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NR-HMM is a program for predicting Nuclear Receptor binding sites based on a Hidden Markov
Model framework [1] and can predict variable spacing and orientation of half sites. It is created

using Visual Basic (VB) and implemented on 32-bit windows system.

Part 1: Prediction of nuclear receptor binding sites

Step 1: Choose an input file containing DNA sequences in FASTA format:
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File name: testfa

Step 2: Designate an output file:
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Step 3: Load the NR-HMM model model.xml:
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File name: modelxml

Step 4: Set parameters for predicting nuclear receptor binding sites:

Max buffer length is the sliding window length. Overlap length between buffers is the overlap
length of each two adjacent windows. For example, Max buffer length: 500; overlap length
between buffer: 20.
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Step 5: Run NR-HMM prediction.

Program finished.
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Part 2: Calculating the probability score of each predicted nuclear
receptor binding site

Step 1: Open an input file having predicted binding sites (generated in part 1):
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Step 2: Designate an output file for saving scores:
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Step 4: Load the NR-HMM model model.xml:
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Step 5: Set Parameters for calculation of the probability score

Designate the column number of State Sequence, Symbol Sequence and Range Start in the
output file of part 1

@ NRHMM - @Copyright 2012 - The Applied Bioinformatics Lab v, The University of Kansas =068 X
P4
@ OpenmaHMMModel P ——
@ [l » Computer » Local Disk (D) » myHMM vJO’u Search myHMM o
Organize > New folder - 1 @ —
T — ] =
' ' — 011331 PM XML Doy
Input Orign Fide:
[Dymyn e st out il |
Num of Stole Sequence Cokmnistentton 1y, &L b
Num Of Symbol Sequence Column(start from 1) ﬁ
Quiput File: ‘
[Dimytivaspestscore - [ e syle
Step5 =~ | 3
Essta Sequence File: J ’ f
[DymytMestia == = e
Num of Range Stant Colomn(stast from 1): @ - BG
— . —
Veorbi Singlesea | g |




Step 6: Run score calculation
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