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2.1 UniProt ID: Q9BQ52
Dolzina: 826 ak

Funkcija: sodeluje pri tRNA 3'-procesiranju.
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AF304369 AAG24440.1 ) ACCESSION Arsease
Genomic DNA VERSION AF304370.1
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3.2 Ta zapis vsebuje 6 triptofanov.

Amino acid composition:

Ala (A) 65 7.9%
Arg (R) 58 7.0%
Asn (N) 22 2.7%
Asp (D) 28 3.4%
Cys (C) 22 2.7%
Gln (Q) 45 5.4%
Glu (E) 65 7.9%
Gly (G) 53 6.4%
I His (H) 32 3.9%
Ile (I) 37 4.5%
Leu (L) 89 10.8%
Lys (K) 39 4.7%
Met (M) 20 2.4%
Phe (F) 28 3.4%
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Showing features for transit peptide’, chain’, modified residue (large scale
data)’, modified residue.
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Sequence: MWALCSLLRSAAGRTM
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# Program: needle
# Rundate: Fri 9 May 2025 08:10:32
# Commandline: needle

Y

-auto
-stdout
-aseguence emboss_needle-I20258509-051085-0611-88119005-plim. asequence
-bsequence emboss_needle-I1202686@9-081005-8611-88119008-plm. bsequence
-datafile EBLOSUMG2
-gapopen 10.0
-gapextend 8.5
-endopen 10.8
-endextend 8.5
-aformatd pair
-sproteinl
-sproteinz
Align_format: pair
Report_file: stdout
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Aligned_sequences: 2
1: RNZ2_PANTR

2: RNZ2_HUMAN
Matrix: EBLOSUMG2
Gap_penalty: 10.0
Extend_penalty: 8.5

Length: 826

Identity: 817/826 (98.9%)
Similarity: 821/826 (99.4%)
Gaps: @/826 ( 0.8%)
Score: 4283.0
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4.1 8CBL

PDB 8CBL EM 279A E 1-826
PDB 8Z0P EM 310A A 1-826
PDB 8Z1F EM 430A A 1-826

4.2 Metoda: elektronski mikroskop
Ekspresijski sistem: Escherichia coli

B 8CBL | pdb_00008cbl

Structure of human mitochondrial RNase Z in complex with mitochondrial pre-tRMA-His(0,Ser)
PDB DOI: NS /1901 019110 2210ipabaCELipdh EM Map EMD16544; EMDB EMDAIARy

NAKE: CEL

Ctassification: RNA BINDING PROTEIN
Organismis): Homo sapiens

Expression System: Csclrichia 00k, in vilro I
Mutation(s}: Yos @

igbon woctor pT7-TR{dodai)

Deposited: 2023.01.25 Released: 20124.06-12
Deposition Author(s): MEYNIER, ¥, HARDWIC
TISNE, G

S, CATALA, M, ROSKE, J, OERUM, S, CHIRGADZE, D, BARRAUD, P YU, W., LUISI, B

A Rec

Experimental Data Snapshot wWPDB Validation @ ©30 Aepon | Fut epon

Method: ELECTRON MICROSCOPY Metric Perceniile Ranks Value
Resolution: 2 79 A
e
State: PARTICLE Cleh | —
Reconstruction Method: SINGLE PARTICLE Ramachisntan owicrs I o
Sidechain outicrs I s
RNA backbone I [ —

4.3

(Vir:

RNZ2_PANTR

RNZ2_HUMAN

RNZ2_PANTR

RNZ2_HUMAN

RNZ2_PANTR

RNZ2_HUMAN

RNZ2_PANTR

RNZ2_HUMAN

RNZ2_PANTR

RNZ2_HUMAN

RNZ2_PANTR

RNZ2_HUMAN

RNZ2_PANTR

RNZ2_HUMAN

https://pmc.ncbi.nlm.nih.gov/articles/PMC7067598/)

