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*Each construct has 3 variations in the CDR3 region Fig 3: Heatmap of UMI counts in TCR spike-in
that differ by 3 nucleotides in a fixed position & control RNAs in 13 TCR isoforms (39 sequences) in Summary
various concentrations spiked in 50 ng of PBMC + Cellecta developed a panel of synthetic, near full-
- RNA. length TCR/BCR RNA and DNA constructs for universal
DriverMap™ Adaptive Immune Receptor calibration standard application in immune receptor
(AIR) Profiling Assays profiling assays.
- Comprehensive AIR-RNA and DNA repertoire » TCR/BCR calibration standards can be used for
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Fig 4: Box h h 3 - h
multiplex RT-PCR reaction (human and mouse). - I —————— plot analysis E,Ztt% aur;?%sﬁmfprgijlgrpégxwﬁ;gggrglF)ilslTé\l I/r\1 %rnoifllgpsgal
RN?\%mtgﬂtﬂgr%'&';?gpe analysis with UMI for both - of TCR spike- PCR-based immune receptor profiling assay

trol
+ Integrated with MiXCR software (MiLaboratories) # ::?):cs’?rurgts; + The design of the calibration standards enables them

package for immune repertoire analysis. results show to be used with any standard AIR-PCR assay.
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