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EumiR QUERY INTERFACE

URL: http://miracle.igib.res.in/eumir/
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The query interface has the form for querying multiple sequences which have potential
to form hairpin secondary structures, each delimited by a line break.

NOTE

Each sequence should not have length more than 150 nucleotides or less than 50

nucleotides.
NOTE

The server will accept only 5000 nucleotides in a single submission. If you need a
standalone version or need to mirror the server for large scale predictions, please
contact the Business Development Management Group at rchat@igib.res.in

NOTE
Sequences should have only nucleotide characters [ATUGC]
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ANALYSIS OPTIONS AVAILABLE

BLAST miRbase

BLAST NCBI (this may be slow at times)

SSEARCH miRbase

Secondary Structure-> RNAfold
Predict using BayesmiRNAfind
Predict using mir-abela
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HAIRPINFETCHER QUERY INTERFACE
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HAIRPINFETCHER RESULTS INTERFACE
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ANALYSIS OPTIONS AVAILABLE

BLAST miRbase

BLAST NCBI (this may be slow at times)
SSEARCH miRbase

Secondary Structure-> RNAfold

Predict using BayesmiRNAfind

Predict using mir-abela

Predict using EumiR



PREDICTION ACCURACIES
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Sensitivity = 85.24
Specificity = 82.47
Accuracy =83.91

Positive Predictive Value =84
Negative Predictive Value = 83.8

The calculations were undertaken on the randomly derived half of the total set, which
contained total of 542 true precursor miRNA hairpins and 502 pseudo microRNA
hairpins.



COMPARISON OF PREDICTION EFFICACIES

PREDICTIONS
Virus Bayes miRNAfind Mir-abela EumiR
Epstein-Barr Virus (23) 21 18 23
91.30% 78.26% 100%
Cytomegalovirus (11) 10 5 10
90.91% -45.45% 90.91%
Kaposi Sarcoma Herpesvirus (13) 9 5 9
69.23% 38.46% 69.23%
Rhesus Lympho-cryptovirus (16) 16 11 16
100% 68.75 100%
Mouse gamma herpesvirus (9) 5 2 9
55.5% 22.2% 100%
Mareks disease virus (8) 4 7 5
50% 87.5% 62.5%
TOTAL (80) 65 48 72
81.25% 60% 90%

Comparison of the prediction efficiency of the mir-abela, BayesmiRNAfind and EumiR on viral microRNA
precursors from miRbase. The numbers in brackets that follow the organism name denote the total number of
sequences and the numbers in bold denote the percentage true predictions.

The dataset of viral microRNA precursors were taken because it formed an
independent unbiased set which had little homology to human or other eukaryotic
microRNA precursors.Error! No index entries found.

COMPARISON WITH OTHER WEB SERVERS*

SENSITIVITY SPECIFICITY ACCURACY
EumiR 85.24 82.47 83.91
Mir-abela 65.49 99.20 81.70
BayesmiRNAfind 77.49 91.43 84.10

*The calculations were undertaken on the randomly derived half of the total set (the
testing set for the SVM model), which contained total of 542 true precursor miRNA
hairpins and 502 pseudo microRNA hairpins.

The evaluation has not been undertaken on an unbiased set of true negatives as there
is no independent dataset of experimentally validated pseudo-microRNA forming
hairpins reported in literature



