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Role of NTAR sequences in guiding translation initiation
Ponb nocnepoBatenbrocTe NTAR B KOHTpONE UHUMLLMALLUM TPAHCNaULUN

Introduction / Beepenue Protein class overrepresentation analysis

AHanuns npepcTaBneHHOCTU KJlaccoB 6e/1KoB

Protein class enrichment for proteins with NTAR>82

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

NMpepnonaraercq, uto NTAR coBmMmecTHO ¢ 5S'UTR cnoco6CcTBY:OT
TOUHOMY BblIOOPY NPaBUNbHLIX CTAPTOBbLIX KOAOHOB, UTO
crnoco6cTByeT 2P PeKTUBHOU UHULLMALLUM TPaHCNALUMN.
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1 - - 2 An unexpected result is that ribosome delay is E o : ‘ sy ] .
1. Does the presence of NTAB motits impacti ribosome speed? e S Bt G AR SEees s L E% " &‘é%‘aﬁ .
2. Hundreds of human proieins possess NTARs. What these hypothesized that RIBO delay might be an 01 *
. . inappropriate metric for assessing ribosome 0 50 100
proteins have in common? delay. NTAR score

Hawu Bonpochbl:
1. Bnnaet nun Hannune motueoB NTAR Ha ckopoCcTb pubocombi?

2. CoTHMN yenoBevueckux 6enkos oonagaot motusamu NTAR, Ho

UTO UX BCEX 00beauHaeT?

Plot Ribosome delay vs Hydrophobic score
‘PapUK 3aBUCUMOCTU 3a4P>XKN pU60COMbI OT
rmgpo¢obHocTn N-KoHLa

Plot Ribosome delay vs GC-conient 5 UTR
Pad MK 3aBUCUMOCTU 3a4PXXKKN pU60COMDI OT
GC-nacbiweHHocTn 5 UTR
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Harnblie RiboSeq nioxo noaxoaaTt Aa oueHKU CKOPOCTU ABUMXEHUSA pubocombl B
Havane TpaHcnupyemMou obnactu. lypapuku pacnpegencHma B 60/1bLWLINHCTBE CyvYaeB

BOASSGIORE Sl oXxxuganuchk Kak y CCL22, 1o 06bIuHo BcTpeuanuch Kak y TRIM28.
RiboSeq data is poorly suited to estimaie the speed of ribosome movement at the
beginning of the translated region. Distribution plois were in most cases expectied as
3akoveHune those of CCL22, but were commonly encouniered as of TRIM28.

1. TecT Ha nepepenpeseHTaLn:0 6e/KOBbIX KJ1aCcCOB
nokasbiBaeT oboraw,.eHue B knaccax MHCI, LMHKOBbIX
nanbueB U TPaHCNALUOHHbIX 6&/IKOBbIX CEMEUCTB.

2. PnbocomHble cnepgbl He NO3BONSOT HaM OOHaAPYXUTDb
3a4epP>XXKY pubocom B Havaslie Kogupy:oL.en

nocnegoBaTe/ibHOCTM.

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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