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Safety Notes 

At MiRXES, we regard the safety of our customers and users of utmost importance. 
Appropriate personal protective equipment should be always worn when handling 
chemicals. 
For more information on the product, please consult the relevant safety data sheets, 
which can be obtained from the distributor, or alternatively, contact the Technical 
Service Department. 
In case of any accidents, contact the relevant authorities in your area or region. 

Product Use Limitations 

This product is for research use only. No right to perform commercial services of any kind, including without limitation 
reporting the results of purchaser’s activities for a fee or other commercial consideration, is conveyed expressly, by 
implication, or by estoppel. Not for diagnostic use. Handling of this product should be done and observed with care and 
attention. All users of this product are highly recommended to adhere to the various safety and handling guidelines that 
pertains to this product. 

Product Warranty and Satisfaction Guarantee 

MiRXES warrants that its products will conform to the standards stated in its product specification sheets in effect at the 
time of shipment. MiRXES will replace any product that does not conform to the specifications, free of charge. This warranty 
limits MiRXES’ liability to only the replacement of the product. The technology employed in this product is covered by Patent 
No: 185776, SG; ZL 201180038333.8, CN; 5851496, JP. Patents pending in other nations. The MiRXES terms and conditions 
can be obtained on request and provided at the back of our invoices. Any questions related to the product specifications and 
performances can be answered by contacting the MiRXES Technical Support, your distributor or by visiting www.mirxes.com. 

http://www.mirxes.com/
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1. Kit Contents 
 

Reagent Pack size Quantity 

ID3EAL™ PanoramiR RT Buffer* (A/B/C/D) 130 µl/tube 1 tube each 

ID3EAL™ PanoramiR AUG Buffer 4Xⱡ (A1/A2/B1/B2/C1/C2/D1/D2） 160 µl/tube 1 tube each 

ID3EAL™ PanoramiR miRNA PCR Buffer 4X 1800 µl/tube 12 tubes 

ID3EAL™ PanoramiR RT Enzyme 60 µl/tube 1 tube 

ID3EAL™ PanoramiR PCR Enzyme 700 µl/tube 1 tube 

ID3EAL™ PanoramiR Spike-in RNA Template 20 µl/tube 1 tube 

ID3EAL™ PanoramiR qPCR Reaction Plate (384-well) 1 pc 12 pcs 

* ID3EAL™ PanoramiR RT Buffer includes RT multiplex primers. 

ⱡ ID3EAL™ PanoramiR AUG Buffer includes AUG multiplex primers. 

2. Instruments and Materials Recommended or Required (not 

included in the kit) 
 

1. qPCR instruments (SYBR and ROX calibrated; low ROX compatibility) 
2. Thermal cycler  
3. Multi-channel Pipette (Manual or electronic) 
4. 8-tube strips and 8-cap strips or 8-tube strips with attached caps 
5. Nuclease-Free Water 
6. Plate vortex  
7. Tube-strip mini-centrifuge 
8. Centrifuge for microplate 
9. 96-well deep well plates 
10. 8-channel reservoirs 
11. RNA extraction / isolation systems 

 

3. Workflow Overview 
The workflow will take 3 to 4 hours, including 1 hour of total hands-on time, from RNA 
isolation to the end of the qPCR step.  
 
Instrument run-times: 
 

 
 
Experimental workflow: 

1h 20min 1h 15min 
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4. RNA Isolation 
 
The ID3EAL™ PanoramiR miRNA Knowledge Panel is agnostic to different biological sample types and 
RNA isolation methods. miRNAs have been detected in RNAs isolated from freshly harvested as well 
as stored cells and tissues, including FFPE tissues. When selecting methods of RNA isolation, users 
should ensure the method retains the small RNA fraction. A Bioanalyzer or a denaturing RNA gel can 
be used to verify the presence of small RNAs.  
 
