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Analysis results are displayed in an intuitive interface. A gene report is shown here.

Reliable, expert genome analysis services

The DNA Viewer shows the data graphically.

Refine

Innovate

Turn sequence data into valuable knowledge

Biomax Informatics provides high-quality, comprehensive automatic and expert analysis of genome sequences and entire genomes
to help researchers get the most out of their sequence data. With over ten years of experience in genome analysis for industry and
academia, the Biomax annotation team represents one of the most skilled and experienced genome analysis teams available.

We offer the following levels of genome analysis, which can be tailored to your specific research perspectives and goals:

> High-quality automatic analysis
> Enhanced analysis
> Customized analysis

Reveal the most relevant information

The Pedant-Pro™ Sequence Analysis Suite provides the automatic analysis results, which become a framework for further
annotation. Biomax’s team of multi-disciplinary scientists verify and improve the automatically generated data. The analysis results are
delivered through a secure Web portal. In addition, the data are provided in GenBank and FASTA formats for download.
State-of-the-art methods with manual correction

Optimal gene prediction for prokaryotes or eukaryotes

Functional and structural classification

Cross-references to public and/or proprietary databases

Support for resequencing projects, for example, by integration of SNP and other variation data
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Use reliable analysis to speed research and innovation

High-quality analysis allows researchers to do the following:

Make sense of raw sequence data

Efficiently extract biologically significant information

Perform functional and structural analyses more effectively

Optimize the design of experiments to answer questions about molecular and genetic aspects
Narrow down options for drug targets or regions that should be further characterized and studied

V V V VvV V



Biomax™ Genome Analysis

P ) Eds_+ | | movesnsonty_< [Fo0 oo _>
e [ _set Bads - | | smpwnec_< | msmonamuav] >
aoas, saviess o s
pree
T 3000 oy oo T
ERAME© CENEIDX)
prey——
-p » 1 [ 4
™ » o » > B

WWW .WWMWM&WPWMWWMWWWMWW I WWMWW%&M%]
Mw}ﬁmWﬂwWWWWMNWWW%WWWW@%MWWMMM

4 4 { 4 -
- a { a4 4
14a a a LK | |
(HTHL), Genetic code: Bacterial and Plant Plastd FrEY

show | DNA | Mark selected
ser o7 (2]
@I KEYVESGTDYLFODSKLLHWEIQTYVGGKRTDOLNGIHE
KvisxlKHTLSR«LITVLIPu(FYKFKLHLVvREuI!MvN
‘J

N sequence

Show sequence from: [es7ss | to:[67343

RITKAN *R a S RS WLCw Wt E R E KW
MoasT

The DNA Viewer

P — Y
To B__» [®

SCOPdidnailength 140,

[ < '
[z

a a
v v

&

HTSEQUENCE] ) 2191|

£ 1X
Show sequence from: 1 to:/308

Show
1 MSRKUFLICD GHVGETEAND LLONTTVDEL ALEOUAOR YeosiL

UF 91 VNKNVKILKT TVDPVVE: FYVSAIP TSUDSHR LRVELAKKLN YPVAKUNSHY LGEHGOTSFE lso n
181 \FOESTVDNK PLROYSETID NVLSEIESDY RRKGOKETTN KGATRYGVAN HLTGTVSALL SRSECLPLS APINSBICIK FOCVLOTPTT
271 INGNGIEKVI ETKLSOVEKA KMINSADKMQ EVLSGVEM

¢ & ~

The Protein Viewer

Asperglllus n/ger project in Nature Biotechnology

biomax informatics ag
robert-koch-str. 2
82152 planegg
germany

High-quality automatic analysis

The automatic level of analysis involves gene prediction using the Pedant-Pro Sequence
Analysis Suite. In addition to open reading frames (ORFs), tRNAs, rRNAs and other genetic
elements are identified. For all automatically identified genes, the following analyses and
annotation are performed:

> Similarity searches against protein or DNA sequence databases
> Functional classification of genes (GeneOntology)

> Assignment of genes to the Enzyme Commission (EC) catalog
> Assignment of genes to keyword classification

> Assignment of genes to protein families

> Analysis of local similarities, domains, patterns and motifs (Blocks, PROSITE, Pfam,
and COGs)

> Analysis of structural features (transmembrane domains and two- and three-dimensional
features)

Enhanced analysis

Building on the high-quality automatic analysis results, the enhanced analysis verifies and
improves the data through the following types of tasks:

> Ensure ORFs have the correct start and stop and exon borders
> Check intergenic regions for missed coding sequences
> Find internal or overlapping ORFs

Customized analysis

A customized analysis extends the high-quality automatic and enhanced analyses to be
tailored to your specific project goals. For example, a customized analysis could focus on
a certain biological function, type of sequence or level of coverage using the following:

> Verification of automatically predicted features and EC numbers

> |dentification of additional information about specific ORFs (e.g., catalytic activity,
function and pathways)

> Analysis for missing enzymes
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