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Sequence and Structure Data
Support

PDB, ASTRAL, entire Swiss-Prot Database

100,000+ environmental sequences of Ribosomal
RNA

Sequence Data from BLAST, ALN, FASTA,
Nexus, PIR, PHY, ALI

Growth Temperature Metadata from the
Prokaryotic Growth Temperature Database

Taxonomic Sequence Information from the
Comparative RNA Website



Sequence and
Structure Data
Support (continue

Secondary Structure
Prediction via PSIPRED

Edit Sequence Information

Sequence Name: Myh.leprad
Source Organism: |Mycobacterium leprae
Common Name:

Sequence Type RN&
EC Number:

EC Description:

Description: Mycobacterium leprae str. LTB

Data Sources:

Lineage: Bacteria

Actinobacteria
Actinobacteridae
Actinomycetales
Corynebacterineae
Mycohacteriaceae

MNotes
| have just Predicted the secondary structure below.

Secondary Structure

CCCCCCCCCCCCCCCCCHHHHHH
CCCCCCCHHCCCCCCCCHHCCCC
CCCCCCCEEHHHCCCCCCCCCCE
EEEEECCCCCCHHHCCCCCCCCC

Predict

OK Cancel




Sequence Window

So Many Sequences.. So Little Screen Space..
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Percent GC Content: 55.3389




Zoom Window

Quickly find regions of interest
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Nucleic Acids
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differentiation bt e o ,
between g;;;;gg:::
DNA/RNA/Protein
sequences

* QR now works
with nucleic acid

structures and sequences (as well as protein
structures and sequences)



Phylogenetic
Trees

* MultiSeq tool to
show
evolutionary
relationship
among
sequences

w Tree Viewser - Pescent iestty Sequesce Tree
Elle View Trees

(a1

[ ——

010 deraPID
Leaf Colars
Bagkground Cokrs

W vowea  [Bacteda [ Evkaryota [C]vins
| [E)Anzes

(B

P ELAST Ress [l 'A0_Protein_Sructures




Phylogenetic Trees

Viewer - 16S.AB.full-aligned.tre

e Automatic -
collapsibility
by taxonomy
level, Temp.
class,

MultiSeq
group




Phylogenetic Trees
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File  View | Trees
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* Ability to il W)
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Advanced Feature - Scripting

e Use MultiSeq features 1n your own scripts
and plugins
— Shannon entropy/mutual information for
sequence alignment

— Combining alignments based on reference
alignment

— Structural Contact Information (Q)
— Phylogenetic Trees - manipulations, balance