Though miRNAs are highly stable in native protein bound forms within biological samples, purified 
miRNAs like all RNA, are susceptible to degradation by endogenous and exogenous ribonucleases 
(RNases) as well as chemical degradation. MiRXES recommends handling miRNA samples in dedicated 
RNA handling equipment in dedicated, isolated areas (e.g., PCR hoods). Filtered pipette tips and 
nuclease free consumables should be used. 

 

5. Spike-in Protocol for RNA Extraction Step 
 
The ID3EAL™ PanoramiR RNA Spike-in template contains uniquely designed small RNAs (~22 nt) with 
sequences distinct from endogenous miRNAs. It has been extensively tested and is compatible with 
various isolation methods, including phenol/chloroform, phenol-free, membrane, bead and 
precipitation-based methods, provided the method retains the small RNA fraction. MiRXES 
recommends the use of miRNA spike-ins to monitor and normalize experimental variations in sample 
RNA isolation, reverse transcription and qPCR. 

 

Real-time PCR 

Reverse Transcription 
(cDNA Synthesis) 

Pre-amplification 

Sample 
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1. Prepare the ID3EAL™ PanoramiR RNA Spike-in template immediately before use during 

isolation by diluting it 30x with Nuclease-Free Water. For 12 samples, add 145 µl of Nuclease-

Free Water into 5 µl of the RNA Spike-in concentrate. 

2. Do not subject the diluted RNA Spike-in to multiple freeze thaws cycles. If necessary, make 

aliquots upon reconstitution. 

3. Mix thoroughly and keep on ice. 

4. Use the diluted RNA Spike-in template immediately by adding 10 µl of diluted RNA Spike-in 

template to the lysis buffer of each sample.  

5. Prepare sufficient mixture of the RNA Spike-in and lysis buffer to account for pipetting error. 

 
 

6. cDNA Synthesis Protocol 
 

 

 
 

1. Add 5 µl of the isolated RNA to the bottom of each reaction tube according to the RT plate 

layout (Figure 1). Each 8-well strip corresponds to 1 sample. 

2. Thaw 1 tube of each RT Buffer (RT Buffers A, B, C, D) on ice. Take out the RT Enzyme from the 

freezer when all the RT Buffers are thawed. Briefly spin down the tubes. 

3. Add 10 µl of the RT master mix set-up indicated in Table 1.1 to each reaction tube according 

to the RT plate layout (Figure 1). Repeat dispense can be used at this step if such a feature is 

available on the pipettor. Avoid touching the RNA to prevent carry-over and contamination.  
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Table 1.1: RT Master Mix Set-Up (Prepare on ice) 

Reagent Single reaction set-up 12 samples set-up 

PanoramiR RT Buffer A/B/C/D 9.25 µl 120 µl 

ID3EAL™ PanoramiR RT Enzyme 0.75 µl 9.75 µl 

 
4. Seal the tubes tightly. Centrifuge briefly. 

5. Vortex the 8-well strips or 96-well plate on a PCR plate mixer at 1800 rpm for 20 s. Centrifuge 

briefly.  

6. Immediately place the tubes in the thermocycler. Run the RT protocol according to Table 1.2. 

7. Keep the cDNA on ice or in a 4 °C fridge. Proceed to the pre-amplification step within 60 min. 

 

 
 

Table 1.2: RT Thermal Cycling Parameters 

Cycles Temperature Duration Notes 

1x 

25 °C 10 mins Incubation 

30 °C 10 mins Incubation 

35 °C 10 mins Incubation 

40 °C 10 mins Incubation 

95 °C 5 mins Heat inactivation 

25 °C Hold Hold 

 

 
 

Figure 1: RT plate layout. The RT reaction can be set-up in 12 x 8-well strips or in one 96-well 
plate. Each column corresponds to 1 RNA sample. 
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7. Pre-Amplification (Augmentation) Protocol 
 

1. Thaw 1 tube of 4X AUG Buffer from each group (A1, A2, B1, B2, C1, C2, D1, D2) on ice.  

2. Ensure that the thermocycler lid is preheated to 105oC. 

3. Only remove PCR Enzyme from the freezer when all 4X AUG Buffers are thawed.  

4. Briefly spin down all tubes.  

5. Dilute PCR Enzyme with nuclease-free water in a ratio of 1:20. Vortex well and spin down. 

 

 
 

6. Add 41 µl of the pre-amplification (PA) master mix (master mix set-up as indicated in Table 

2.1) to each reaction tube according to the PA sample layout (Figure 2). Each 8-well strip 

corresponds to 1 sample. Avoid touching the RNA to prevent carry-over and contamination. 

