure 8.3

In Figure 8.3, the region of gene 5 is circled. You can find a gene by looking at its coordinates
in the Feature Table, then finding those coordinates on the GeneMark output. Use the stop
coordinate to identify the correct reading frame. For any given ORF, there may be many
possible starts, but only one stop.

GeneMark (smeg) shows that this ORF has coding potential starting near position 2300+ and
ending near 3600. You now have verified that all three coding prediction programs have
predicted this gene. Strong evidence that you have a gene! Now you want to evaluate
whether this is the best way to call the gene. Do you have the best start chosen?

How many other mycobacteriophages have this gene and do they all have the same start?

Examine the BLAST data under the [[Blast]] sub-tab (Figure 8.4), and see if there are genes in
the databases that are high-quality matches to this one.

69



B sheen_Blasted @@@

Overview Features | References | Sequence | Documentation |
SotBy [index + 4 [rag [Name  [S'End [3'End [Length |A Description| Sequence | Product! Regions Blast | Context| 1.
Select Features | Direct SOL | _EHEEN-‘Z ‘2 ji; 5926 ?zé Target Desciiption [~
HEEN, 1 4 pe
s B =H = RIEE] putative structuralprotein [Mycobacterium phage HINdeR]
Twe i A1 SHEEN_3 3 1259 157 318
u §6 gpS [Mycobacterium phage Timshel]
Name ke SHEEN_4 4 1566 2318|753
|| X 571 gp27 Mycobactenim phage Hery]
GenelD = Ib|SHEEN_5 5 AT T 568 27 [Mycobacterum phage Talo]
Locus  like |_|SHEEN_6 6 3699 3877|279 568 gp27 [Mycobacterium phage Bask21]
SHEEN_7 7 B39 4512 624 v
stat Bl —
[ |sHEEN 8 8 4509 5477 969 BLAST Hit
Length B | SHEEN - High'Scoring Paits (HSF) Accession YP_006051657 mm— %’
Regors [ 1 HSP Data | Aignment | & e Expotdl
%6 [¢ SHEEN. By Score 424.1 Identites 203 ¢ e & Delee
- Max Score 1 Date 11/11/2014 Delete Al
cal H ﬁ | [SHEEN. Score 1089 Zidentty 5075 425 -
| |SHEEN. Evalue 00E0  Postives 273 144 B AT D) 3
ECE  lke SHEEN, Length 400 ZSimilarty 6853 . Data Alignment | ‘
u B x
Product ke | |SHEEN. éue, 38-201 Beops 3 3 LSLGTKLPRL IQWGDDKVIR KISLGSDVIV TAADPDLAQG LRDQNA
Function ke SHEEN, Toomy 4.401 2 L HRLL L L LU+ R R A LTI 4+
Featureld [— _SHEEN arget N 4 ITLGDKPIRR ISWGSQE-IK KVSLGNSLLW AAEDPDMSQA NKTAI
eatuelD = u 1 W oo rewe 1A
T e | eI 18 12621 13130510 53 TLRSTFGLSG VHFKLTGPVG KYEAAFGSTA GRALALNDNF RAGST
SHEEN_13 19 13160 14149990 51 S L L T T T+ 1
[~ Hide Ignored Features [ sHEEN_20 20 14229 14330 162 53 AFNTQFRIPG VSFMISGPAG KYAKAFGTTA GRPLALGDHF RCGSI
Select Al Features | |SHEEN_21 2 14394 |14768  |375 103 GQAALQQIAA GNIEYDATID TYVSGYPNGD KITIENINTH TSGLY
| |sHeEn_ 22 2 14765 14320 156 101 11 FIL L+ Lk R L L
SHEEN_23 23 14917 15300 384 103 SQAVWEQIDK GTLHLDDTVN QWVPGLPSGN LIKIRHLLQM TSGLY
| |sHEEN_24 2 15303 15647 345 [
| |sHEEN_25 % 15660 16109 450 T
| |sHeEN_28 % 16124 16708 565 PQTAVSAANT
SHEEN_27 27 16821 17185 366y
= 203 LETPGRIIS DILINDVVKK AGLNNTTUPT AGCHOVEGIP TPAMN
Inset | Delete | Post| Vaidate |
Q|| » || M| 1-50000 Position: 46272  |[¥ Controls >> Map ¥ Map >> Controls
85Features | Live || 52927 65

Figure 8.4

Note to Figure 8.4: The inserted box is obtained by clicking on the sub-tab [[HSP data]].
DNA Master can display either HSP data or Alignment data at any one time.

1. The first match to Sheen’s 5th gene under the parameters of BLASTp in DNA Master is to a
putative structural gene in mycobacteriophage HINdeR.

2. Evaluate the E-Value. The score is 0.0E0, which is not exactly identical but close. (The E-
value on NCBI's BLASTp (default parameters) is 1e-122). Why is that?

3. The HSP data describes it as 98.0% aligned, 50.75 % identity, and 68.59% similarity. See
BLAST glossary (http:/ /www.ncbi.nlm.nih.gov /books /NBK62051 /) for definitions of
terms.

Review gene length to make sure it meets the expected parameters. You will recall (see
Section 7.2) that you should carefully examine genes less than 150 bp in length with an eye
towards gauging their legitimacy, and genes below 120 bp should be viewed very skeptically.
You can see gene length only when you are in the Widened Feature Table Mode (right click on
Name at the top of the table. (see Figure 8.5), or you can select your gene and the length will
be listed under the [[Description]] sub-tab to the right (see Figure 8.5). In this case, the gene
length (1224 bp) is fine. Note that the amino acid length is 408.



Verify that there is only one gene called in this region of DNA, as per Guiding Principle #1.
The easiest way to do this is by viewing either the Phamerator map or DNA Master map
you’ve generated to see if there are other genes called that substantially overlap this one on

either strand.
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Figure 8.5

Sheen_Draft 2.

Figure 8.6

1. In this example above, we can see from the DNA Master generated map that there are no
other genes occupying the same portion of DNA at gp5.
2. Note: Genes 9, 10 and 11 will need to be reconciled at a future point.
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DECISION TIME: Is the designation of this ORF as a gene well-supported?

GUIDANCE: Most gene calls will pass this stage. Exceptions are genes that are called by only one
program, have little or no coding potential, have very weak or no BLAST matches, are too short,
and/or substantially overlap other genes.

YES NO

ACTION: Continue to Section 8.4.2. ACTION: You need to delete this gene. Go to

Section 9.2.1 for instructions.

8.4.2 Is the called start site for this gene the best possible choice?
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This can be a tricky, but the simplest way to answer is to address the following questions.

Does the currently predicted start site include all of the coding potential in the GeneMark
output? The current start position for our example is in location A in Figure 8.7 below, and
captures all of the coding potential. A hypothetical start at position B, however, would be a
poor choice because it excludes coding potential.

Figure 8.7

Did Glimmer and GeneMark agree on the start for this gene? Check the ‘Notes’ field under
the [Feature] tab and the [[Description]] sub-tab to answer this question. In our example,
shown in Figure 8.8, the two programs agree.

Notes >

Original Glimmer call @bp 2347 has strength 10.85
SSC: CP: SD: SCS: Gap: Blast: LO: ST: F: FS:

Figure 8.8

Is the predicted start codon the longest possible for the ORF without causing excessive
overlap? The start codon, 2347, provides the longest gene possible for this ORF and does not
overlap with the previous gene.




Does the start site match other starts for similar genes in GenBank and the
mycobacteriophage database? To view the relevant information from NCBI BLAST, go to the
[[Blast]] sub-tab, then the [[[Alignment]]] sub-sub-tab. You can select different BLAST
alignments in the top pane to see how your start compares to those in a variety of other
genomes. Refer to Figure 8.7 for the alignment display. To review the relevant information
from PhagesDB, select your protein and perform a BLASTp. Either and/or both will provide
you with a global look at this protein and its homologues. Does it match proteins only found
in the same subcluster or cluster of mycobacteriophages? Does it match phages from other
clusters? Does it match phages of other species?

Remember to not be overly enthusiastic about alignment to other gene products, because you
don’t know a priori whether these were correctly identified. You just know that someone
made that choice during a previous annotation. In addition, our example only has 68.59%
similarity, 50.75% identity even though the 98% of the sequence aligns. It would be wise to
look at the alignment across more than one homologue. The best approach to this is to use the
two matches from the same subcluster, HINdeR and Timshel. The chosen start is the best
alignment to those genes.

Using Starterator to evaluate gene starts. Sometimes the comparison with genes in a
particular pham is what you will want to evaluate. You can use Starterator to evaluate that.
Starterator provides you with alignment adta to evaluate the starts of a given Pham.

Refer to Section 6.2 for how to run Starterator for your gene of interest, in this case Sheen,
gene 37 (stop at 29071). From the Phamerator map, you can identify that this gene belongs to
Pham 6183. The Starterator report has 3 components: the visual representation of each
member of the Pham (represented as “Tracks”; a list of labels for each track; and the
Recommend Start. As you start from the top and review coding potential, gaps, and BLASTP
alignments, you will want to change the start of this gene (It does not capture all of the coding
potential, doesn’t fill the gap, or possess the best SD scoring.) You could run Starterator and
evaluate its output because this output would show you if the start that you think is most
appropriate has been called in other genomes. In this example (See Figure 8.9), the Starterator
output confirms that the most upstream start is clearly a better choice.

Pham 6183

Pham 6183 Report

- Track 1 : HINdeR_34,
- Track 2 * Sheen_Draft_36,

Most Called S!ar\dhumbebasedmaacamb
Percent with start called: 70.0000%
Genes at call the

Smeadiey et Expaliarmus. Drart 28, Sainys.29, Astto_29,
Archy raft_31, Chadwick_Draft_30, UnionJack_Draft 30,

Genes that have the most called start but do not call it

jleR_34,

Qher Suars Caled

-3 HINdeR_34, Timshel 35,
Perc ce t wilh siart called” 20.0000%

n_Draft_36,
Pt i 3t called: 10.0000%

Smeadiey_ Draft 28, (4, 23512)
El’!NoeR ,[(3,29552), (6, 29465), (7, 23456), (11, 29399), (12, 29378), (13,

Dxpeltarnus Diet, 26,4, 23460)
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‘ Genes that do not have the mosi caled start
HINd , Sh raft_36, Timshel_35,

Figure 8.9

Other Starterator notations are “NA” for “Not Applicable”—for orphams, or for genes in which
the evidence overwhelmingly supports a single start choice; or “SS” for “Suggested Start”.
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Does the predicted start have an associated ribosome binding site [RBS; Shine-Dalgarno
(SD)] with a high score or recognizable sequence?

While ribosome binding site sequences can be found in phage genomes, the presence of a high
scoring RBS is not the strongest determinant for what start to choose for any particular gene
for a number of reasons. First, the most common arrangement of start and stop codons in
phage genomes is a 4bp overlap between genes (for example, with the sequence ATGA: in
which the -TGA is the stop of the upstream gene, and the ATG- is the start of the downstream
gene). This arrangement allows for co-translation and does not require the ribosome to rebind
to an RBS for the downstream gene. Second, leaderless transcripts (nNRNAs that begin with
the first base of the start codon) have been identified for some genes in phage genomes,
suggesting that the ribosome is binding to the mRNA through some other mechanism that the
SD sequence. Finally, ribosome binding is a mechanism for the regulation of protein
expression, such that a poor binding site may be essential for limiting the levels of a protein
made during infection. So while Shine-Dalgarno sites should be evaluated for every gene, the
start with the best SD score may not be the best choice for a given gene’s start.

The Shine-Dalgarno (SD) sequence in E. coli is AGGAGGA. It is located 7- 10 bases upstream
of the start site. The Shine-Dalgarno sequence helps recruit the ribosome to the mRNA by
aligning it with the start codon. Both the sequence and the spacing of the sequence are
important in the evaluation. Dr. Lawrence recently rewrote the algorithms that underlie this
evaluation using metrics described by Kibler (SD Scoring Matrix) and Karlin (Spacing Weight
Matrix).

You will want to open the “Choose ORF start window to evaluate the ORF. (Check Section
4.4.4 for details on how to open the “Choose ORF start” window.)

In the Choose OREF start window (See the oval of Figure 8.10), you must first select the SD
scoring and Spacing Weight matrices. You will find multiple options (in a drop down menu)
for both matrices. With Dr. Lawrence’s recommendations and some trial and error, we
suggest using Kibler 6 and Karlin Medium.



Figure 8.10 shows that there are 24 possible start codons for our example, gene 5 (coordinates
2347 - 3570) of Mycobacteriophage Sheen. For each start, this window displays, a raw SD
score, Genomic Z value, spacer distance, final score, upstream sequence to that start (can you
find an AGGAGGA-like sequence?), the start codon, start position, and ORF length.
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Figure 8.10

Use the following to best evaluate the information in this window:

1.

You are provided the Raw Score (how well the SD sequence matches) in addition to the
spacing and the final score. This allows one to assess the match independent of the
spacing. The higher the score (the less negative), the better the sequence match. This Raw
Score compares the SD of the start of interest with all of the SD scores across the genome
(a distribution of scores). This scoring system is based on log probability scores. They are
negative numbers and higher (less negative) are better. Moreover, magnitude is now
meaningful. A score of -2 is ten times more likely than -3.

You can see that distribution by clicking on the Genomic SD score button in the bottom
right of the choose start window. (See arrow in Figure 8.10.) To evaluate the distributions,
change the bin counts to 20. If you see a normal distribution, proceed.

The normal distribution of the scores will be mostly random. These are ALL SD
sequences, even in frames where no genes are predicted. So you are looking at the scores
with the highest value (least negative number). However, the scores you see in your list
are NOT random, but remember all but one are not correct!

The distribution of scores throughout the genome is used to provide a Z-value for each
raw score. You can see the distribution of Z scores by clicking on the Genomic SD Z value
button, and changing the bin count to 20. Z is the number of standard deviations from the
mean. A Z-value higher than 2 is getting good.

The spacer distance is the number of bp this sequence is found upstream of the start. You
will recall that you want the number to be between 7- 10.

The final score is determined by both the raw score and the spacing. It is evaluated in the
same way as the raw score, where the higher the score (the less negative), the better the
sequence match.

