To prepare your pool ready for submission:
1. Determine the concentration (ng/µl) of each individual library using Qubit or KAPA Library Quantification Kits.
2. Determine the average size (bp) of each individual library using an Agilent Technologies 2100 Bioanalyzer or Agilent Tapestation.
3. Determine the molarity (nM) of each individual library using the figures above and the formula below:

 
4. Sample to be provided at highest possible molarity and volume. 
Absolute minimum for 1 sequencing run is 12µl @ 2.5nM 
Plan your library normalization (dilution calculations): Determine a common concentration in order to dilute all individual libraries. Dilutions should be done using Tris-Cl 10mM, pH 8.5 or nuclease free water.
Calculate the dilution of each individual library using the equation below:
(C1)(V1)=(C2)(V2)
C1= initial concentration of solution
V1= volume of initial solution that will be diluted
C2= concentration of final solution
V2= desired volume of final diluted solution
 
5. Pool the normalized libraries: Combine equal volumes of each normalized library into a low-bind 1.5ml Eppendorf tube and gently pipette contents up and down 10 times to mix thoroughly. 
6. The tube must be clearly labelled with the project tag from the quote, ie williams_01-04-23_ribodepletion.
If the project tag has multiple pools then the sample tube must be also labelled with the pool number too, concordant with the submission form. Pool number in relation to samples should be stated in the submission form.