Repeat dispense can be used at this step if such a feature is available on the pipettor. 

 
Table 2.1: PA Master Mix Set-Up (Prepare on ice) 

Reagent Single reaction set-up (µl) 12-sample set-up (µl) 

PanoramiR AUG Buffer 4X 

(A1/A2/B1/B2/C1/C2/D1/D2） 
11.2  146 

ID3EAL™ PanoramiR PCR Enzyme 
(diluted 1:20) 

1  13 

Nuclease-Free Water (not provided) 28.8 374 

Total 41 533 

 
7. Transfer 4 µl of cDNA sample to wells according to the PA sample layout (Figure 2). Each cDNA 

sample is dispensed into duplicate tubes within an 8-well strip. Repeat dispense can be used 

at this step if such a feature is available on the pipettor. 

8. Seal the sample with either a cap-strip / PCR seal as appropriate and centrifuge briefly. Vortex 

the PA samples on a PCR plate mixer at 1400 rpm for 20 s. Centrifuge briefly to collect all 

reaction mixture at the bottom of the tubes/wells. 

9. Run the PA thermal cycling protocol according to Table 2.3. 
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Figure 2: PA sample layout. 

 
 
Table 2.3: PA Thermal Cycling Parameters 

Cycles Temperature Duration Notes 

1x 

25 °C 10 sec 

Polymerase Activation 95 °C 10 mins 

40 °C 5 mins 

11x 
95 °C 10 sec Denaturation 

60 °C 30 sec Annealing 

1x 4 °C Hold Hold 
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8. Quantitative PCR (qPCR) Protocol 
 

 
 

 
1. Add 5350 µl of nuclease free water (not supplied) to one tube of 4X PCR Buffer and thaw on 

ice. PCR Buffer should be used within 60 min. DO NOT freeze and reuse PCR buffer after 

addition of water. 

2. Add 48 µl of PCR Enzyme to the PCR Buffer to generate 1X qPCR Master Mix sufficient for 1 

column of the deep-well plate or 1 qPCR plate (i.e. 1 sample) as indicated in Table 3. Mix by 

vortexing. 

 

Table 3: qPCR Master Mix Set-Up (Prepare on ice) 

Reagent 
1X qPCR Master Mix 

(per column of deep-well plate or 1 qPCR plate/1 sample) 

4X PCR Buffer 1800 µl 

PCR Enzyme 48 µl 

Nuclease Free Water 5350 µl 

 

3. Chill a 2 mL deep-well plate on ice. Aliquot 864 µl of 1X qPCR Master Mix to each well in 

column 1 of the deep-well plate. 1 column corresponds to 1 qPCR plate (1 sample). 

4. Centrifuge the PA samples briefly. Transfer 36 µl of augmented cDNA to the corresponding 

wells in the deep-well plate according to the layout in Figure 3. Seal the deep-well plate 

securely.  

5. Vortex the deep-well plate at 1400 rpm for 20 s. Centrifuge briefly. 

6. Remove qPCR plate from the sealed pouch. Place the plate on a 384-well cool block on ice.  

7. Use a multi-channel pipette, dispense 15 µl cDNA/Master Mix into each PCR well of the qPCR 

plate according to Figure 4. 