Note: The settings for this window are open for exploration. In general, when this particular
gene is not controlled by a Shine Dalgarno sequence, this evaluation should not provide a
clear answer. Further evaluation on this point is needed.

Applying this to our example, the start 2347 has the highest Raw SD Score and has a spacer
distance of the predicted length (10). It is the highest final score (-2.112) and is at least 100
times more likely than the next lowest score (-4.714). The Z-value of 3.161 is the best in the list.
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Note: The old DNA Master score is still available, but deprecated. It will eventually be
removed. No Z-values, base distributions or probabilities are available in that format.

You now need to put this information together to make the best choice and record your
decision in the notes.

In this example, the initial information in the Notes window is:

Notes |

Original Glimmer call @bp 2347 has strength 10.85
SSC: CP: SD: SCS: Gap: Blast: LO: ST: F: FS:

Figure 8.11

To complete the notes for gp 2, you can enter something like this:

MNotes

Original Glimmer call @bp 2347 has strength 10.85

SSC: 2347 - 3570 CP:only start to capture all coding potential SD: best
scores SCS: Agrees with all Gap: a gap of 30 Blast: First match is to
HINdeR and Timshell with 3:4 alignment LO:YES! F: structural protein
FS: phagesDB w/ 68%pos. and 50% ID to HINdeR but still requires
further investigatior|

Figure 8.12

SSC: Record actual coordinates. 2347-3570. This may seem redundant, but this points to a
common oversight. As you make decisions to change a start, you forget to actually change the
start in the Feature Table (Section 9.2.3)

SD: Does this call have a relevant SD and is it the highest score?

SCS: This gene was called by all coding potential prediction programs with the same start.

Gap: Yes, there is 30 bp gap that cannot be filled with a coding potential prediction. This
points in the direction that there may be a ribosomal binding site upstream of this gene.

Blast: The first hit is to Mycobacteriophage HINdeR. BP 3 of Sheen aligns with BP1 of
HINdeR.

LO: Is this the Longest gene possible in this ORF? Yes

ST: Starterator data (where applicable). (Enter NA when it is not applicable---as in the case
for an orpham with no close matches, or NI if Starterator was run but is Not Informative.)

F: and FS: Refer to Section 10 to complete this part of the gene evaluation. In this example,
“structural protein” was noted in the BLASTp at PhagesDB.

For complete instruction on documenting gene calls, refer to Section 9.6.



DECISION TIME: Is the currently called start site for the gene the best choice?

GUIDANCE: Ten percent or more of your genome’s start sites will likely have to be changed, and in
some cases NEITHER Glimmer nor GeneMark will call the correct start. For each gene, gather the
information described in this sub-section, and try to weigh all possibilities to arrive at the best call.

YES NO

ACTION: Continue to Section 8.5. ACTION: You need to change this gene’s start.
Go to Section 9.2.3 for instructions.

8.5 Checking gaps in the draft annotation for uncalled genes

According to Guiding Principle #3, the genes in phage genomes are generally tightly packed, so
any large gaps (>50 bp) in your annotation should be reviewed.

In circumstances where you have a series of genes in the same orientation that are likely to be
expressed as an operon, these genes are typically nestled closely end-to-end. However, non-

coding gaps are perfectly legitimate and to be expected, and filling gaps with poorly justified
gene calls is not appropriate.

There are two basic things you should look for in gaps.

Can the start site of the downstream gene be extended so that the gene covers more of the
gap? Carefully consider all possible start sites for the downstream gene. If a longer one is
available, compare it to the current start site to see if it is a similar or better choice. All other
things being equal, a longer call is usually preferable, but do not extend genes just to fill a gap.

If YES, go to Section 9.2.3 to change the start site.

Is there a protein-coding gene in this gap? You have several resources to help answer this
question. First, you can use Phamerator maps to see if any similar genomes have a gene called
in this gap. Second, you can look at the GeneMark-Smeg output to see if any of the reading
frames in this gap show some coding potential. Third, you can copy the DNA sequence from
your gap and use it to run a BLASTX search on NCBI. The combination of these techniques
may yield convincing evidence that the gap contains a protein-coding gene that was missed by
both Glimmer and GeneMark.

If YES, go to Section 9.2.2 to add a gene.
Remember too that you should expect non-coding gaps between divergently transcribed genes
as there is a strong prediction that promoters lie within these regions. For example, in Figure

8.13, we should expect some gap between gene 47 (transcribed leftwards) and gene 48
(transcribed rightwards).
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Figure 8.13

8.6 Finding and refining tRNA and tmRNA genes

DNA Master searches for tRNAs by default, but may miss some tRNAs that other approaches
can find, or may miscall the precise boundaries of these genes. See Section 9.5 for information
on how to search for and call tRNAs and tmRNAs.

8.7 Completing your annotation refinement

Much of the work of annotation is following the steps above—for each gene and gap in your
genome—until you've settled on the best calls for each with the information given.

As a double-check, you should scroll through the Feature table and the genome map (using
buttons at the bottom of the [Feature] tab) to make sure that all the changes you’ve made have
been committed to the file.

One suggestion to confirm that the changes you have made are actually in your file is to use the
Genome Comparison Tool in DNA Master. (See Protocols -> Further Discovery -> Exploring
Bacteriophage Biology). As you make changes in your file, the gene calls can become disparate
with the auto-annotation found in Phamerator. The Genome Comparison Tool produces a
quick, easily produced genome map compared to any genome(s) of your choice.

@ Compare genomes Q@@

Blast Genomesl Filter Blast Hesults] Synteny Map  Map Comparison I Dlthologsl Pairwise Summalies] Genome Groupsl
| | |e‘|e,| > |»| Hl 1-6250 Position : 238 EEENRCN(Sheen BlastedReplicon() amAm
Sheen_Blasted

DT T T O B D
Mycobacterium phage Timshel

B ) D )
Mycobacterium phage HINdeR

B ) ) - s

Figure 8.14

Several important steps remain.

1. Documenting your gene calls. You can use the Notes field (under [Feature]
[[Description]]) to record notes about each gene as you go. Your final submitted
file, however, should have each gene’s Notes field filled in according to specific
instructions so as to facilitate checking the annotation. These documenting
instructions are described in Section 9.6.
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. Determining putative functions. You've figured out where the genes are (and
aren’t), so the next step is to see if you can make a well-supported guess as to what
they do. This process is covered in Section 10.

. Merging several different portions of the annotation into a single file. In a
classroom setting, often you will choose to split the genome into sections and have
different groups or students work on different sections. If you've split the genome
up, now is the time to bring everyone’s work back together or “Merge” the different
annotations. This process is described in the first part of Section 11. We
recommend that you make this a vibrant part of your classroom structure. It can be
quite problematic to think that you will do all the “checking” work out of class.

. Checking the final annotation. Once you’ve produced a nearly final annotation, it
still needs a (relatively) expert eye to double-check it, as described in Section 11.

. Submitting final files. When you're confident in your annotation, have
investigated every nook and cranny, and are ready to send it out the door, you'll
need to generate and submit a final DNA Master file, as well as a list of those who
have worked on the annotation and should be authors on the GenBank submission.
This is described in Section 12.
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9 The mechanics of making changes to your annotation

9.1 Overview

This section, unlike most sections of this guide, is not intended to be a sequential step-by-step
description of any part of the annotation process. Rather, it is intended to be used as a reference
section for how to make specific changes to your annotation. The actual decision-making steps
were described in Section 8, and a graphical summary can be seen in the Decision Tree in
Section 8.3.

The three most common operations you’'ll need are covered first. They are:
* Deleting a gene
* Adding a gene
* Changing the start site for a gene

The following sub-sections describe some common steps you should take after making any
changes to your annotation. They are:

* Posting changes
* Validating your calls
* Renumbering your genes

* Re-BLASTing a gene you’'ve changed

There are also some less common operations that you may need. They are:
* Annotating a programmed translational frameshift
* Annotating introns

* Annotating wrap-around genes

Next is a sub-section on RNA genes. It is:

* Predicting tRNA and tmRNA genes

Finally, there is a sub-section of how to document the annotation work you’ve done:

* Documenting your gene calls

9.2 Making common changes to your annotation

9.21 Deleting a gene

* Select the [Feature] tab of your main genome file.

* In the center column, click on the feature you would like to delete to select it. (The
selection can be verified by the presence of a black arrow to the left of the gene
name.)

¢ Click the ‘Delete’ button, found at the bottom of the center column.
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Click the ‘Post’ button to commit your changes to the database.

9.2.2 Adding a gene

If it’s not already open, open the Frames window by going to DNA - Frames

Locate the ORF that corresponds to the gene you would like to add.

Click within that ORF, and a green or red line will appear, depending on its
orientation.

Click on the ‘RBS’ button in the lower-right corner.

Confirm that you have selected the correct frame by verifying the coordinate of the
STOP codon. There can be many possible starts for each ORF, but there is only one
possible stop!

Choose the best start, as described in Section 8.4.2, then click anywhere in that start
site’s row in the “Choose ORF start” window to select it.

Return to the [Feature] tab and click on the ‘Insert’ button at the bottom of the center
column.

A new window will appear that allows you to add the feature. Verify that the
correct orientation (forward /reverse) is selected and that the coordinates are correct.
Do not worry about adding the correct gene number or gene product (gp) number,
as the genes will get renumbered using the Validation function when you are done.

Check the boxes ‘add to feature table’ and ‘add to documentation’.
Click ‘Add Feature’.

Click the ‘Post’ button to commit your changes to the database. This is also a good
time to save your file.

Your new gene will likely be placed at the end of your feature list, because the
default sorting is by index number, rather than genome position. To sort by
position, find the dropdown box at the top left of the [Feature] tab labeled ‘Sort by’,
and change it from “Index” to “Start.”

You may want to collect BLAST data for your new gene. See Section 9.3.4 for
instructions.

9.2.3 Changing the start site for a gene
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Select the [Feature] tab of your main genome file.
In the center column, click on the gene you want to change to select it.
Click on the [[Description]] sub-tab to the right.

In the box labeled “Start”, third from the top under “Description”, type in the new
start coordinate you’ve selected.

Click on the Calculator button (this is an icon of a calculator, found just to the right
of the “Length” display) to recalculate the ORF length. The new length (in bp) will
be shown and should reflect your change.



* Click the ‘Post’ button at the bottom of the central column to ensure your changes
are saved to the database. This is also a good time to save your file.

* Because you’'ve changed the start site, you'll probably want to re-BLAST this gene so
that the BLAST results reflect your change. See Section 9.3.4 to do so.

9.3 Common steps to take after making changes

9.3.1 Posting changes

When making gene changes—including changing start codons, deleting genes, annotating

programmed frameshifts, adding notes to the Notes field, etc.—you need to both enter and
post the changes. Simply entering them is insufficient, and the changes may be lost. Once

you’ve learned how to post, it doesn’t hurt to post often!

Normally, a selected gene in the feature table will be indicated by a triangle, as shown below.
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Overview Features | F!efelencesl Sequence] Ducumentalion]
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- e N MklARL C© [=3 2NN7 2477 471 — r

Figure 9.1

When you make a change to a feature listed in the Feature table (e.g., begin typing in the
Notes field), the icon next to the feature changes to an Insert icon, as shown below.

42 Echild_10.18.13
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Figure 9.2
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For the most part, this change to Insert Mode happens automatically when you start typing in
any of the fields under the Description tab. Your changes, however, won’t be posted to the

database until you exit Insert Mode.

The following are ways to make sure your edits get posted to the database.

© C(lick on the ‘Post’ button at the bottom of the center column.

@ Click on the Calculator icon, after changing a start or stop.

© C(lick on a different feature in the center column.

You will be able to tell that your changes have posted to the database because the Insert icon
will change back to the right-pointing triangle.
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Important Note: The following are ways that your changes will not be posted to the database,
and WILL BE LOST.

© Saving your file while still in Insert Mode.
© Clicking on a different tab or sub-tab while still in Insert Mode.

9.3.2 Validating your annotation

As you work through your genome, DNA Master has a handy validate feature that helps
ensure your gene calls have valid start/stop codons and do not have any internal stop codons.

To perform a genome validation, follow the steps below.

¢ Click on the ‘Validate’ button, at the bottom of the central column in the [Features]
tab (located in the red circle in Figure 9.3 below).
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Figure 9.3

DNA Master will let you know when gene calls are not in frame or if they have incorrect start
or stop codons. A genome is not complete unless validation returns as “All ORFs are valid”.
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9.3.3
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Figure 9.4

If the validation generates failures, you should check the coordinates in those features to see
what might have gone wrong and make necessary changes. You can then re-run the
validation to ensure all ORFs are valid.

Renumbering & formatting annotated features

When you add or delete a gene, you may want to renumber the genes to reflect the change.
Genes added manually after auto-annotation will appear at the bottom of the feature list when
sorted by Index. Sorting by Start will place the gene in its correct order by start coordinate.

To renumber your features:

In the [Features] tab, click the ‘Validate’ button located at the bottom of the central
column. This will open the [[Validation]] sub-tab on the right side.

Check the boxes as shown in Figure 9.5.

In the field marked “Locus Tag Prefix”, type in your phage’s name (it will be all capital
letters). This is a necessary attribute of each feature for a GenBank submission. We are
adding it here so that “Tags’ are renamed in the same manner as ‘Names’ and ‘Products’.
For returning users, we are changing the format this year.

Click the ‘Reassign Gene Data’ button.

Click “Yes’ to confirm in the window that pops up.

Genes will now be re-numbered sequentially.
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9.3.4
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Figure 9.5

Note: If you're annotating a portion of a genome as one part of a larger group, you may not
want to renumber genes because this may cause confusion if some groups do so and others do
not. Make your own decisions, but bear this in mind. You can re-number as often or as little
as you like.

Additional Note: Remember that the auto-annotation is based on a random sample of the
genome. This means that all auto-annotations will NOT be identical. Therefore, your auto-
annotation may not exactly match what was loaded into Phamerator. As you re-number, the
gene numbers may again be modified from what is in Phamerator. It is prudent to identify
gene by their STOP coordinate. Until a genome is published using gene names (in our case,
numbers) all other means of identifying a gene a can lead to confusion.

