nano-tRNAseq kit

Unlock the secrets of tRNA on your bench

Introducing nano-tRNAseq: the only kit that allows for full-length, sequencing of native tRNA
molecules. Simply starting from total RNA, you can now quantify tRNA abundances and detect
chemical modifications. With 12 reactions included, we make sure you have everything you need

to unlock the secrets of tRNA.... for all species™!
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Specifications
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Total RNA input total RNA Workflow time 2 days

“all species with annotated genome

‘, For El¥ggE
IMMAGINA The ribosome company more 'ﬁ‘é%
£

+ BioTECHNOLOGY - .
info EI%EREE



(A)

[a 1
Thr-AGT ™ /| eu-CAA S
Arg-CCT TrpCCA’ oY)
Lys-TTT #—=lhr-TGT o
-

tRNA abundances in treated vs
control samples. (B) Volcano

(B) ® NS p-value p —value and log,FC
/
Glu-CTe Leu-AhG |
10° Asp—GTC/S/ ét(e:u—AAG Y Ai'\ :
Pro-AGG”Sgr-GCT - H H
. T 20 o | Nano t.RNA.f,eq klt' cogpled with
Gin-GTé AlB-AGC ¥ | Immagina BiolT pipeline allows
104.5 His-GTG 7 iMet-CAT | | f d t t d | . f
A | or detection and analysis o
A_AGG Cys;G)(y)A 15 | tRNA abundances. (A) Scatter
rg- Z
10° Gy-CCC | srrdna | plot shows mean counts of
|
|
|

Glu-TTC N9-Alloger CaA Leu-TAA Arg-CCG

Mean Counts (DESeq2 Norm) Treated

eL— . .
1035 prgTCT /. PREGAR cu-Gre | ﬁ{gi&gew—ccc plot portrays differentially
mggK VATTAC iMG.t-FAT Giu-TTg Ag-CCT expressed tRNA abundances in
Th-8674 ° BT 88T sp-GTC treatment vs control.
10° SeC-TEA Met-CAT Phe-CAp I
L I _ sl
“ %"
lle- AT 0 | P |
10%°  10°  10*°  10*  10*°  10°  10%° -2 -1 0 1 2
Mean Counts (DESeq2 Norm) Control Log,fold change

(C) | H =

Gly-ccc-2
Gly-GCC-2
Gly-TCC-2
| His-GTG-1 log,FC
| lle-AAT-5 ,
lle-TAT-2 "
iMet-CAT-1 -2
Leu-AAG-2 -4
Leu-CAA-1
Leu-CAG-1

H Leu-TAA-1
[ [T 1

-

™

(] NONONOHNMTNONOONO N
ANANNNO NN T
<

Position in tRNA sequence (nt)

s103d222e0S! YNY1

Chemical modifications are identified based on basecalling errors detected on every position of all tRNA isoacceptors (C).
Heatmap shows significant changes in modifications observed in treatment vs control. Blue indicates possible loss of
modification in treated sample; red indicates insertion of modifications in treated sample.
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/mgg/ﬂe what yOU can discover /mmgg/n(j, key aspects of nano-tRNAseq technology developed by researchers of

the Novoa Lab at the Centre for Genomic Regulation, Barcelona, Spain.