8. Seal the qPCR plate with an optical qPCR seal. Centrifuge the plate at 500 x g for 20s. 

9. Immediately place the plate into the qPCR machine and run the thermocycling protocol 

according to Table 3.1. 
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Figure 3: Deep-well plate layout 

 
 
 

 
 

Figure 4: qPCR plate layout. Details of miRNA target in each well can be found in the PanoramiR 
Analysis Template. 

 
 
Table 3.1: qPCR Thermal Cycling Parameters 

Cycles Temperature Duration Notes 

1x 95 °C 10 minutes Polymerase Activation 

40x 
95 °C 10 seconds Denaturation 

60 °C 40 seconds Annealing and extension 
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9. Data Analysis Protocol 
 
The PanoramiR Analysis Template is an Excel file (.xlsx) that assists users in performing data analysis 
of the samples processed using the ID3EAL™ PanoramiR miRNA Knowledge Panel. It is intended to 
support laboratories that are studying miRNA expression changes.  
 
The template contains several tabs that users may access for data analysis: 

Excel tabs 
Tab 
No. 

Descriptions User Input 

Workflow 1 
Instructions on the different data analysis 
workflows 

Select data analysis 
workflow 

miRNA Table 2 List of miRNAs for analysis  - 

Plate Layout 3 
Position of miRNA assays in the 384-well plate 
format 

- 

User Input 4 For user input of raw CT values  Raw CT values 

Threshold Ct 5 
CT values with excluded data based on user 
predefined CT Cut-off 

CT threshold 

RNA Spike-in 
Normalized Selection 

6 
Normalized CT value using Spike-in. 
Generation of Global Normalization Factor 
(GNF) 

- 

Normalization 
Selection 

7 
Selection of Normalization method - Global 
Mean Normalization or Ref miRNA 
Normalization 

Select Normalization 
method 

Results 8 Fold-change data and p-values - 

Fold-Change Plots 9 
Bar charts displaying fold-changes for the 
results 

- 

Scatter Plot 10 Scatter plots for the results  - 

3D plot 11 3D bar charts for the results - 

Volcano Plot 12 
Shows the Log2 of the fold-changes in each 
miRNA expression by plot  

- 

Global Normalized Ct 13 

Global Normalized CT values by using Spike-in 
normalized CT values and Global Normalization 
Factor.  
For Global Mean Normalization method. 

- 

Global Normalized 
Data 

14 
Gene expression values using Global 
Normalized CT. 
For Global Mean Normalization method. 

- 

Sample Normfinder 
Output 

15 
Sample output file from Normfinder. 
For Reference miRNA Normalization method. 

- 

Normfinder 
Calculations 

16 
Working sheet for Normfinder analysis. 
For Reference miRNA Normalization method. 

Input working sheet for 
Normfinder analysis 

Ref miR Selection 17 
Selection of Reference miRNAs for 
normalization. 
For Reference miRNA Normalization method. 

Filter and select 
reference miRNAs 

Ref miR 
Normalization Data 

18 
Normalized fold change data using Normfinder 
workflow. 
For Reference miRNA Normalization method. 

- 
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10. Performing Data Analysis 
 

a. Workflow 
This tab shows the different workflows that may be used to analyse the miRNA expression data.  

 

i. Basic workflow 
This workflow only requires the input of raw data from the qPCR software. 
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ii. Intermediate workflow 
This workflow requires the user to select the desired type of normalization for their studies: Global 
Normalization or Reference miRNA Normalization using reference miRNAs identified by Normfinder. 
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iii. Advanced workflow 
This workflow requires the user to understand their experiment well enough to identify and specify 
their desired CT Cut-off based on their miRNA of interest.  
  

 

  

“Threshold Ct” 
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b. Excel tabs 
 

i. miRNA Table 
This tab shows the list of all miRNAs that are included for analysis in the PanoramiR kit, together with 
the miRNA sequences and the miRBase v22 Accession numbers. 