Re-BLASTing a gene

Once you have finished adding a gene, changing a gene’s start site, or entering multiple
regions for a gene, it can be useful to re-BLAST the gene. This is particularly helpful to check
whether or not a gene’s modified start site now matches those published in GenBank.

¢ From the [Features] tab, select the [[Blast]] sub-tab.

* Click the ‘Delete All’ button, identified in Figure 9.6. Do not skip this step. DNA
Master does not overwrite Blast hits, storing multiple copies that can be confusing.
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Figure 9.6

* A dialog box will pop up and ask if you really want to delete all the BLAST hits for

this gene. Click “Yes’. The BLAST tab will now be empty of hits, as shown below.
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* Click the ‘Blast this gene’ button.

* A new window will appear, labeled “BLAST search for [your gene coordinates]”.
The status of the BLAST attempt will continually be updated in this window until
the BLAST is done. When it is finished, the window will display the BLAST results

as shown in Figure 9.8.

Figure 9.7

¢ If you have not BLASTed all genes, or want to re-BLAST all genes you can do it here

also.
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Figure 9.8

* To save your new BLAST hits to your genome file, select the [Save to Database] tab.
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Figure 9.9

* Click on the drop-down arrow next to the empty field under ‘Maximum E-Value of
HSPs to save’.

* Scroll through the listed E-values (these are from your new BLAST matches) and
pick an appropriate value (greater than 10-) that also gives you a useful number of
matches (at least 10 or so). If you only have E-values higher than 10+, just pick at least
one match so you will know that you have BLASTed this gene, and it doesn’t have
any good matches in GenBank.



* Click the ‘Save [n] Values’ button. The “n” will be automatically filled in for you
based on the number of matches you picked from the drop-down menu. It should
then say “[n] saved” in this window under the button. Close the BLAST window.

* Now your new BLAST hits should be listed in your genome file (you may not see
them until you select a different feature and then reselect the one you just BLASTed
to refresh the view).
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Figure 9.10

9.4 Making less common changes to your annotation

9.4.1 Annotating programmed translational frameshifts

Assuming you have identified the two genes involved in the frameshift (see Section 8.4.3), the
next critical piece of correctly annotating a frameshift is locating the precise position where the
shift occurs. A printed six-frame translation of the region in question is helpful during this
process (see Section 5.1).

Frameshifting occurs when the ribosome encounters a “slippery” sequence in the mRNA, such
as GGAAAA, and loses track of how to count to three. In the most common shift, the -1 shift,
the first “A” of the above sequence is “counted” twice; it is read as the third nucleotide in the
last codon of the upstream region, AND the first nucleotide in the first codon of the
downstream region. (There are also examples of +1 shifts, in which a nucleotide is skipped, or
-2 shifts, in which two nucleotides are counted twice.)

For those unfamiliar with finding the slippery sequences and determining where and how the
shift is occurring, it is probably easiest to examine a similar phage’s genome in Phamerator
that has a correctly annotated fusion gene, and compare it to the six-frame translation of your
own phage’s fusion gene. This will help to determine what the correct amino acid sequence
should be, and therefore which nucleotide the shift must occur at.
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To annotate a programmed translational frameshift within your phage, you should do the
following (we use Fionnbharth below).

Determine the precise location of the shift

* Using Phamerator or BLAST, find the most similar genome you can that has a
correctly annotated frameshift. For Fionnbharth, we’ve selected Angelica.

* Make a Phamerator map using your genome plus the similar genome you’ve chosen
(see Section 6.4).

* Click on the first gene in the correctly called frameshift in Phamerator to select it. Its
border will change from black to orange to indicate that it’s selected, and its
nucleotide and amino acid sequences will be displayed in the panels at the bottom of
the window, as shown in Figure 9.11.

File View Color

Q QU Q =

ZoomIn Zoom Out NormalSize AlignLeft AlignRight

Currently selected gene

Fionpbharth-DRAFT

— T S
{ Nucleotide sequence of } Al f

mino acid sequence o
{ ! 1
= currently selected gene | - tcurrentl selected ene)
>Angelica_19 K 4 gene >Angelica_19 4 g

ATGGCAAAAGAGACCAAGACCAACGAGACCGACGTCGACGACACCGCCGAGGCTGTCGTGGCTACCG MAKETKTNETDVDDTAEAVVATEDEQASIAEEWADDYDEGTELFVGKFDADDFDTDYGVADFPDGATIA
AGGATGAGCAGGCCAGCATCGCCGAGGAGTGGGCCGACGACTACGACGAGGGCACCGAGCTGTTCGT VKRCLRKPPPGWIRQHAHLSDLERTFALIEMHASDRALEILDSLQQKPWDDFVERWGRDGGLIEGKSRRS
CGGCAAGTTCGACGCTGACGACTTCGACACCGACTACGGGGTCGCCGACTTCCCCGACGGCGCAACGA ARRRAR
TCGCCGTCAAGCGCTGCCTGCGCAAGCCCCCGCCGGGATGGATTCGCCAGCACGCGCACCTGTCCGAC

CTTGAGCGCACGTTCGCTCTGATCGAAATGCACGCCAGCGACCGGGCTCTCGAAATCCTCGACAGCCTG

CAGCAGAAGCCGTGGGACGACTTCGTGGAGCGCTGGGGCCGCGACGGCGGGCTGATCGAGGGAAAAT

CGCGCAGGTCTGCGCGGCGGCGCGCCAGGTAG

Figure 9.11

* Copy the amino acid sequence from the bottom-right panel and paste it into a new
text file.

* Now select the second correctly called frameshift gene (just below the first), and
copy and paste its amino acid sequence into a new text file as well.

* Locate the precise position where these two amino acid sequences diverge. (This can
be done by manual inspection of the amino acid sequences, or by using BLASTP
with the “Align two or more sequences” option checked.) In our example, the two
Angelica sequences diverge after amino acid 135, as shown:

... GGLIEGKSRRSA... in the first protein.
... GGLIEGKIAQVC... in the second (fusion) protein.

* Now back to your genome. An examination of your six-frame translation shows the
two genes as they were called by DNA Master’s Auto-Annotate function.
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* In Figure 9.12, the purple bar shows the end of the first protein, and the blue bar
shows the beginning of the auto-annotated version of the second protein. Note that
the purple highlight is in reading frame 2 while the blue is in reading frame 1. This
means that this phage likely has a -1 frameshift, and we need to identify a nucleotide
somewhere in this region that should be “counted” twice by the ribosome.

* Near position 12841 there is an obvious slippery sequence, “GGGAAAA”
(underlined in red below). If we count the first A (at position 12844) of this sequence
twice, we shift frames as shown by the red box, and generate the amino acid
sequence ...GGLIEGKIHQIC... in the fusion protein. This sequence is not identical
to Angelica’s fusion sequence, but it is very close. Counting carefully from the left,
we can determine that the first “A” at position 12844 (underlined in green) is the
coordinate of our frameshift.

% Six Frame Translation of Fionnbharth_Annotated

View Map | Export Map |

G Q G R W P H R G I H @ I C A A ¥ R Q ¥V E D oA I R R D L I W

R T R F 4 & T 3 3

G A R T ¥V A 3 3 R EN P P N L R G G * A G R G R D 3 P R P H R
12815 TGGGGCAAGGACGGTGGCCTCATCGAGGGALAATCCACCALATCTGCGCGGCGGTTAGGCAGGTAGAGGACGCGATTCGCCGCGACCTCATCG

45262 ACCCCGTTCCTGCCACCGGAGTAGCTCCCTTTTAGGTGGTTTAGACGCGCCGCCAATCCGTCCATCTCCTGCGCTAAGCGGCGC TGGAGTAGC
T p C P R H G * R P F I W w I Q@ A 4 TUL C T 5 3 A I R R 5 R HM
H pPp L 35 P P R N 3 P F D V L D 4 R RNPL Y L V RN AL AL VYV E D
P A L ¥V T o E D L 3 F G G F R R P P * & P L P R 3 E G R G * R

GTLSUDDLYJLFIFJLAPPNTJL_

L R * A G T T F T H 35 35 35 L H R R I P P T K R AL G 35 Q
R H A E L G R P L R I HL R CT AL E Y R C V P C L R K G L D H
12930 CGGCACGCTGAGCTGGGACGACCTTTACGCATTCATCTTCGCTGCACCGCCGAATACCGCTGTGTTCCATGCCTACGAALAGGGCTGGATCAC

45147 GCCGTGCGACTCGACCCTGCTGGAAATGCGTAAGTAGAAGCGACGTGGCGGCTTATGGCGACACAAGGTACGGATGCTTTTCCCGACC TAGTG
P v 3 L Q 5 35 R * A N M K AL AL G G F ¥V A TN W Ao * 5 F P Q I VW
vV LR Q A P ¥V V¥V K VY C E D E 3 CRUPR I G 3 HEDN GV F L 4L P D
R C A 353 5 P R G KR M * R R Q V A 3 Y R QTG HUERURTF P 5 5 *

Figure 9.13
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Annotate the frameshift in DNA Master

* Go to the [Features] tab and click on the second of the two genes involved in the
frameshift. (We do not need to modify the first gene, only the second.)

* In the [[Description]] sub-tab in the right-hand section, locate the field labeled
“Regions” (far right column, shown below). Change the number from “1” to “2”,
then click the “Post’ button at the bottom of the central column to save this change.

¥ Fionnbharth_Annotated EJ@E|

Overview Features |F|eferences| Sequencel Documenlaliunl
SortBy |Start vI 4 [Name  [Stat  [Stop | A Description | Sequencel Pmductl Hegionsl Blast | Eunlexll
Select Features | Direct 5Q|_| | 15 an 1273 Name |21 GenelD

- m | |6 1273 1953
Type s H 7 1985|2204 Type  |CDS | &l
Name ke 3 2221 2493 Start 12331 Locus Tag |DNAM201
GenelD = | ME 2570 3910 = Stop 13311 (Hegions | 2
Locus ke |10 3922 5508 L Length 321 Tag |

11 5483 g248
Start . 12 Py PP Direction Forward g
lonatn = = RRSETRRETII | | nclesfinnear] — |
Figure 9.14

* Change from the [[Description]] sub-tab to the [[Regions]] sub-tab in the right-hand
section of the Features tab.

* You will now enter the two regions that constitute the fusion protein. These must
be entered in order, upstream first and downstream second.

* The Start coordinate for the first region is the start of the whole frameshift region
(same as the start for the previous gene). The Stop coordinate for the first region is
the position you’'ve identified where the frameshift occurs; in our example it is 12844.
For the Length field, just enter the number 1, because DNA Master will calculate this
for us automatically in the following steps, but does require that some number be
entered as a placeholder until then.

@ Extracted from FastA Library Fionnbharth.fasta Q@@
Overview Features I Heferences] Sequence] Documentalion]
SortBy [index | 4] |Name  |Stat  [Stop |4 Description | Sequence | Product Regions I Blast | Context |
Select Features I Di:eclSQL] AL 121111636 Start ISlop Length
i MAE 11717 12328 = 12431 12844
Tyee i Al = 20 12431 12880 —

Name like CE 12991 13311
GenelD 22 13314 17489
locus fke | HEE 17508 18623
st W HED 18623 20410
% 20411 20929
Length  [3 BES 20926 22023
Regions 3 :2? 22035 22280
%GC < [ |28 22273 | 24582
| NE 24586 | 25590
el . 3 25612 | 25989
EELI 31 26020 27630
Product  like |32 27630 | 28421
Function like | | 33 28459 28857
FeawelD = [ |13 28854 29189
T e | HE: 29186 | 29446
v
[~ Hide Ignored Features < >
Geloct &l Foshmae | Insert | Delete |ﬂ| Validate
|« «|B|Q) D |P| M| 3376 - 15625 Position: 15098 | ¥ Controls >> Map ¥ Map >> Controls -I_

14 By [ 13 [ 2 2 2

/3
95 Features Live 52076 | @ 2

Figure 9.15

Insert I Delete Assign Lengths |




» With the “Length” field selected (as shown in Figure 9.15 by the blue highlight),
press Tab to move to the second line. For the second region of the fusion protein,
the Start coordinate is the position of our frameshift (again, in our example this is
12844). The Stop coordinate is the previously called stop for the second gene (the
end of the entire frameshift region, in our example 13311). Again, the Length should
be entered as “1” for now.

* Click the ‘Assign Lengths’ button at the bottom of the [[Regions]] sub-tab (see
below). DNA Master will calculate the length of each region and display it in the
“Length” column.

@ Extracted from FastA Library Fionnbharth.fasta Q@@
Overview Features | References[ Sequencel Documentationl
SortBy [Index | 4| |Name  |stat  [Stop |4 Description| Sequence | Product Regions I Blast | Contest |
Select Features I DirectSIJLI | |18 11211 11636 Start IStop |Length | ~
19 1717 12328 3
: | 12431 12844 414
ez B K| §ER 12431 12880 [y
) L > 12844 1331 468
Name = like CE 12991 [13311 B
GenelD = | |22 13314 17489
locus ke | |2 17508 [18623 |
st W | |24 18623 20410
| |25 20411 |20329 Calculated
Length B HEE 20926 |22023 lengths
Regions |31 | |27 22035 |22280
%GC < BEE 22273 | 24582
cAl B L= 24586 | 25530
N 30 25612 | 25989
e HEl 26020 |27630
Product  like | 132 27630 | 28421
Function ke | |33 28453 | 28857
FeaturelD = | 34 28854 29189
; 3 29186 29446
Tag like — F
[~ Hide Ignored Features < 2
R [ | Insert | Delete | Post | Validate | Inset | Delete | |[2
|« <@/ » || p|a376- 158625 Fosiion: 13717 | W Contioks >> Map @ Mapm
14 159 18 {179 18 y[ 13 [ 20 % [ 21} 2
95 Featues | Live | 52076 |3 2
Figure 9.16

* Finally, change back to the [[Description]] sub-tab, and enter the correct start and
stop coordinates for the entire gene (both regions). In our example, these
coordinates are 12431 and 13311. Then click the Calculator icon to post changes and
calculate the length of the entire gene.
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@ Extracted from FastA Library Fionnbharth.fasta

Overview Features | Referencesl Sequencel Documentationl
SortBy [index | 4| |Name  |[stat  [Stop |4 Description I Sequence | Product | Regions | Blast | Context |
Select Features I Direct SOL | | |18 11211 11636 Name |21 GenelD
13 1717 12328
Type is A = (20 12431 12880 Type  |CDS M| Lt
Name  lke 112431 13311 Start 12431 )Locus Tag |DNAM201
GenelD = I | 13314 17489 Stop Regions 1
Locus  like 17508 18623 || |ength Tag
18623 20410
Start . Direction Forward
20411 20929 -
Length . 20926 22023 Translation Table IUndehned j
Regions - 22035 22280 EC Number
% GC < | 22273 24582
— 24536 | 25590 Product
w N 5612 | 25389 ap21
ECH like =1
26020 27630
Product  like 27630 | 28421 Function
Function like 28459 28857
Featweld = [ |J 20854 29189
T ik 29186 29446 Notes |
a9 e v | |Original Glimmer call @bp 12391 has strength 9.38
[~ Hide lgnored Features L) 2
Golect &l Fastimns | Insert | Deletel Post Validatel
M« 4|B|S| > || M| 574715956 Position : 15905 [V Controls >> Map ¥ Map >> Controls h
14 Vs Ja7) [ 19 ] 21 o 2
95 Features 58076 | & ?