5

-

MWALCSLLRSAAGRTMSQGRTISQAPARRERPRKDPLRHLRTREKRGPSG

FECCEEEEEEEEEEREEEE PR PR e
MWALCSLLRSAAGRTMSQGRTISQ RHLRTI

CSGEPNTVYLOWVAAGSRDSGAALYVFSEFNRYLFNCGEGIQRLMOQEHKL

FECCEEEEEEEEEEEEEEE PR P PR EE e = e
CSGGPNTVYLQVVAAGSRDSGAALYVFSEFNRYLFNCGEGYQRLMQEHKL

KVARLDNIFLTRMHWSNVGGLSGMILTLKETGLPKCVLSGPPQLEKYLEA

FECCEEEEEEEEEEREEEE PR PR e
KVARLDNIFLTRMHNSNVGGLSGMILTLKETGLPKCVLSGPPQLEKYLEA

TKIFSGPLKGIELA EDETMTVYQIPT P
FECEREEERR TR PR PR e e e e
TKIFSGPLKGIELAVRPHSAPEYEDETMTVYQIPTHSEQRRGKHOPWQSP

ERPLSRLSPERSSDSESNENEPHLPHGYSORREVRDSSLVVAFICKLHLK

FECCEEEEEEEEEEREEEE PR PR e
ERPLSRLSPERSSDSESNENEPHLPHGEVSORRGVRDSSLVVAFTCKLHLK

RGNFLVLKAKEMGLPVGTAAIAPIIAAVKDGKSITHEGREILAEELCTPP

FECCEEEEEEEEEEREEEE PR PR e
RGNFLVLKAKEMGLPVGTAATAPTTAAVKDGKSITHEGRETLAEELCTPP

DPGAAFVVVECPDESFIQPICENATFQRYQGKADAPVALVVHMAPESVLY

FECCEEEEEEEEEEEEEEE PR PR T
DPGAAFVVVECPDESFIQPTCENATFQRYQGKADAPVALVVHMAPASVLY


https://www.rcsb.org/search?q=rcsb_entity_host_organism.ncbi_scientific_name:Escherichia%20coli
https://pmc.ncbi.nlm.nih.gov/articles/PMC7067598/

5.1

Feature Display Mode @
® summary O Full

Entry matches to this protein®

[ | ¥ 1 1 | | [ 1
100 200 300 400 500 00 700 a00

1 226
200 400 E0D BOO

w AlphaFold Confidence
7 HINEETE I [T NI .

P pLDOTE

» Families
Representative families
¥ Domains
RNaseZ_ELACZ-N-term-like_MEL-fold . ] Representative domains
| | L] | TED domains [

ELAC2: 249 ak

Feature Display Mode @
® Summary O Full

1 [l u [ [ 1 1
50 100 150 200 250 300 350

Entry matches to this protein®

100 200 300

* AlphaFold Confidence
I L

NI o007

¥ Families
Zi hosph » ELAC Representative families
¥ Domains
RMNaseZ_ZiFD-like_MBL-fold Representative domains
| s TED domains 4
¥ Conserved Residuss
cd07TI7
Putative active site
ELAC1: 353 ak
& phylo.io 3 Help
?
SplA4IHSO|TM10C_XENTR
sPIQSUZRA[TM10C_RAT
—{::p\uaunmmwc_mcuss
SpIQTLOY3(TM10C_HUMAN
:smazmmmmc,mN
SpIO0STSBIHGD2_MOUSE
l_‘:suoroaﬁuucuz_km
L:mosarwucnz_wmu
spIOU2691|HCD2_BOVIN
L

— splO7T5127IPTCD1_HUMAN
Esnami\PTcm_FDNAEI

splAZVD13|PTCD1_RAT
{csp\QQCZEﬂP’TCDLMOUSE

Spl044476|RNZ2_CAEEL

SPIQIHTTTIRNZ1_HUMAN

_{:‘sp\uaccsmmzz_mr
pIQBOYE1RNZ2_MOUSE

L — e spIQBHYBTIRNZZ_MACFA

pIQIGLTIRNZ2_GORGO

splQIBQSZIRNZ2_HUMAN

splQIGLT2|RNZZ_PANTR 017