 

ii. Plate Layout 
This tab shows the plate layout of the miRNA assays in a 384-well plate format. It also shows the 
locations of the Spike-ins: A1.SP, B1.SP, C1.SP, D1.SP, A2.SP, B2.SP, C2.SP and D2.SP, all located in 
Column N. Each Spike-in is grouped together with 47 miRNAs, as shown in the below table:  
 

Spike-In Group miRNA well group  

A1.SP A1 Well A1 – B24 

B1.SP B1 Well C1 – D24 

C1.SP C1 Well E1 – F24 

D1.SP D1 Well G1 – H24 

A2.SP A2 Well I1 – J24 

B2.SP B2 Well K1 – L24 

C2.SP C2 Well M1 – N24 

D2.SP D2 Well O1 – P24 

 

iii. User Input Tab 
This tab requires the user to input raw data exported from the qPCR software into the PanoramiR 
Analysis Template, “User Input” Tab. 

 

 
 

• Import raw CT data from the qPCR software to the PanoramiR Analysis Template, “User Input” 

Tab. There are 12 columns for 12 samples. For example, if you are using 3 samples each for 

control and treatment groups, please only use the first three columns. 
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• Choose the correct RNA Spike-in method based on your experiment: 

 
 

• If the RNA Spike-in is used during the isolation step, input the Spike-in volume for both Control 

and Test sample, as the analysis tool will use the Spike-in volume to calculate the Input Scaling 

Factor using sample RNA Input Scale – the mean RNA input scale for all samples, where it is 

calculated in the Threshold CT Tab. 

• The RNA input scale is calculated as follows: 

 

RNA Input Scale = -log2(RNA input volume) 

 

• The Input Scaling Factor will be used to calculate the RNA Volume Normalized Spike-in Factor.  

• If the RNA Spike-in is used during the Reverse Transcription step, there will be no need to 

input the RNA input volume. The raw CT value will be used for the analysis.  
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• The template caters for up to 100 samples (50 Control Samples and 50 Test Samples) 

o The heading for Control Samples is coloured in Pink ( ), 

whereas the heading for Test Samples is coloured in Blue ( ) 

iv. Threshold CT Tab 
This tab requires the user to adjust the CT Cut-off if the user wishes to include / exclude miRNAs based 
on their CT values.  

• After placing the data in the User Input tab, the user may adjust the maximum and minimum 

CT thresholds in Column DB of the Threshold CT Tab. This will help to filter and exclude wells 

with raw CT values that fall outside the specified minimum and the maximum CT range.  

  
 
 
This tab also helps to calculate the Spike-in Normalized Factors and the RNA volume Normalized Spike-
In Factors, which will be used to calculate the RNA Spike-in Normalized CT in the next tab. Since there 
are 8 different subgroups used in the pre-amplification (A1, B1, C1, D1, A2, B2, C2, D2), the Spike-in 
value will be calculated individually and automatically by the analysis tool.  
 

(i) If the user has chosen the isolation RNA Spike-in method, the RNA volume Normalized 

Spike-in Factor will be required to calculate the RNA Spike-in Normalized Ct. The formula 

for calculating the factor is as follows: 

 

RNA volume Normalized Spike-in Factor = RNA volume Normalized Spike-in CT value -x RNA volume 
Normalized Spike-in CT value for all samples (treated and untreated) 
 

Where RNA volume Normalized Spike-in CT = Raw Spike-in CT – Input Scaling Factor  
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(ii) If the user has chosen the Reverse Transcription RNA Spike-in method, the Spike-in 

Normalization factor will be used instead. The formula for calculating the factors is as 

follows:  

 

Spike-in Normalized Factor = Raw Spike-in CT -x Raw Spike-in CT value for all samples (treated and 
untreated) 
 

v. RNA Spike-in Normalized Ct 
There is no need for user input in this tab. The normalized CT values have been calculated with the 
RNA Spike-in Normalization Factors. Users would need to take note of the Mean Expression Check 
value, and the number of miRNAs that are included / excluded in the analysis.  
 