Figure 9.17

Now if you change back to the [[Regions]] sub-tab, you will see a graphic representation of
your two frameshifted regions in black bars at the bottom of the tab, as shown in Figure 9.18.
(You may need to select a different feature, then come back to this one to refresh the view.)

‘émj Fionnbharth_checked WP

Overview Features If‘ | | Doct on |
Sort By |Index ~| 4 |Name Start Stop 4| Description | Sequence | Product Regions I Blast | Contest |
Select Features | Direct SOL I | 15 an 1273 Start |S[op |Length | ~
Tye i [A S —g 13;2 *2233 [ 12 1. 414
. — 4 12844 1331 468
Namciie HE 221 2433 -
GenelD = | |9 2465 3910
Loows e [ |10 3322 5508
Start - ,— | 1" 5483 8248
| [12 8245 8442
Lengh  [B1] HE 853 (9106
Regons Bl [ [s 9165 10094
%GC < | 15 10234 10608
16 10611 10967
cal -
ECH E _17 10954 11214
e HiE 121 [11636
BioduclpRe HE 17712328
Function like | | 12880
FeaturelD = L 133
e ke ,— | |22 13314 17489
| |23 17430 18623
[™ Hide Ignored Features 24 18623 20410 i
Select All Features | 125 20411 |20928 3 A4
< 3
Insert | Delete | Post| Validate Insert Delete Assign Lengths
M|« «(@]e]» || M| 1-50000 Position : 25028 v Controls >> Map [ Map >> Controls

o] o

10y 1 2N R BN R B R

I 95 Features

Figure 9.18

Note: The frameshift described here is a -1 programmed frameshift. Not all tail assembly
chaperone frameshifts are -1. They can also be +1 (typical of Cluster F1 genomes) or -2. (Xu,
J., Hendrix R.W., Duda, R.L. (2004) Conserved translational Frameshift in dsDNA
Bacteriophage Tail Assembly Genes. Molecular Cell 16, 11-21.



9.4.2

9.4.3

9.5

9.5.1

Annotating introns

Genes with introns in them can be annotated as two regions by following the procedure above
under the heading “Annotate the Frameshift in DNA Master.” In this case, the two regions
you enter will correspond to the exon portions of the gene. However, determining the precise
boundaries of these regions is beyond the scope of this guide, and you need to refer to relevant
literature or previous examples to figure this out. At this moment in time, we are not calling
introns without experimental data.

Annotating wrap-around genes

Wrap-around genes are those that ‘connect over the right and left ends of the phage genome.
Wrap-around genes can be annotated by following the procedure above under the heading
“Annotate the Frameshift in DNA Master”, (Section 9.4.1). In this case, the first region will
the portion of the gene at the right end of the genome, starting at your chosen start site and
stopping at the end of the genome. The second region would be the portion of the gene at the
left end of the genome, starting at position 1 and ending at the stop codon for the frame. For
example, in a 60,000 bp genome, the two regions might be something like 58,734-60,0000; and
1-4.

There is a caveat associated with wrap-around genes. GenBank software cannot tolerate a
wrap-around gene when annotated in a linear genome. Since all phage genomes are
submitted as linear genomes (because in a phage, they are all linear), a gene that extends over
the ends is not permitted as a CDS. However, it is tolerated if labeled as a Miscellaneous
Feature instead.

Predicting tRNA and tmRNA genes

DNA Master’s Auto-Annotate feature runs the tRNA search tool Aragorn, v1.1, which may
identify some tRNA genes in your genome. However, the version of Aragorn that is within
DNA Master does not call the tRNAs (and their ends) as well as it could. The newest, web-
based version of Aragorn is the best of the tRNA programs at determining the correct ends of
tRNAs. The other web-based program, tRNAscan-SE, is useful for finding non-canonical
tRNAs as it is possible to relax its search parameters.

tRNAScan-SE and web-based Aragorn must be run on every sequence.

Running web-based Aragorn (version 1.2.36)

* Goto: http://130.235.46.10/ ARAGORN/
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ARAGORN, tRNA (and tmRNA) detection
Dean Laslett, an Australian specialist in stable RNAs, is the developer of ARAGORN.

ARAGORN Search online
| Download Upload (multi) fasta file:
—— ("Browse... ) Echild.fasta or choose a genome: [ E.coli | M.jannaschii ‘ Yeast |
| Publication ‘
. Select options Full list of options
Type | tRNA | tmRNA | both \|
Other software Allow introns, 0-3000 bases ((no | yes
\ ARWEN Sequence topology | linear | circular |
| BRUCE Strand |’E single
R Output format ( standard | tab-delimited
| tRNAscan-SE h
Submit [ | Reset [
Other links
| tRNAdb
Figure 9.19

* In the “Upload (multi) fasta file’ section, click ‘Browse...” then select your phage’s
DNA sequence as a FASTA file.

* Choose the following settings:
Type: Both (tRNA & tmRNA)
Allow introns: no

Sequence topology: circular (because phage genomes circularize upon
infection)

Strands: both
Output format: standard
* Click the ‘Submit’ button.

* Your results will load in a new page. The output includes the secondary structure of
the tRNAs found. An example is shown in Figure 9.20.



ARAGORN v1.2

Please reference the following paper if you use this
program as part of any published research.

Laslett, D. and Canback, B. (2004) ARAGORN, a
program for the detection of transfer RNA and
transfer-messenger RNA genes in nucleotide sequences.
Nucleic Acids Research, 32;11-16.

Searching for tRNA genes with no introns

Searching for tmRNA genes

Assuming circular topology, search wraps around ends
Searching both strands

Using standard genetic code

Bongo Complete Seguence, 80228 bp including 11 bp 3' overhang (ACCTCCTGCAA), Cluster M
80228 nucleotides in sequence
Mean G+C content = 61.6%

1.

aopnonomrn
[
NWQ QY raQ

na

ageg tgeg c©
1211 c ottt

a tgge
atg a

tRNA-Arg(ccgqg)
96 bases, $%GC = 65.6
Sequence [32355,32450)

Figure 9.20

The principles underlying Aragorn are described in:

Laslett, D. & Canback, B. (2004) ARAGORN, a program to detect tRNA genes and
tmRNA genes in nucleotide sequences. Nucleic Acids Res. 32;11-16. PMID: 14704338

9.5.2 Running tRNAscan-SE (version 1.23)

¢ Go to: http:/ /mobyle.pasteur.fr/ cgi-bin / portal.py# forms::trnascan

Click the button marked Advanced options. Scroll down through the list, and change the following
settings:

Improve detection of prokaryotic tRNAs to “yes”

Analyze sequences using COVE only to “yes”

Show both primary and secondary structure components..... to “yes”

Disable pseudogene checking to “yes”

Strict or relaxed tRNAscan-SE mode to “relaxed”

Strict or relaxed EufindtRNA mode to “relaxed”

Cove cutoff score for reporting tRNAs to “0” (you have to scroll down a bit to find this one)

Save secondary structure results file to “yes”
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Anything you change from the default settings will automatically get highlighted in yellow.Now if
you click the “only simple options” button, all of your yellow-highlighted selected options on the
advanced page should be returned to the main window, and it should look like this:

tRNAscan-SE 1.23 ?

] Run \ ] Reset \

Detection of transfer RNA genes ’ advanced options ‘

* Sequence File

No file selected. ( 14 select )
>Rey Final Sequence, 83724 bp, 11 bp 3' overhang (ACCCCATGCAA), Singleton, GPCL454, 19 Primers
ATCGGGCCTTCTCTCTCCGGCACTTTTGGGCCGAGACCCTTCGATTTCAA m

TTTGCTGTGGTACCATTGGGAGGGGGGTTTGGGCGGGTGGGATGGAACCAA
ACTCCCTGGTCGAGACGAATGAGTGCTCGAAAACAGCTGGTGGCACCTCG A
GTTGAGGGGTTTGCTGTATGCAAAAAACCCGCCCCTCCCGATGCAGGAAG =
AGCGGGTTCTGAGCCCGTTTTGAGCGGCTACTGGTGGTCGGCGCGAAGCG

AORCAMACOMAAMOMMARAAMAMMMANN AN AMA MO RN MA S

8 Search Mode options

Improve detection of prokaryotic tRNAs (-P) 2 | Yes [+]

Select archeal-specific covariance model (-A) 2 [ No %]

Analyze sequences using Cove only (-C) 2 | Yes 4]

Show both primary and secondary structure components to covariance model bit score (-H) ? @
Disable pseudogene checking (-D) 2 | Yes '+

B8 Special options
Strict or relaxed tRNAscan mode (-t) ? | Relaxed (R) vt]

EufindtRNA mode (-e) ? | Relaxed (R) r¢]

B8 Specify Alternate Cutoffs / Data Files options

Cove cutoff score for reporting tRNAs (-X) 2 0

8 OQutput options
Save secondary structure results file (-<f) 2 | Yes ,:]

References :Fichant, G.A. and Burks, C. (1991) Identifying potential tRNA genes in genomic DNA sequences, J. Mol. Biol., 220, 659-671.

—
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Figure 9.21

* Next to the field labeled “Sequence file” , click the ‘Upload...” tab and select your
phage’s DNA sequence as a FASTA file.

¢ Now click “Run”

Note: This program can take some time to run with the relaxed parameters (~20 min), and so it
may be worth pre-running it prior to class time.

When the job is finished, you will get a file emailed to you with your results that can be
opened by any browser, or you can right-click on the finished job in the far left column (one is
circled in the below figure) and select “Open link in new tab”. This will open the results of
your search.



set email | si-gn-in | s-ian-oth

Mobyle @Pasteur refresh workspace
tRNAscan Search ) or [more] m Data Bookmarks Tutorlals
x x
8 sequence |
B nucleic X
B pattern 32 http://mobyle.pasteur.fr/data/jobs/trnascan/Q32538305022955
o trnascan -
(update)(get help)(back to form)(remove job)
Data Bookmarks [overview]
ISequence : Rey.fasta parameters-
Sequence File (DNA Sequence)
“a -
 trnascan - 10/16/13 16:18:53 Rey.fasta (FASTA) [ save
¢ trnascan - 10/16/13 16:34:04 >Rey Final Sequence, 83724 bp, 11 bp 3' overhang (ACCCCATGCAA), Singleton, GPCL454, 19 Primers w
(\l trnascan - 10/16/13 16:49:24 ATCGGGCCTTCTCTCTCCCGCACTTTTGGGCCCGAGACCCTTCGATTTCAA
-4 TTTGCTGTGGTACCATT TTT 'GGGATGGAACCAA
ACTCCCTGGTCGAGACGAATGA TCGAAAACAGCT ACCTCG

GTTGAGGGCTTTGCTGTATGCARAAAACCCGCCCCTCCCGATGCAGGAAG
AGCGGGTTCTGAGCCCGTTTTGAGCGGCTACTGCTGGTCGGCGCGAMGCG
CGAGATCGGTGATCTTCAGGTATTTGGCCGATGGCGGGATAGTCAGGTAG
CCCTTCGCCCCCTGGCCCATGATCACGTCCATGTCGATGAGTCCGCTGCC
GACCTGGCAGCTGCTGTTCGAGCACAGCTCCCAGGATCCGCCCGAGTTCG
TCACGGTGTAGACGTAGTCACCCGGCATGATGTCCGACCCGACGCGGAAC

<l»l

8 Search Mode options
Improve detection of prokaryotic tRNAs (-P) ? True

Analyze sequences using Cove only (-C) ? True

Show both primary and secondary structure components to covariance model bit score (-H) 2 True

D d hecking (-D) 2 True

8 Special options
Strict or relaxed tRNAscan mode (-t) ? Relaxed (R)

EufindtRNA mode (-e) ? Relaxed (R)

B8 Specify Alternate Cutoffs / Data Files options

Cove cutoff score for reporting tRNAs (-X) 2 0

Figure 9.22

The outputs from this program looks like the sample in Figure 9.23
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welkin@pitt.edu (guest)

set email | sign-in | sign-out
MObYle @ Pasteu r refresh workspace
Search [more] m Data Bookmarks Tutorials
Programs | x |
2 all
:!2:::&3‘ « http://mobyle.pasteur.fr/data/jobs/trnascan/Q32538305022955
O database (get help) back to form )( remove job (download
a display
B genetics results
8 hmm Results files (Text)
information
nucleic B Reysta.ss |4 save
@ phylogeny Rey.trna24 (61775-61848) Length: 74 bp
O protein Type: Undet Anticodon: ??? at 0-0 (0-0) Score: 19.77
8 sequence HMM Sc=-0.81 Sec struct Sc=20.58
structure * * | * | * | * | * | *
Seqg: GCCCTGTTCGTCTAACGGCAGGATTCCTGCGgagTTGGTCCCAGCGGGATCGAGCTaTCGAATCCTCCACGGGGCA
Str: >>>33>>,.3>>>....... B e I, [ S et T <<<cgLcc<<<<,
@ alignment m
o database Rey.trna25 (61855-61927) Length: 73 bp
Type: Ala Anticodon: TGC at 34-36 (61888-61890) Score: 12.09
g]hV‘t"gte“Y i HMM Sc=-7.22  Sec struct Sc=19.31
@ blast_to_multialign

A
v

© hmm_build_search bookmark ) as Reysta.ss | or | [%)( further analysis )

@ mafft-cons-tree

o protein_distance_phylogeny

Standard output (Report)

Tutorials O trnascan.out |4 save
B data formats Rey 18 BII8Y 61259 Lys TTT U U 54.65  34.43  20.22Z
o BMPS_tutorial Rey 19 61261 61336 Ile GAT 0 0 47.92  27.52  20.40
 registration Rey 20 61341 61410 Arg cer 0 0 2.49  -16.75 19.24
® sotobyst Rey 21 61425 61502 Gly TCC 0 0 40.71  9.99 30.72
setpbystep Rey 22 61563 61634 Val TAC 0 0 61.45 38.25 23.20
Data Bookmarks [overview] Rey 23 61696 61773 Thr AGT 0 0 58.76  32.03  26.73
Rey 24 61775 61848  Undet 222 0 0 19.77 -0.81 20.58
Sequence : Rey.fasta Rey 25 61855 61927 Ala TGC 0 0 12.09 -7.22 19.31 m
Rey 26 62051 62123  Asp cTC 0 0 44.73  14.87  29.86
Rey 27 62184 62254 Glu cre 0 0 30.93  9.60 21.33 4
 trnascan - 10/16/13 16:18:53 M
 trnascan - 10/16/13 16:34:04 as [trnascan.out| or
« trnascan - 10/16/13 16:49:24
Figure 9.23

The top window displays the predicted tRNA sequence with “>>>" under the sequence to
indicate portions that pair to make the tRNA stems and “...” underneath to make the tRNA
loops.

