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B. Functional module 1: TVCurve
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Please choose one of following functions below: (Note: Only first se quence will be calculated on first two method)
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TVGurve Tab “ Visualization of RNA secondary structure

You can open file or write content below:
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C. Functional module 2: RNA Mutation
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’ based on RNA secondary structure
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TWCurwe AN A Mutation RMNA Multiple AN A Painvise

e e Option for comparing with
Compare with RN Apdist and RN Apdistance
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-
You can open file or write content below:

1. Click here to load the s2quence of Lepfomonas coflosoma sample

Cpen BNAFASTA file_..

FASTA sequences and optiomal structures here

Input: FASTA format
(i) asingle RNA primary sequence and its secondary structure

(ii) or primary sequences alone
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D. Functional module 3: RNA Multiple

il TVC urve Construction of phylogenetic tree

Please choose one of following functio bw: (Note: Only first sequence will be calculated on first two method)

TWCurve RMA Mutaton RMNA Multipke AN A Painvize

BNA Muitipie Tab Option for comparing with
Compare with RN Apdist and RN Apdistance RNAdiStance and RNApdiSt

You can open file or write content below:

1. Click here to load 100 sequences of 4 non-coding RM A families
2. Click here to load nine RN A virus sequences
Tested examples

3. Click here to load another ning 55 BN A seguences
4. Click here to load 18 EMase P and RN A Mase MRP sequences

Open BNAFASTA file_.

FASTA =sequences and optional structures here

Input: FASTA format
(i) aset of RNA primary sequences and their structures

(ii) or a set of primary sequences and part of structures
(iii) or a set of primary sequences alone
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E. Functional module 4: RNA Pairwise
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Please choose one of following functions below: (Note: Only first sequence will be calculated on first two metho d)
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A Pairiee Tab One to one structure comparison
You can open file or write content below: between target input and query input

Open BNAFASTA file._.

FASTA =zequences and optional structures here

Query input FASTA format
(i) asingle RNA primary sequence and its secondary structure
(ii) or a set of RNA primary sequences and their structures
(ili)"or primary sequences and part of structures

(iv) or primary sequences alone
Target input

Same number of RNAs in query input and target input

Open BNAFASTA file._.

FASTA sequences and optional struc

AMA Pairnvise