• After placing the data in the RNA Spike-in Normalized Ct, the user is to take note of the Mean 

Expression value in cell AG8. If the absolute Mean Expression value is more than 2, the analysis 

tool will flag this out with a message, “Warning – Global Expression Difference”. The default 

threshold value is set at 2 cycles. If there is a need to change the threshold, please contact 

MiRXES technical support.  

 

• The Mean Expression Check formula is as shown below: 

 

Mean Expression Check = x CT of Control – x CT of Test samples 
 

Where Global Mean of control and test samples cannot be more than 2 cycles apart. 
  

         
 

The Global Normalization Factors are displayed for each sample. These are calculated as shown: 

Global Normalization Factors = x Spike-in normalized CT of Sample – x Spike-in 
normalized CT of all samples 

 

 
 
The number of miRNAs that are included / excluded based on the CT Cut-off range are also displayed.  
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vi. Normalization Selection  
There is no need for user input in this tab. The user would need to take note of and select the 
desired normalization method. 
  

 
 

vii. Results 
This tab calculates the fold change in d CT values between the Test and Control samples by using the 
formula:  

Fold-Change (dCT) = (Geometric Mean of all Test Samples) – (Geometric Mean of all Control 
samples) 

 
The fold-change results are tabulated in Column H. The column will also display up- and down-
regulation of the fold-change differences in red and blue. The threshold is defined and may be 
adjusted in Cell L6 (up-regulation) and Cell L7 (down-regulation). 
 

   
 
The statistical p-values calculated by the Student's t-test are also displayed and calculated in Column 
H, where a p-value of < 0.05 means that the data is statistically significant. A p-value of < 0.05 will be 
highlighted in red. 

 

viii. dCT Fold-Change Plot 
This tab shows the graphs using the dCT fold change data from the Result tabs. The results can 
be sorted in an ascending order for better visualization. 
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ix. Scatter Plot 
The red line indicates the equivalence line. The two black lines bounding the equivalence line indicate 
a dCT fold-change defined by the user with the entry in Cell F1 (The default dCT fold-change cut-off is 
1, i.e., fold-change = 2). Users may adjust the values of the x and y-axis to have better visualization of 
the experimental data.  

 

  
 

x. 3D Plot 
The XY plane represents the 384-well format, while the Z-axis columns plot the fold-change difference 
in miRNA expression between the Test and Control samples. Columns pointing up (with Z-axis values 
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> 1) indicate an up-regulation of miRNA expression, and columns pointing down (with Z-axis values < 
1) indicate a down-regulation of miRNA expression in the Test Groups relative to the Control Group. 
 

 
 

xi. Volcano Plot 
The volcano plot visualizes the statistical significance (t-test p-value) of the differential expression 
patterns between Test and Control Samples. This plot graphs the log2 of the fold-change in each 
miRNA's expression between the Groups on the x-axis versus the -log10 of each miRNA expression 
change’s p-value on the y-axis.  

 

 
 

xii. Global Normalized CT 
This tab calculates the normalized CT found in the RNA Spike-in Normalized CT samples using the 
formula: 
 

Global Normalized CT = RNA Spike-in normalized Data - Global Normalization Factor 
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xiii. Global Normalized Data 
This tab calculates the normalized expression values of all samples by using the formula: 
 

Global Normalized Data = 2^-(Global Normalized Ct) 
 

xiv. Sample Normfinder Output 

 
This tab shows a sample output from Normfinder after analysing gene expression data. The tab should 
show the “Stability Value” of all the miRNAs and identifies the best reference gene(s) to be used for 
normalization.  

 
Normfinder is an algorithm for identifying the optimal normalization gene among a set of candidates. 
It ranks the set of candidate normalization genes according to their expression stability in a sample 
set and experimental design. It can analyse expression data obtained through any quantitative 
method, for e.g. RT-qPCR or microarray-based expression analysis. 
 