The bottom window lists the number of found tRNAs, their start and stop coordinations, the
amino acid, the anti-codon, the intron boundaries (almost always zeros in phages), the COVE
score, the HMM score, and the secondary structure score. We are primarily interested in the
COVE score as a measure of the quality of the putative tRNA.

The principles underlying the tRN Ascan-SE program are described in:

Lowe, T.M. and Eddy, S.R. (1997) tRNAscan-SE: a program for improved detection of
transfer RNA genes in genomic sequence. Nucleic Acids Res, 25, 955-964.

tRNA secondary structure and end determination
Some manual checking is required to determine the precise 3’ end of a tRNA gene.

In the tRNA schematic below, the 5" end of the tRNA is a 7 base-pair segment called the
Acceptor Stem. The remainder of the tRNA is depicted in the diagram; it winds all the way
through three additional stem-loops of variable lengths and then back to the matching base
pairs of the acceptor stem. Conserved bases are labeled in nucleotide single-letter shorthand at
the appropriate position. The tRNA algorithms score potential tRNAs based on their
adherence to the conserved bases and stem-loop lengths.



Acceptor

Discriminator base
contributes to recognition
by aminoacyl tRNA synthetase

Anticodon Loop

Figure 9.24

After the Acceptor Stem, the 3’ end has up to four unpaired bases. The first is called the
discriminator base, and it is part of the recognition system that the tRNA synthetase uses to
charge the tRNA with the correct amino acid. The discriminator base is followed by the
sequence CCA.

The ends of the tRNA must be carefully checked. The acceptor stem loop must be seven base
pairs. The CCA sequence at the 3" end must be present on the final tRNA molecule for the
tRNA to be charged. Sometimes in the tRNA gene within the DNA of the genome the CCA
sequence is truncated, in which case the additional part of the CCA sequence is added after
transcription. Therefore if the 3’ end of the sequence is not CCA, it should be trimmed at
the first deviation from the CCA sequence, and the remainder should not be included in the
gene call. This is usually done by web-based Aragorn perfectly.

The tRNA Schematic shown in Figure 9.24 is an adaptation of the schematic found on the
Lowe website http:/ /lowelab.ucsc.edu/tRNAscan-SE/ with review and guidance from Dr.
Craig L. Peebles.

In Summary:

The phages that contain more than 1 tRNA within their genomes tend to localize the
tRNAs to certain regions of the genomes (also called “tRNA clusters” in the phage tRNA
literature.) It is highly unusual that a phage will contain a sole tRNA distant genomically from
all the others within its genome found by the programs, or encoded on the opposite strand as
all the others, or encoded within a ORF called by GeneMark or Glimmer that has high coding
potential. In general, violation of any of the three preceding conditions is sufficient for
exclusion of a potential tRNA from an annotation. It is possible for a phage genome to have
multiple tRNA clusters (for example, the Cluster C mycobacteriophages have three tRNA
clusters).
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The “best” tRNAs are those with a tRNAscan-SE COVE score higher than 20, and that
are also found by web-based Aragorn. These criteria include almost all known bacterial
tRNAs. Some phage tRNAs meet these standards, however, others don’t. Until the phage
tRNAs are more extensively tested for expression and functionality in the wet lab, we will err
on the side of inclusion.

In our annotations, we will include:
¢ AlltRNAs with COVE scores above 2

* All tRNAs found by web-based Aragorn, even if they are not found by tRNAscan-SE
at all or have a COVE score lower than 2.

The ends of the tRNA should be trimmed to match the web-based Aragorn start and stop
coordinates.

Entering a tRNA in DNA Master

DNA Master may have already called some of your tRNA genes using the old stand-alone
version of Aragorn. If so, go to the [Feature] tab and the [[Description]] sub-tab, and enter the
following information. (See Figure 9.25 for an example.)

* Type: tRNA (not CDS)
¢ 5" and 3’: Exact coordinates as determined above

¢ Feature Product: “tRNA ” (In the blank, write the amino acid 3-letter
abbreviation, e.g. “Lys”.)

¢ Feature Notes: “tRNA ” (In the blank, write the amino acid 3-letter
abbreviation followed by the anti-codon, e.g. “Lys (ttt)”.) Include the COVE score
from tRNAscan-SE and whether or not it was detected by Aragorn.

Description l Sequence | Product | Regions | Blast | Context |
Name 128 GenelD
Type  [tRNA ~| GI
SEnd | 6169 LocusTag |REY_128
3'End W Regions I 1
Length 78 Tag |
2

Direction Forward

I |

EC Number

Product
tRNA Thr

Function

Notes vl
tRNA-Thr [agt), COVE = 58.76, also called by Aragom. Ends trimmed to
web-based Aragorn calls.

Figure 9.25



If you are adding a brand new tRNA, click the ‘Insert’ button at the bottom of the central
column. Then enter in the above information in the window that opens and click ‘Add
Feature’. (You can leave the name blank, and it will be automatically assigned when you
renumber genes, as described in Section 9.3.3.)

9.5.5 Identifying and annotating tmRNA genes
Description from Wikipedia:

“Transfer-messenger RNA (tmRNA) is a bacterial RNA molecule with dual tRNA-like and
messenger RNA-like properties. In trans-translation, tmRNA and its associated proteins bind
to bacterial ribosomes which have stalled in the middle of protein biosynthesis, for example
when reaching the end of a messenger RNA which has lost its stop codon. tmRNA can recycle
the stalled ribosome, add a proteolysis-inducing tag to the unfinished polypeptide, and
facilitate the degradation of the aberrant messenger RNA.”

The coordinates for tmRNAs can be annotated as web-based Aragorn (or the algorithm
BRUCE on the Aragorn web page) calls them. Entering tmRNAs into your DNA Master
annotation can be done using the same procedure as for entering tRNAs (Section 9.5.4), only
the “Type” of feature in the should then be “tmRNA" (not CDS or tRNA).

9.6 Documenting your gene calls

Just like in at the wet bench, it is important to takes notes and document your findings during
genome annotation. While you may want to keep an additional notebook or word document for
lengthier rationales or questions, there is a good place to put an abbreviated version of your
rationale for each gene in the DNA Master file. In the [Feature] tab and [[Description]] sub-tab,
there is a convenient box marked “Notes” that will allow you to do this.

Every gene call should be documented in its Notes as described below. These notes are
extremely important for the annotation review process. This is the place where you will want to
advocate for those difficult calls. Once checked, these notes will be removed from the GenBank
submission file.

%2 ponovan_Final g@@
Overview Features | References | Sequence | Documentation |
SonBy [Stat v 4 [{Name  [5'End [3'End [Length | | Description | Sequence | Product | Riegions | Blast | Contest |
Select Features | piectsaL | |41 N L O 1 Name [1 GenelD
[iF] 43 208 1677
Tope is Al = e 2106 363 1484 Type  |CDS -l &
Name like 4 60 4834 1335 5End | 55 LocusTag |DONOVAN_1
GenelD = [ ts 48% 5261 36 FEnd | 444 Regions | 1
e — 2 ook [o45 Length 350 e [
st Bl s oot lees 1353 Direction Forward 2
Length Bl s 6956 706 351 Translation Table [Undefined ~l
Regions B o 7322|7845 34 EC Number
zec &I [ 7645|7914 270
cal | |2 7914 (8291 378 owuct
B ke[ M[iE 8288 8725 438 £
e [ o1e 8819 (9817|999
Product like 015 9933 10532 600 Function
Function like o 9933 [10851 918
Feawed =|[ |17 10865 14632 3768
a e [ o 14629 16374 1746 oes
& e [13 16374 18110 1737 Original Glimmer call @bp 55 has strength 12.44; GeneMark calls start at
; — 151
m izl | |t20 18133 19026 834 SSC: 55-444 PWD. CP: all covered. SD: 483, highest. SCS: GL called,
Select All Features (21 19027 (21288 2262 GM called shorter but | went with GL due to higher SD and BLAST
iz 2288 (22325 103 matches. Gap: 1st gene. Blast: 01:51 gp1 BigNuz. LO: longest, F:
— Teminase smal. FS: Blast P on phagesdb.
ME 22340 22483 150
[ i2e 2506 22868 363 2
Insent | Delete | Post| Vaiidate |
1-47162 Pasition: 1 ¥ Contiols >> Map [¢ Map >> Controls
78 Features Live
Figure 9.26
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To edit the Notes field, simply click within the field and type. Make sure you Post changes
(Section 9.3.1) when done so that you don’t lose your work. The following information should
be recorded for every gene, in order if possible.

The original auto-annotation information. So do not delete!

SSC: Start/stop coordinates. (This may seem redundant because there are “Start” and
“Stop” fields that already contain this information, but it serves as a double-check that
all changes you made are actually contained in the final file.)

CP: Whether or not your start includes all the coding potential identified by GeneMark.
SD: Whether or not the start has the best SD score of all this ORF’s possible starts.

SCS (Start choice source): Whether or not the gene was called by Glimmer and
GeneMark, and if the start was called by same.

Gap (or overlap): Any significant gap or overlap with preceding gene (in basepairs).

Blast: The best BLAST match, and the alignment of the gene start with that BLAST
match. (For example, “Matches KBG gp32, Query 1 to Subject 17, or “Aligns with
Thibault gp45 q3:s45”.)

LO (Longest ORF): Whether or not the coordinates you have chosen yield the longest
reasonable possible gene for that ORF. A start that overlaps the upstream stop codon by
4bp can reasonably be called the “longest ORF” if the only other start choice would
cause a 700bp overlap with the preceding gene.

ST: Starterator data is entered here. If it is not applicable, record NA. If it was run and
was not informative, write NI. Other notations are “suggested start” or “conserved
start” (a start found throughout the analyzed pham that isn’t the suggested start).

F (Function): Gene Function

FS (Function source): source for the function (see Section 10), and supporting evidence
(BLAST e value? HHPred probability? Phamerator?). Please mention if BLASTP
assignments come from phagesdb.org or from GenBank. Include the phage name and gene
number of the phage used as the basis for your functional assignment. Only enter the
putative function in the Notes, do not write anything into the function field.

Anything else you think is important. In particular if you made a different choice than
previous annotators have made in published genomes, and feel very strongly about
your choice, this is the place to let us know. Example: If your gene start does not
match the published starts of similar genes in GenBank, an explanation of why not.
(“Published Thibault gp45 start not present in my sequence” or “Thibault start caused a
200 bp overlap with upstream gene”)

An example of good Notes:

SSC: Start: 2435 Stop: 2650 (FWD). CP: Agrees with both Glimmer and GeneMark
predictions. SD: 310, best score. SCS: ORF includes all coding potential shown on
GeneMark-Smeg output. LO: 213 bp; longest possible ORF. Gap: 84 bp gap with
Previous Gene. BLAST: gp3 of Oline; Oline aa 1 aligns with query aa 1. ST: Not
informative; F (Function): NKF (No Known Function).
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10 Assigning gene functions

10.1 Overview

Before the age of bioinformatics, the only way to determine a gene function was to perform wet
bench experiments: cloning and expressing a gene, or knocking a gene out, and then
characterizing the resulting mutants. These kinds of studies are still the gold standard for
determining gene function.

Because of recent advances in sequencing technology, however, we are identifying potential
genes far more rapidly than we can perform the supporting wet bench experiments for
functional determination. Bioinformatic tools can make some strong predictions through
comparative approaches, especially by comparing the sequence of any particular gene to the
sequences of genes with known functions (i.e., those that have been characterized
experimentally).

Even with the new tools that are available, we are unable to assign functions to the majority of
the genes that we annotate in bacteriophage genomes. A common occurrence is that students

assign poorly-supported gene functions. All reference to functions need strong evidence to be
considered.

There are several categories in which genes can be assigned functions with some confidence.

1. Virion structural and assembly genes, i.e. those encoding proteins that are either
components of virion particles or assist in their formation. These include genes
encoding the terminase, portal, capsid maturation protease, scaffolding proteins, major
capsid protein, major tail subunit, tail assembly chaperones, tape measure protein, and
minor tail proteins.

2. Genes involved in phage DNA replication. These include DNA polymerase, DNA
primase, DNA helicase, nucleotide metabolism genes, and ssDNA binding proteins.

3. Genes involved in life cycle regulation. These include various regulators such as
repressors and activators, integrases, recombination directionality factors, etc.

4. Genes involved in lysis, including endolysins (referred to as Lysin A in the
mycobacteriophages), Lysin B, and Holins.

