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Role of NTAR sequences in guiding translation initiation
Ponb nocnepoBartenbrocTe NTAR B KOHTpONE UHMLLIMALLUM TPAHCNaUUN

Introduction / Beepenune Protein class overrepresentation analysis

AHanuns npeacTtaBneHHOCTU KJlaccoB 6e/1KOoB

Protein class enrichment for proteins with NTAR>82

NTARs are thought to work in concert with the 5'UTR to
enhance the precise selection ot correct start codons, thereby
promoting effective translation initiation.

NMpepnonaraercq, uto NTAR coBmMecTHO ¢ 5S'UTR cnoco6CTBY:OT
TOUYHOMY BblOOPY NpaBUJIbHbIX CTaPTOBbIX KOAOHOB, UTO
crnocob6cTByeT 2P PeKTUBHOU MHULLMALLUN TPaHCNALUMN.
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2. Hundreds of human proieins possess NTARs. What these hypothesized that RIBO delay might be an 0] o o
. . inappropriate metric for assessing ribosome 0 50 100
proieins have in common? delay. NTAR score

Hawu Bonpochbl:
1. BavaeT nun Hannumne MmotueoB NTAR Ha ckopocTb pubocombi?

2. CoTHMN yenoBeueckux 6enkos oonagaot motusamu NTAR, Ho

UTO UX BCEX 00beauHaeT?

Methods

Ribosome footprint read density on TRIM28 gene
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Plot Ribosome delay vs GC-conient 5 UTR
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CkopocTb pubocombl nopg aaHHbIM RiboSeq He 3aBucut ot rmgpodobHocTn N-
KoHUua u GC-HacbiwernHocTn 5 UTR. Bo3amMo)kHo gaHHble RiboSeq HepgocTaTouHO

TOUHbIS UJIN HEBEPHDbIC.

The speed of the ribosome under the RiboSeq data does not depend on the
hydrophobicity of the N-terminus and the GC-saturation of the 5 UTR. The
RiboSeq data may not be accurate enough or incorrect.

Plots distribution of ribosomal fooiprint reads of TRIM28 (ploi4) and CCL22 (ploi5)
paduk pacnpepeneumua pupos punéocowmiroro pyrnpunta TRIM28 (4) n CCL22 (5)

EXPECTATION

Ribosome footprint read density on CCL22 gene
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Harnblie RiboSeq nnoxo noaxoaaTt Ana oueHKU CKOPOCTU ABUMXEHUA pubocombl B
Havane TpaHcnupyemMou obnactu. lypapukum pacnpegeneHma B 60/1bLWIKNHCTBE CyvYaeB

RoasSGIORE Sl oXxxuganuchk Kak y CCL22, 1o 06bIuHo BcTpevanuch Kak y TRIM28.
RiboSeq data is poorly suited to estimaie the speed of ribosome movement at the
beginning of the translaied region. Distribution plois were in most cases expected as
JaknoveHne those of CCL22, buit were commonly encouniered as of TRIM28.

1. TecT Ha nepepenpeseHTaLn:0 6e/KOBbIX KJ1acCOB
nokasbiBaeT oboraw,.eHue B knaccax MHCI, LMHKOBbIX
nanbueB U TPaHCNALUOHHbIX 6&/IKOBbIX CEMEUCTB.

2. PnéocomHble cnepbl He NO3BONSOT HaM OOHaAPYXUTDb
3a4epPXXKY pubocom B Havaslie Kogupy:oL.eun

nocrnenoBaTeNbHOCTMW.

Conclusion

1. Protein class overrepresentations test shows enrichment
in MHCI, Zn-tinger and translational protein ramilies

2. Ribosome footprint doesn’t allow us to deteci ribosome
delay at the beginning of coding sequence
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