"NormFinder.xla" adds the Normfinder functionality directly to Excel. The instructions to install the 
add-in is stated in this link. [https://moma.dk/9-services/14-normfinder-faq] 
 

 
 

xv. Normfinder Calculations 
 
This tab shows instructions on how to use the Normfinder software to analyse the experiment data. 

 

 
 
After analysing the data using Normfinder, a separate excel tab will be generated (Statistics). This tab 
shows the best reference miRNA candidate for normalization and the stability value of this miRNA. It 
also shows the best combinations of two stable miRNAs, and the stability value of the pairing.  
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xvi. Ref miR Selection 
 
This tab shows log transformed data from the RNA Spike-in Normalized Tab, using the formula 2-Ct. 
Based on the instructions defined in the Normfinder Calculations tab, any miRNA in the samples that 
are not detected / excluded is required to be filtered away. 
 
After filtering, copy the “Position” and “miRNA ID” column into the Normfinder Calculations tab 
followed by the values from the Test and Control samples into the Normfinder Calculations tab. 
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It is advisable to add the group numbers (Group identifiers) at the back, as specified by Normfinder. 
Grouping allows the identification of stable reference genes in groups, e.g., 1-5 samples are from the 
1st time point, and 6-10 are from the 2nd time point. Refer to Normfinder documentation for more 
details. 
 

 
 
 
Users may select up to 3 miRNAs in cell AD10 to be used as reference miRNAs. 
 

 
 
This tab then calculates the Reference Expression Factor and the NF Scaling Factor using the geometric 
mean. 
 
 
 

https://moma.dk/files/Normfinder%20documentation-v20.pdf
https://moma.dk/files/Normfinder%20documentation-v20.pdf
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xvii. Ref miR Normalized Data 
 
This tab calculates the Normfinder normalized data using the expression values from Ref miR selection 
divided by the NF scaling factor. This set of data is used in the data plots to analyse miRNA expression.  
 

11. FAQ 
 

Q: Do we need to use a full 96-well plate for just 1 sample during pre-amplification? 
A: A 96-well plate is useful for preparing sample batches of 12 or more samples. 8-tube PCR strips may 

be used for preparing less samples, whichever is convenient. 

 

Q: How many samples can be analysed with the PanoramiR kit? 
A: One kit has sufficient reagents for 12 samples. If you wish to run 12 samples each for control and 

test groups (a total of 24 samples), you will need 2 kits.  

 

Q: Can the PanoramiR kit be used to detect diseases in patients? 
A: The PanoramiR kit is a Research Use Only (RUO) product. The intended use is as a discovery tool for 

miRNA research. It is not intended for diagnostics use.  

 

Q: Can the PanoramiR kit be used to determine absolute copy number? 
A: The ID3EAL™ PanoramiR miRNA Knowledge Panel only supports relative quantification analysis. The 

format of the panels does not support absolute copy number analysis. Should users require 
absolute copy number quantification, MiRXES provides the ID3EAL™ Premium 700 Profiling Service. 
For more information, please contact sales@mirxes.com. 

 

Q: Does the PanoramiR kit include the Spike-in template? 
A: Yes, the Spike-in template is included. 

 

Q: What is the RNA input volume that I should specify in the analysis template? 
A: You will only need to specify your RNA input volume when you opt for the RNA isolation Spike-in 

method. After isolation, the volume of RNA used for reverse transcription would be the RNA input 

volume.  

 

Q: The graph in Fold-Change Plot/Scatter Plot appears to be empty. What should I do? 
A: Filter the data range to ensure blank cells or cells with error values are not selected. For the scatter 

plot, adjust XY settings of the plots based on the calculated minimum / maximum XY values. Use 

the Format Axis function to change the minimum / maximum values. 

 
 
 
 
 
 
 

mailto:sales@mirxes.com
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Visit our website or simply send an email: 
 
Email: sales@mirxes.com 
Technical Support: techsupport@mirxes.com 
Web: mirxes.com 
HQ: 2 Tukang Innovation Grove, JTC MedTech 
Hub, #09-02 Singapore 618305 