5. Other well-characterized genes, including transcription factors, toxin/anti-toxin
systems, peptidases, phosphatases, host gene homologues, methylases, nucleases, and
DNA binding proteins, among others.

Not all phages contain all of the above genes—or at least genes that can be recognized as having
these functions (e.g., we still are not sure where the tail assembly chaperones are in the cluster B
phages). Even with a substantial body of knowledge about the mycobacteriophages, we can
still only assign functions to 10-20% of the genes in a given genome. Remember that it is okay
to write “No Known Function” or “NKF” for a gene.

For more information on the specific function of some of the above phage genes as they relate to
mycobacteriophages, see:

http:/ / phagesdb.org / glossary /
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Remember assigning functions is an area where the amount of data that is available for
comparison is greater than ever before. There is a lot of history to how you can attribute
function to the gene product you are investigating. As with everything else you have learned in
the annotation process, this requires that you contextualize the evidence you are evaluating. In
addition, we are getting better at this, so comparisons to more recent annotations is a better
reflection of our understanding than older annotations. If it looks too good to be true, it
probably isn’t! You can always write a note that there was a weak “hit’ to some obscure
function, but DO NOT CALL gene function without good evidence.

10.2 Using bioinformatic tools to assign gene function

There are four main tools that are useful for predicting potential gene functions. These are:
. BLASTp (at PhagesDB or NCBI)
. HHpred

N =

W

. Phamerator

=~

. Conserved Domain Identification (either through NCBI or Phamerator)

10.2.1 BLASTP
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BLASTP [BLAST (Basic Local Alignment Search Tool) P (Protein)] is a program that searches
your query protein sequence against all known predicted protein sequences. You have
already come across this in the context of using BLAST to refine your annotations, but it is
very useful for predicting potential gene functions.

There are three basic ways of doing BLASTP searches. They can be done:

1. within the DNA Master environment (Sections 4.5 and 9.3.4)

2. on phagesdb.org (Figure 10.1)

3. at BLASTP on the NCBI BLAST server. (Figure 10.2)
http:/ /blast.ncbi.nlm.nih.gov /Blast.cgi?PROGRAM=blastp&PAGE TYPE=BlastSearch&L
INK LOC=blasthome

When you BLASTP your protein sequence, you are comparing it to all the other protein
sequences in your database. If you are using BLASTP through DNA Master or on NCBI's
website, your database is GenBank. So even though the results are derived from the same the
same database, they display is different. This BLASTP is important to do because this is where
your protein sequence is compared to the latest information across all of the protein sequences
in NCBI’s non-redundant protein databases. This is where you can find ‘new’ information.

If you are using BLASTP on PhagesDB, your database is comprised solely of
mycobacteriophages QC’d by the University of Pittsburgh or mycobacterial proteins. This is
valuable because it gives you information that we know about. Remember when you use this
that you will see lots of DRAFT annotations. You will want to pay attention to the QC’d
entries (those whose name does not contain the word “Draft”).



Some Pointers:

* BLASTP at PhagesDB is fast! Actually, it is very fast!

*  BLASTP at NCBI and PhagesDB is pointing to information that was input by people,
so human error exists. In addition, some folks use an automated process without
review, so the perpetuation of those errors is rampant. At all times, you will need to
evaluate the data you accumulate.

When assigning functions using BLASTP you should consider the following points.

E value. E values are a measure of the likelihood that this alignment would appear at
random. Therefore, lower E values are better (less likely to be random) matches. For
any potential functional match, the E value should be 10- or less. The E value should be
evaluated in the context of the length of the alignment. (See next point!)

The length of the alignment. Does the alignment extend the entire length of your
protein? If it only matches a portion, you should interpret this cautiously. For
example, if you find a relatively small segment of a protein that matches others at a
statistically significant level, you may want to consider annotating this as a domain
rather than a full protein function. For example, if a small segment of your protein
matches other proteases, you might want to consider writing “peptidase domain”,
rather than “peptidase” in your Notes.

Likelihood of the proposed match. Even if you have an exact match to a piece of a
protein in Vinis vinifera, it is pretty unlikely that a protein from grapes has the same
sequence and function as a protein in a mycobacteriophage. Most of the time when
BLASTP aligns bacteriophage proteins with eukaryotic proteins, the alignment is
occurring between repetitive sequences, rather than the functional domains of the
protein.

Figure 10.1 is an example of a good BLASTP match, generated using NCBI's web-based
BLASTP, where a putative function can be assigned. In the graphical portion of the results,
there are many matches in red (the color for the highest match scores) that extend over the
entire length of our query sequence. In the list of matches, we can see that all of the E values
are well below 10-. Many of the hits have a Description that involves terminases. We can now
say, with some confidence, that the protein we BLASTed is a terminase.
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Distribution of 101 Blast Hits on the Query Sequence &

[Mouse over to see the defline, click to show alignments ]

Color key for alignment scores
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¥ Descriptions
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AEK09930.1 gp18 [Mycobacterium phage Rey] 903 903 99% 0.0

YP 655891.1 gp26 [Mycobacterium phage Wildcat] >gb|ABE67631.1] gp26 [Mycobacterium 399 399 95% le-131 ]
YP 002781225.1 | hypothetical protein ROP_40330 [Rhodococcus opacus B4] >dbj|BAH52280.1] 292 292 88% 3e-91 G]
2P 07452355.1  possible phage-related terminase [Mobiluncus mulieris ATCC 35239] >gb|EFM 284 284 90% 1e-87
ZP_06185208.1 putative phage terminase, large subunit [Mobiluncus mulieris 28-1] >gb|EEZ9 283 283 92% 2e-87
AEKO07051.1 gp4 [Mycobacterium phage JoeDirt] 253 253 92% 5e-75
YP_003857135.1  gp4 [Mycobacterium phage LeBron] >gb|ADL70971.1| gp4 [Mycobacterium pt 252 252 92% 6e-75 |G
YP_004538948.1  gp4 [Mycobacterium phage Faithl] >gb|AEF57186.1| gp4 [Mycobacterium phi 248 248 92% 3e-73 |G
YP_003490422.1  phage terminase [Streptomyces scabiei 87.22] >emb|CBG71879.1] putative ¢ 239 239 90% 4e-70 |G
YP_001800806.1  hypothetical protein cur_1412 [Corynebacterium urealyticum DSM 7109] >em 237 237 90% le-69 G}
YP_004817360.1  Terminase [Streptomyces violaceusniger Tu 4113] >gb|AEM87080.1| Termina 234 234 92% 2e-68 G]
ZP_08802913.1 phage terminase [Streptomyces zinciresistens K42] >gb|EGX60102.1| phage 230 230 86% 2e-66
ZP_03927248.1 phage Terminase [Actinomyces urogenitalis DSM 15434] >gb|EEH65874.1| pt 219 219 87% le-62
YP_063142.1 phage-related terminase [Leifsonia xyli subsp. xyli str. CTCB07] >gb|AAT900z 206 206 84% 4e-58 G
AEN79864.1 gp2 [Mycobacterium phage Redi] 183 183 88% Se-49
AEL19930.1 gp2 [Mycobacterium phage Charlie] 182 182 88% 8e-49
YP_001538502.1  phage-related terminase [Salinispora arenicola CNS-205] >ref|YP_001538553 181 181 86% 2e-48 [G]
EGL14314.1 putative phage terminase, large subunit [Gardnerella vaginalis 315-A] 176 176 87% le-46
NP_817679.1 gp2 [Mycobacterium phage Che9c] >gb|AAN12562.1| gp2 [Mycobacterium ph 175 175 88% 4e-46 E

i

Figure 10.1

BLASTing a protein on phagesdb.org;:

From the top banner, choose BLAST, and select BLASTP from the dropdown menu. Paste your
protein sequence in fasta format into the search window, and select the database you would
like to search against. The remainder of the settings are similar or identical to the setting
choices you see with the program on the NCBI website.

Other than the database, the primary difference between searching GenBank and searching
the PhagesDB is in how the results are displayed. We have included both the gene number
and the function on the result on PhagesDB to aid functional assignments and highlight
mosaicism of the genomes. Gene number and functional assignment are in two different fields
in GenBank files and the BLASTP output on NCBI only returns what is written in the product
field in a GenBank file.
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Mouse-over to show defline and scores. Click to show alignments

Color Key for Alignment Scores

<40 40-50
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Sequences producing significant alignments: (bits) value
Rey 18, terminase, large subunit, 512 1037 0.0
Pegleg_l4, function unknown, 514 892 0.0
Bongo 14, terminase, 514 892 0.0
wWildcat_26, Phage terminase-like protein, large subunit, 537 388 e-108
Whirlwind-Draft_5, function unknown, 521 264 4e-71
UPIE 4, Terminase, large subunit, 525 263 Se-71
LeBron_4, Terminase Large Subunit, 525 263 Se-71
JoeDirt 4, terminase, 525 263 Se-71
Archie-DRAFT 4, function unknown, 522 254 6e-68
Nicholasp3-draft_4, function unknown, 522 247  Se-66
Winky 4, terminase, large subunit, 522 247 Te-66
Rumpelstiltskin_4, terminase, large subunit, 522 247 Te-66
Faithl gp4, terminase, large subunit, 522 247 Te-66
Crossroads_4, function unknown, 522 247 Te-66
Breezona BREEZONA 4, function unknown, 522 247 Te-66
Ariel-Draft 9, function unknown, 510 168 4e-42

Figure 10.2

10.2.2 Conserved Domain Database (CDD)

When you run your protein sequence through BLASTP on the NCBI webpage, one of the
default settings is to examine your protein sequence for conserved domains. Conserved
domains are smaller shorter amino acid sequences that are usually affiliated with a specific
part (or domain) of a protein. These conserved domains also appear on Phamerator maps as
yellow boxes within a gene’s colored box if they have been enabled through the View menu on
the map. You will want to evaluate a CDD match just like you do a BLASTP: look at the E
value, the length of the alignment, the likelihood, AND the usefulness of the CDD assignment.

If you have a conserved domain detected within your protein, the function assigned to the
domain will be frequently—but not always—be similar to ones found in BLASTP matches.
Useful domains to indicate in your annotation are things like peptidases or phosphoesterases,
but there is a wide variety that may appear.

Not all conserved domains will be useful. Some contain little information, such as “Conserved
domain of unknown function, found in bacteriophages”. Others are false positives such as the
“Structural maintenance of chromosomes” domain that often appears in structural proteins.
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Unfortunately, it is not clear a priori which are false fits and which are reliable. Consideration
of the genomic context as well as the HHpred search described below are perhaps the most

reliable indicators.

An example of a reliable Conserved Domain hit reported by BLASTP on the NCBI server
might look like: If you hover your cursor over these boxes with the mouse, a pop-up window
will appear that tells you about the conserved domain. When you click on the pink
Terminase_1 box in the provided example, you would detect an E value of 2e10-+.

v Graphic Summary

'¥ Show Conserved Domains
Putative conserved domains have been detected, click on the image below for detailed resuits.
1 % 150 225 300 s 450 S14
TS T R P T A S S T A S S SO T A ST Y T S A S SN ST S AT SO S |

Query seq.
Superfanilies ( Terminase_1 superfamily 4

Figure 10.3

The same gene in a Phamerator map might look like:

4195 (14) 3804 (3) 4406 (13)

3106(4) l 18 l 3108 (13) -eos (

Phage terminase-like protein, large subunit [General function
prediction only].

=
v
—
q
. 3104 (14)

il!l'uul'nu'unl'n

3803 (3)

Figure 10.4

In this case, we moused over gene 15 in Figure 10.4, and the green box describing the domain
appeared. A less informative match on NCBI might look like:

¥ Graphic Summary

‘¥ Show Conserved Domains
Putative conserved domains have been detected, click on the image below for detailed results.

H 7 130 25 3 37 430 540
P T TR S S S T T T SN N SN AN TN TN S TN AT WO SN WU TN (T ST SN SO TR A SO T T

Query seq.
Hulti-donains

Figure 10.5

We already know that this is a phage protein, so this is not particularly useful information.
And the same gene in Phamerator:

5
g B 4195 (14) 3804 (3) 4406 (13) 3806 (3)
8 . 2106 (10) Protein of unknown function (DUF1483). This family consists D mz [
of several bacterial and phage proteins of around 410 residues

in length. Bacterial members of this family seem to be found
exclusively in Streptococcus species. The function of this 1111l
family is unknown.

Figure 10.6



In this case, we moused over gene 16 in the above map, which is the well-characterized portal
protein (shown in BLASTP hits). Based on the notes in the green box, we see that the

Conserved Domain Database does not know that this is the portal protein. This is an example
of the dependence of GenBank on its authors, who may not be as informed as they should be.

10.2.3 HHpred

HHpred is essentially a more sensitive way of searching for functions than BLASTP. In detail:

HHpred performs an iterated multiple sequence alignment using your query amino
acid sequence and its best GenBank matches, using either PSI-BLAST or HHblits
(Homology detection by iterative HMM-HMM comparison). It then builds a Hidden
Markov Model (HMM) based on the alignment, and compares this model to HMMs
based on the Protein DataBank (PDB) (which contains crystal structure coordinates for
crystallized proteins). By comparing conserved residues to a 3-D coordinate map, we
can sometimes detect and assign gene functions to genes that have very few
informative matches using BLAST.

For more information about the design, abilities, and bioinformatics of HHpred, see:

http:/ /toolkit.tuebingen.mpg.de /hhpred /help ov

Like BLAST, some matches in HHpred are very useful while others are more likely to be false
positives.

To run HHPred, go to http:/ /toolkit.tuebingen.mpg.de /hhpred.

You can register on this site, but it is not necessary. (Anonymous job results are stored two weeks,
whereas jobs of logged-in users are stored for at least two months.) We recommend that you store
this data in some fashion (it should save completely in html format. The interpretation that is written
in the notes may not be enough information to prove a case to assign a function.

To run a protein sequence at HHPred refer to Figure 10.7:

Copy your sequence and paste it in the appropriate window (A & B)
Choose 3 databases available in the list (they can be simultaneously used):
pdb70_[currentdate], PfamA_[currentdate],, and tgrfam_[currentdate], (C.) See
http:/ /toolkit.tuebingen.mpg.de /hhpred /help params#databases for more
information.
o Pdb70 is the Protein Data Base that contains all publicly available 3D crystal
structures of proteins.
o PfamA is a database of curated alignments of genetically mobile domains found
in signaling, extracellular and chromatin-associated proteins
o TGRFAMs is a collection of curated protein families that provides a tool for
identifying functionally related proteins based on sequence homology.
Name the job. We suggest phage name_gene number OR phage name_STOP
coordinate (D.)

Click the Submit button (E.)
Check the status of the job by its color. (F.)
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Figure 10.7

The results can look like Figure 10.9. Note the following

* Green here indicates the job is finished. (A.)

* Each bar represents an alignment that is linked to more information below. It follows the
rainbow color scheme, with red showing the highest probabilities (95- 100 %). This

demonstrates the length of the alignment. (B.)

* Each line in (B.) has a probability (C.) and a definition (D.).
*  Once you get to where the description and alignment are (E.), you can evaluate if the
structure has the same function in your phage genome. Remember functions have to be

appropriate for phages!
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Figure 10.8
Figure 10.8: (This representation has been compressed.)

Like BLAST, HHpred provides a graphical view where the best matches are shown in red and
lower-quality matches go to orange -> yellow -> green -> blue -> black. Also like BLAST,
below the graphical representation is a list with useful information, including the score each
hit gets. In the above screenshot, the best hit, “D-alanyl-D-alanine carboxypeptidase”
(this is the PDB designator, if you want to see the crystal structure), matches your protein with
100 % probability and an E value of 3.1e-.

Good HHpred matches have high probabilities (90 or above), and low E values (the lower the
better). The scientists who wrote HHpred claim that matches with probabilities above 30%
might be real matches. However, if you are going to claim a function found in HHpred with
a probability between 30 and 90%, supporting data (such as a conservation of a domain, a
function found in other mycobacteriophages, or synteny) is necessary.

For more on determining if your HHpred hit is a real match, see:

http:/ /toolkit.tuebingen.mpg.de /hhpred /help fag# correct%20match

When we scroll down to the look at the specifics of the alignments, we see:

Another example of an informative report from HHpred is below.
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(] 3 2e3n_A Lipid-transfer protein 55.4 9.5 0.00037 25.4 3.2 32 5-39 215-246 (255)
O a 3pct_A Class C acid phosphatas 50.1 2 7.9e-05 32.2 -0.9 13 42-55 217-229 (260)
Q s 2i33_A Acid phosphatase; HAD s 48.6 1.7 6.7E-05 32.7 -1.5 13 42-55 215-227 (258)
[J 6 2r55_aA STAR-related lipid tran 46.5 16 0.00064 24.4 3.3 33 5-40 197-229 (231)
M 7 Alen 8 Chnnin 7 ;bmead Do ~wd 44 7 2 A nnnia ne 7 n e 13 LRI 21 33 sanmn

Figure 10.9

The top hit, to 2k5k_A, has a Probability score over 90, and it is an uncharacterized protein.
The rest of the matches have low probabilities (80 or below), and high E values. So even
though the other matches are to phosphatases, and one might be tempted to write
“phosphatase”, this would not be a supportable functional prediction for this protein.

10.3 Other ways to assign gene function

10.3.1 Synteny

Many of the genes in bacteriophage genomes—but especially in the virion structure and
assembly genes—appear in the same order (synteny). Therefore, sometimes functions can be
inferred from gene order. The typical order is:

Terminase - Portal - Capsid Maturation Protease > Scaffolding = Major Capsid Subunit >
Major Tail Subunit - Tail Assembly Chaperones > Tape measure = Minor Tail Proteins

Sometimes other smaller genes of unknown functions are interspersed within the structural
genes, but in general the overall order remains conserved. While we may see conservation of
gene order in some other areas of phage genomes, these other areas are far more mosaic than
the structural genes are, and so the use of a synteny argument applies primarily when
assigning gene function to the virion structure and assembly genes.
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10.3.2

10.3.3

The longest gene in the genome of a phage with a flexible tail is almost always the tape
measure protein gene. This gene is directly proportional to the length of the tail in the flexible-
tailed phages.

Prior functional assignments

Many of the genes within the previously sequenced mycobacteriophages have already been
assigned functions based on experiments, BLAST and/or HHpred matches, or synteny. Do
not assume that all functions are known and recorded in our database. There is new data
available all the time and should be reviewed. Even Dr. Hatfull periodically reviews the
mycobacteriophage genomes and updates gene functions to genomes that were annotated
long ago. If you are trying to assign a function to a gene that has a BLAST match to or is in the
same pham as one of the genes with an assigned function in our published literature, you may
assign your gene the same function.

Phamerator

Many of the genomes in Phamerator have already been published according to the most recent
functional assignments, but not all. We are constantly in the process of improving our gene
calls, and so Phamerator functional assignments reflect our best effort at assigning gene
functions at the time the QC’d form of the genome was entered into Phamerator. This means
that many of the more recent genomes might have better functional assignments than some of
the older ones. If you're using comparisons in Phamerator to already-published genomes to
determine function, your best source of gene function are available in the Phamerator Map,
with Descriptions enabled through the View menu of the most recently published
Mycobacteriophage genomes. These same Phamerator descriptions also appear in the
results line in PhagesDB BLASTP searches.

115






11 Merging and checking annotations

11.1 Merging overview

In a classroom setting, different portions of a genome are often assigned to different students or
groups of students to annotate. Once all portions have been annotated, they must be combined
into a single file, and the “Merge” function in DNA Master performs this action. It takes
multiple files from a single phage genome and creates a single master file that contains all of the
gene calls from each individual file.

Note: merging will only work on files that contain identical sequences. If you are going to
split a genome among different annotation groups, make sure that you keep the entire sequence
intact, and simply work on a region identified by gene coordinates (e.g. between 20,000 and
30,000).

Typically, you'll merge all of a given genome’s partial annotations together into a single file that
can then be proofed and edited to become the final complete annotation. However, it is also
possible to do several iterations of merging. For example, if two groups are working on the
region from 10,000 to 20,000, you may want to merge their files first, come to a consensus on
that region, then merge the newly checked version with the other final files from other sections
of the genome. Merging is flexible enough to meet your pedagogical goals.

11.2 Merging multiple annotations into a single file

* Collect the files you'd like to merge into a single directory. Remember that these
must all be from an identical DNA sequence (i.e., the same phage genome).

* You may want to include a newly made auto-annotated only genome. Go back to
phagesDB.org to obtain the FASTA file and quickly auto-annotate. Use this as your
reference file in the merged data. If the sequence has been corrupted in any of the
student files, the merge will not work. This is an excellent quality control measure!

* Open DNA Master.
* Go to File = Process>Merge DNAMS5 files

g DNA Ma

Edit Genome DNA Tools Window Help

New Ctrl+N
Open... »
Import... »
Process... » Merge DNAMS Files
Close Ctrl+W Annotate Multiple Files
Close All
Save as DNAMS File Ctrl+S
Export Files... »
v Autoparse
Preferences Ctrl+P
Utilities »
Quit Ctrl+Q
Figure 11.1
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* A new window will open, as shown below.

T Merge DNAMS5 Files

Select Files I
| B2 2 \swmware-hostsharec_v || Airmid_final.dnamS -~ Add Selected Files
- Airmid_spotcheck_autadnnol
=2 Arbiter_draft.dnamb Remove Selected
(= Mycophages Avbiter_final.dnam5 Cloar Al
[ SEA phages BarrelRoll_autaénnotated.dn.
e 2010-2011 BarrelRoll_final. dnam5 = Analyze Features
£ author lists Bened!ct_hnal.dnamS wC N
. Benedict_spotcheck_autodn v LCatenate Notes
(3 Bengo.annotation Bongo_final.dnam5 ERICBQueensborough_final.dnams
(7 final files BPBiebs31_final.dnam5 ~— |EricB_NCCU_final.dnam5
3 morgushi Charlie_final.dnam5
£ MiGordo Charlie_final2.dnam5
Cuco_autadnnotated.dnamb
3 murdoc Cuco_final.dnams
(3 Plieone Doom_final.dnam5
(3 Thibault Drago_final.dnam5
Dreamboat_final.dnam5
Elph10_final.dnam5
EricB_NCCU_final.dnam5
ERICBQueensborough_final.
ERICBQueensborough_final_
Euphoria_final.dnam5
GUmbie_final. dnam5
HelD an_final.dnamb
HelD an_finalblast.dnamb b
[v List DNAMS files only
2 Files _?J

Figure 11.2

* In the left column, browse to the directory on your computer that contains the DNA
Master (.dnamb) files that you want to merge.

* In the center column, click on files that you want to add to your merged file.

* Click the “‘Add Selected Files’ button. The files will then appear in the empty white
box on the right. You can browse to additional directories (if necessary) to add
additional files.

* Once all of the files that you would like to merge added, they will be listed in the
white, check the box marked “Catenate Notes”.

* Click the ‘Analyze Features’ button.

* The window will open a new tab, [Merge Files].
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' Merge DNAM5 Files 9[=]t3

Select Files Merge Files I

present in at least |1 & files Merge Files
Export Summary

Toggle Selected | Clear Selections

~

=
n

Feature

1333 -1926
1090 - 1926
1926 - 2147
2483 - 2953
3038 - 4000
4000 - 4665
4662 - 5360
5403 - 5474
5480 - 5552
5695 - 5666
5697 - 5855
5855 - 7066
7066 - 7500
7524 - 9278

2Files 2]
Figure 11.3

<

In the picture above, Features (or gene calls) are listed according to genome coordinates. Each
file you selected is represented by a numbered column, displayed in the order that they were
selected in the previous tab.

In each row, a black box is present if that file contains that feature, and a white box is present
if the file does not contain that feature. The first feature, 488-1177, is present in both of the
files that were merged. The next feature, from 1333-1926, was present only in the first file.
The third feature, from 1090-1926, was present only in the second file. Because both of these
features have the same stop codon, what we are looking at is a disagreement in the two files
about where the start for this gene should be. File 1 calls it at 1333, while file 2 calls it at 1090.

* To export a spreadsheet that contains the above information (which can be useful to
identify areas of disagreement that require further attention), click the ‘Export
Summary’ button in the top right of this window.

To create a .dnamb5 file with all of the gene calls from the files to be merged:

¢ (Click the ‘Select Features’ button. (Selected features will turn red, as shown below.)
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4| files

Export Summary

~

Select Files Merge Files |
Select Features | present in at least |1
Toggle Selected | Clear Selections |
Feature 1 (2
1333-1926 [ |
10901926 O
1926- 2147 | [ ]
2483 - 2953 [ [
3038- 4000 [ [
4000 - 4665 [ [
46625360 [ [ |
5403 - 5474 B
5480 - 5552 B
5595 - 5666 B
5697 - 5855 | |
5955 - 7066 [ ]
7066 - 7500 [ ]
7524 - 9278 | |
2Files

Figure 11.4

* You can tailor your selection by modifying the number in the dropdown box next to
“present in at least ___ files”. After changing the number, click the ‘Clear
Selections’ button to erase previously selected genes, then click the “‘Select Features’
button again to make your new selection. In the picture below, now only the
features present in at least two (both) files are selected and shown in red.

@ Merge DNAMS Files =3
Select Files Merge Files ]
present in at least m files Merge Files
oggle Selecte: Clear Selections | Export Summary
Feature 112 ~
1333-1926
1090 - 1926 ..
1926 - 2147 | | ]
2483 - 2953 | | ]
3038 - 4000 | | ]
4000 - 4665 | | ]
4662 - 5360 | | ]
5403 - 5474 B
5480 - 5552
5595 - 5666
5697 - 5855 | | ]
5855 - 7066 | | ]
7066 - 7500 | | ]
7524 - 9278 | | ] 2
2Files ?

Figure 11.5

* Once you have selected the features you would like in your merged file (picking all
of them is a good choice, disagreeing features can always be deleted from the
merged file after review), click the ‘Merge Files’ button at the upper right corner.

* A new window titled ‘Merged Sequence’ will appear, as shown below.
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o) Merged Sequence Q@@

Overview Features I References] Sequencel Documentalion]
Sort By [Index ﬂ 4 [Name  [Stat  [Stop |a| Description l Sequence] F‘roduct] Hegions] Blast ] Context] |
SelectFealuresIDi;ectSQLI Lai 488 i Name ﬁ GenelD
i m 12 1333 1926
Type  is = 1s 196 2147 — e |CDS | & [
Name like 4 2483 2953 Start 488 Locus Tag |ERICE_1
GenelD = | 15 3038 4000 Stop 1177 Regions il i
Locus ke [ |5 4000|4665 Longth 650 g ——
7 4662 5360
Start . L1/ > Direction Forward g
8 5403 5474 .
Length . :9 5480 5552 Translation Table IUndehned ﬂ
Regions Bl 10 5595 5666 EC Number
%GC < 11 5637 5855
cal B H=2 5855 | 7066 F‘m1duct
Ech ik ,7 |13 7066 7500 ap
e | [14 7524|9278
Product  like 15 9275 10738 Function
Function ke | |18 10813 11618
FeawsD = [ |17 11668 12198
T ik ,7 AL 12231 13202 Notes R4
a9 e v | [Feature identified in 2 of 2 files A
. < 8|
[ Hide Ignored Features Notes from Erich -
Calert &l Foshras Insert | Delete | Post Vallda!e| ™
@8 » »| M| 1-50000 Position : 17878 [V Controls >> Map [V Map >> Controls
247 2 e ) EIIGS TEHH 6 TEE TR R
J 112 Features Live 51702 =34

Figure 11.6

* Save your file immediately by going to: File > Save as DNAMS5 File

* Select a meaningful name for the merged file, such as
“YourPhageName_Merged.dnam5”.

In the above picture, we are looking at feature 1. In the “Notes” field on the lower right, the
top line indicates that this feature was called in 2 of 2 files. Further down in the Notes box,
both sets of notes have been concatenated.

How features and notes are reconciled when there is disagreement:

While all the genes from the unmerged files will be present within the features of the
merged file, DNA Master will not treat all these genes equally. Features that share the
same stop codon but have different start codons will be listed as separate features in
the merged feature list. Features that were selected by the majority of the files in the
merge will be given preference in the merged file, and will be listed first in the feature
table if it is sorted by Index.

The most popular features will have concatenated notes. That is, all the notes from the
unmerged files will be listed in the Notes field of the merged feature. Less popular
features will be in the merged file, but will be listed at the end of the feature list when
sorted by Index. Less popular features will have their original notes, not merged notes.

* To clearly see discrepant calls, go to the “Sort By” drop-down menu at the top left of
the [Feature] tab, and select “Start” rather than “Index”.
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5@1 EricBMerged Sequence

EBX

You can see that there are two versions of gene 2, one from each file, that share the same stop

Overview Features I Hefetencesl Sequence] Documentation]
SortBy [Stat | 4 [Name  [stat  [Stop A Description I Sequence | Product | Regions | Blast | Con <] *
Select Features I Direct SQL] | |1 488 n7w Name |4 GenelD
. 2 1030 1926
Type is |l v 5 1333 1926 Type cDs v| GI
Name like 3 1926 2147 Start 2483 LocusTag |ERICE_4
GenelD = | 14t 12483 2953 Stop 2953  Regions 1
Locus like _5 3038 4000 Length 471 Tag
B 4000 4665
Start . — 16652 5360 Direction Forward g]
Length BN : a 5403 5474 Translation Table [Undefined |
Regions Bl 3 5430 5552 EC Number
%GC < | | 10 5595 5666
11 5697 5955 Product
cal -
r. HiE 5655|7086 apd
qe L 13 7066|7500
Product  like : 14 7524 9278 Function
Function like | |15 9275 10738
Feaweld =|[ |12 9296 10738
T lik ,7 | | 16 10813 11619 Notes |
& e | [Feature identified in 2 of 2 files ~
. < ]| [——
[ Hide lgnored Features Notes from EricE -
Gelert &1l Feshwas | Insert | Delelel Post Validate| ™
| | [@,|e,| 3 |»| H| 1-6250 Position : 25530 [V Controls >> Map ¥ Map >> Controls r
N
i B ) SO ) s - w2 | 0
112 Features | Live 51702 [@ 2
Figure 11.7

codon but differ in their choice of start codon. Now it’s up to you to determine which is

correct!

Note: if students are only working on a portion of the genome, it may be advantageous to
delete the auto-annotation calls from the portions of the genome they are not working on prior
to merging. That way, only the reviewed features will be in the merged file instead of many
unreviewed computer-called features. Remember, only delete the features you don’t want to

merge, not the underlying sequence.

11.3 Checking an annotation
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Once you’ve merged all files, made final decisions on each gene, and believe you've finished
your annotation, there are a few final steps to take before submitting your genome for review
and then GenBank submission. The steps below reflect what we typically do at the University
of Pittsburgh to quality-control submitted annotations, so you can stay one step ahead and try

to identify any remaining issues first.

* Review your cover sheet and check that you have correctly formatted and re-Blasted
your phage DNA Master file. Annotations will be returned if all components are not

completed.

* Click the “Validate’ button bottom of the central column in the [Feature] tab. The
response should be “All ORFs appear valid.” If you get a different message here,

check the gene(s) identified for errors.

* Zoom in on the interactive map along the bottom of the sequence, and carefully
scroll along the whole length of the genome. Do all the genes seem to be tightly
packed? Look for large overlaps, gaps, or duplications. You can also do this by

generating an ORF Map (Section 5.2)



* Open an interactive Phamerator map of your phage along with two or three closely
related cluster members that are already in GenBank. (Remember that it is still your
auto-annotated genome in Phamerator.) Are there any areas where your phage has
orphams (white boxes) or otherwise diverges from similar phages that you have not
addressed during your refinement? Or you can address these same questions using
The Genome Comparison Tool in DNA Master. See Exploring Bacteriophage
Biology at Protocols at phagesDB for instructions.

* Re-BLAST your genome. The BLAST data must match the final calls of your phage
genome final file. Don’t guess or presume that the Blast data is up-to-date.
ReBLAST for final review.

* Create a “Genome profile”. This is a spreadsheet (.csv format) of all the information
in the Features table. While this won’t give you any new information compared to
simply scrolling through your features, it may help you make sure you don’t miss
anything or that you have recorded in formation in an incorrect field.

Go to: Genome = Profile

In the window that opens, there are a number of settings. The default settings
should be fine, but consider checking the “Export Notes” box if you'd like
Notes included in your spreadsheet, and consider unchecking the “Load into
Excel” box if you don’t have Excel or would like to open the file later. You may
also export “Product”, “Function”, and “Best BLAST hit” for your final review.
You can quickly evaluate if your file is in tip-top shape.

% Genome Profile : Airmid Q@@

Basics I Codon Bias | Dinucleatide | Profile Merge | Genes

(¢ All genes
[ Start and stop coordinates ™ Selected genes
|~ Start and stop codons and their flanking bases " AllORFs
|~ GC contents " AllRNAs
[~ GC&AT skew Fﬁ?liconsﬁ :

* LCurrent Replicon
M FEDEETTS ¢ &l Replicons
[~ Locus Tag, GenelD and Gl tag
|~ Custom integer and string tags aK
|~ Protein Features (pl, Hydrophobicity, etc) Cancel

[~
[~ Ad Correlation
[~ Export Product [v Export Notes
|~ Export Function |~ Export Best BLAST hit
21
Figure 11.8

* Now check each gene individually.

Read the comments, and consider: Do the start and stop coordinates listed
match the coordinates in the file? Does the gene have Glimmer/GeneMark
support? A good RBS/Shine-Dalgarno score? Include all the GeneMark-Smeg
coding potential? Is the gene as long as possible without overlapping the
previous gene too much? Match its best BLAST hit 1-to-1? If the phage has
close relatives in GenBank (you can tell pretty quickly by using Phamerator),
our frequent default position is to make a newly annotated gene match the
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annotated genes already in GenBank. If it doesn’t, use your best judgment
based on the other metrics.

Check the gene functions, and consider: Do they make sense? Are reported E
values low (below 107)? Do they match the Hatfull-approved data (where
appropriate)? Is there a source listed for a function (HHpred, BLASTP, CDD,
GFHmap, other)? If there is no known function, is “NKF” written?

When checking tRNAs, consider: Is the tRNA amino acid and anti-codon
written in the Notes box? Does the tRNA end with “CCA”, and if not is it
trimmed correctly? Did you report the COVE score and if it is found by
Aragorn?

For gaps in your gene calls, consider: Is there an ORF with coding potential
that was missed? Are there any BLASTX hits with good GenBank matches?

Keep track of any potential issues you encounter during checking, and revisit those areas of
the genome to ensure the best call has been made. Make a note of all issues, and include them
in a cover sheet to be submitted with your final annotation.



12 Submitting final files for review and GenBank submission

You’'ve made it. Plowed through gene after gene, pored over BLAST results and coding potential
diagrams, perhaps argued over some start sites, and have merged all calls and come up with a
final annotation.. Congratulations!

But you are not quite done. Science is always in the details and there are details to be done!

To submit your competed project for QC, you still need to:

* Make a duplicate copy of your file, erase all of the notes, and add functions into the
notes field. This is merely a formatting issue, but will help in the QC process.

* Upload both versions to PhagesDB
* Upload an author list to PhagesDB
* Upload a cover letter to PhagesDB

The submit annotation button is located on PhagesDB under the Data button.

he Mycobacteriophage Datz

BLAST Publications Resources Software Socig

-
-. Submit a Final Phage Annotation
ages

Select the phage for which you'd like to submit an annotation by typing its nai

Select a phage

Submit Annotation

Figure 12.1

After expert review, your annotation will be either accepted or returned. If accepted we will
provide a GenBank flat file for your inspection. Once accepted, the file is then sent to GenBank.
If not accepted, your file will be returned with an explanation and request for revisions.

12.1 Details of your final DNA Master (.dnam5) file

A final .dnamb file is one that has the following properties.

1. It must be named “YourPhageName_CompleteNotes.dnam5”, which will help
distinguish it from other versions you may have been working on.

2. Do not delete the original Auto-Annotation remarks.
3. It must contain one entry and set of notes (and only one) per feature. That means
that if you have merged multiple files, you need to have evaluated the data from

each source, come to a decision, and deleted erroneous versions of each feature.
There should also be only one set of notes for each feature, and it should contain
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everything listed in Section 9.6 about proper documentation of your gene calls.
You may have to delete some notes, or even rewrite some notes from scratch to
meet this criterion.

4. All features must be validated (Section 9.3.2).

5. All features must be re-numbered if necessary (Section 9.3.3).

6. Recreate the Documentation (Section 1.4).

7. All features must be re-BLASTed (Section 9.3.4).

8. Any functions are noted in the Notes fields, along with their source. (Section 9.3.3.)

9. The correct format will look like Figure 12.2.

@ Sheen_Blasted Q@@

Overview Features IHeEerencesl Sequence] Documenlalion|
Sort By |Index ﬂ 4 |Tag [Name  [5'End [3'End [Length |~ Description I Sequence | Product | Re 4| »
Select Features I Direct SQLI | |SHEEN_1 1 397 633 297 Narme ’—5 GenelD
SHEEN_2 2 732 1166 435
Type is A =l " |sHeEN 3 3 1283 1576 318 Type  |CDS z| &l
Name like SHEEN_4 4 1566 2318 753 5'End 2347 Locus Tag
GenelD = | PISHEEN 5 i5 2347 3570 1224 3'End 3570 Regions
Locus  like | |SHEEN_6 6 3,93 377|278 Length 1224 Tag
SHEEN_7 7 3883 4512 624 0
Start . — Direction Forward g
SHEEN_8 8 4503 5477 969 -
Length Bl " IsHEEN 9 q 5551 8 |78 Translation Table |Undefined -
Regions B " [sHeEN_10 10 5629|5704 |76 EC Number
%6C < | |sHEEN_ 1 1 5635 5772 138
Pi
cal . ’— | |SHEEN_12 12 5731 7155 1425 ’°§u°t
e ke SHEEN_13 13 7152 7995 444 ap!
e | |sHEEN_14 14 7592 g3z 741
Product  like | [SHEEN_15 15 8353 10059 1701 Function =l
Function like | |SHEEN_16 16 10056 11552 1497
FeatwelD = [ [|SHEEN17 17 11543 12562 1014
T ik [— | SHEEN_18 18 12621 13130 510 Notes >l
% e SHEEN 19 19 13160 14149 990 Original Glimmer call @bp 2347 has -~
B — = strength 10.85
I Hidelgnored Features | |SHEEN_20 g 14223 14330 [162 SSC: 2347 - 3570 CP.onlp start to
Select Al Featues | |sHEEN_21 21 14334 14768 (375 oaplre o codng polerial SD: bet
scores SCS: Agrees with all Gap: a gap
|_|SHEEN_22 22 14765 14920 |15 of 30 Blast: First match is to HINdeR and
|_|SHEEN_23 23 14917 15300 384 & |Timshell with 3:4 alignment LO:YES! F:
T | Delete | Post | Validate | structural protein FS: phagesDB w/

@\ | » || M| 1-50000 Posmon 40295 [V Controls >> Map ¥ Map >> Controls
86 Features 52927 |

Figure 12.2

12.2 The second “minimalistic” Final .dnamb5 file

This file will contain only the formatting for GenBank submission. Now that you have arrived
at you're your best annotation, we are ready to present it as complete and polished. To do so,
we remove all notes except REPORTABLE functions. This year, with the increase in numbers of
genomes, we are asking that you do this step. This step may also help you to separate out the
functions you wish you could call and the ones that you are willing to stand behind and truly
defend. There are a couple of ways to do this, but here is our advice for a simple approach:

* Create a Profile of your genome (Section 11.3). This will put your features in an

Excel spreadsheet.

* Erase all notes (Figure 12.3).
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Motes )\ .

Add Private | Clear Private | Privatize | Publicize Clear k
Al All.. All... All.. \
Original Glimmer call @bp 2347 has strength 10,85

_ : —
SSC 2347-3570 CP: captures all coding potential 5D: best scores SCS:
agrees with all Gap: 30 bp gap Blast: first match is to HINdeR and Timshel
with 3:4 alignment LO:Yes ST: not informative F: D-ala-D-ala
decarbosylase FS: HHPred probablility 100%

Figure 12.3

* Add reportable functions into the empty notes fields, using the profile as your
guide (Figure 12.4).

Notes vl
D-ala-D-ala decarboxylase

Figure 12.4

¢ Recreate documentation (Section 1.4).
* Save file as “YourPhageName_Final.dnam5”.

12.3 Details of your author list

Please create a list (.csv formatted file) of the authors from your school who are to be included
in this GenBank submission. Your author list should meet the following criteria.

* It contains ONLY authors from your school who deserve to be listed on the GenBank
file. Do not include names from Pitt, HHMI, sequencing centers, or any other
source.

* Itisa.csv file. A .csv formatted file can be created in Excel, using the ‘Save as...’
function, and selecting .csv as the file type.

* It contains exactly three columns, with NO HEADERS at the top of each column.

¢ The first column contains the last name, the second column contains first name, and
the third column contains a middle initial. If no middle initial is needed, type a
period in that column instead. All three columns should contain some
information for each author. See below for an example.

Paste (7 Lear~ D| 1|V

C10 = fx
A B L

1 |Pope Welkin H

2 | Russell Daniel A

3 |Jacobs-Sera Deborah

5

6

R

Figure 12.5
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12.4 Details of your cover sheet
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For submission along with your annotation, please create a document with a brief list of genes
in the genome that you feel warrant extra attention by the annotation quality control team
prior to submission and why, including but not limited to: start choice, functional assignment, or
gene inclusion/exclusion; and/or areas that you have extensively investigated and you feel
should remain genome gaps. Do not send this information in the text of the email, but rather as
an attached document. This list should not be more than a page. If you feel confident in all areas
of your annotation, please state so. Upload it along with your 2 .dnamb5 files when complete.
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The electronic version of the guide is available on the wiki and PhagesDB.
Additional helpful documents at PhagesDB include:

* System requirements and Installation of DNA Master
* DNA Master Quick Start Guide

* Gene Function with Bench Support and References

* Case Study: The Annotation of Etude

* Exploring Bacteriophage Biology
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