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1. AlphaFold PDBO{EL\G
https://alphafold.ebi.ac.uk/
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=ik Htein Structure Database

Developed by DeepMind and EMBL-EBI

AlphaFold DB provides open access to protein structure
predictions for the human proteome and 20 other key
organisms to accelerate scientific research.

ERDSREDZINVEIRIFTANTHIFREAED
EMEDBEZT oMo FRILIEEH L TH D,

8



[Npl4 humanlTRXRUIZIZSDH

Showing all search results for Npl4 human

1-200f 20313 results

21)979

Filter by: Nuclear protein localization protein 4 homolog
Q8TAT6 (NPL4A_HUMAN)
Organism Protein Nuclear protein localization protein 4 homolog
Homo sapiens (20294 ) Gene NPLOCA4
M rerio (4) Source Organism Homo sapiens search this organism
Mus musculus (3) UniProt Q8TAT6 go to UniProt &

Rattus norvegicus (3)

Arabidopsis thaliana (1)
NPL4 domain-containing protein

A4I1H3 (A4I1H3_LEIIN)

Caenorhabditis elegans (1)

Candida albicans (strain SC5314 / AT . o .
CC MYA-2876) (1) Protein NPL4 domain-containing protein

Dictyostelium discoideum (1) Gene LINJ_25_1320
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Model Confidence:
[l Very high (pLDDT > 90)

Confident (90 > pLDDT > 70)
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https://golgi.sandbox.google.com/
https://golgi.sandbox.google.com/

AlphaFold ServerQf)Clic K5 (C(FEERDAE

AlphaFeold Serve
https://alphafoldserver.com/ Powered by AlphaFold 3
(CFZELITA.
&I,

G Continue with Google

Google7hD> NeiEIR I 3L5(C
SHN3DT. 7HD> MR,
7h> MNE(SHERNEEERSNADT.
EDT NI NCF R ZITOIEOMNE
BATHTE,

BREREETERIEINADT., FIVIRYIRICFIVIZ AN DD,
Continue&U WO 74>y L TLXK
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https://alphafoldserver.com/
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AlphaFold Server Server About FAQ & Guides v

Y4
S
7

Remaining jobs: 8

AlphaFold Server allows you to model a structure consisting of many biclogical molecules Learn more A

« Remaining jobs refresh each day

« Jobs can be up to 5,000 tokens - see more details on token calculation, accepted formats, seed selection and other features in our FAQ

.

% Use the entity bar to chemically modify proteins and nucleic acids

« [T Get in touch with the AlphaFold team if you have any questions

Explore these examples of structures to see it in action - try them out without using your quota until you begin editing!

& Protein-RNA-lon: PDB 8AW3 & Protein-Glycan-lon: PDB 7BBV & Protein-DNA-lon: PDB 7RCE
¥

ey o vt
ZENDE AH

&, Upload JSON ¢ Clear
- =7 H "
(s rotel n e Coples e, L
cC \ p / Protein M 1 Input i
I ig a n d 7—\ ! i‘%}b E This field is required
Entity type Coples -Paste sequence or fasta .
Protein e 1 Input

This field is required

ZZTEE O P ANTEBIZ=IIv)
TEAERIEYT o

Continue and preview job

ABDUIEHEDIRREF 3 R—=TRR(TTRUFLIZ

23



RE. 7 /EERCH)(EUNiproth b FFo T3 EE
https://www.uniprot.org/

|Function 5 Q8TAT6 N PL4_H UMAN

. . S Protein ‘ Nuclear protein localization protein 4 homolog Amin
Find your protein conet | 10
Uniprotke - [ TGSDY Disease & Variants Status® ‘ % UniProtKB reviewed (Swiss-Prot) Annotatior
Examples: Insulin, APP, Human, P05067, organism_id:9606 PTM/Processing Organism’ ‘ Homo sapiens (Human)
Expression
Entry  Variantviewer Featureviewer  Genomiccoordinates  Publications  Externallinks  History

& -~ (o] s Interaction
& Tools + X Download ) Add Addapublication Entry feedback
['] - Structure
S Family & Domains S
S . Y { f~ \ Function
/ & -~ eduence® lsoform The ternary complex containing UFD1, VCP and NPLOCA binds ubiquitinated proteins and is necessary for the export of misfolded protei

I N—o/|C =
4@ %, human NPLAE R @ﬁﬂ]@ﬁ%@ IZBEILT=5.

EDART DSequence & isoform
2099

Similar Proteins

UniProtKB 351 results

< e ——— vevoce e e oy
Q8TAT6-1

QN AN ek e ot e i ma

— oo ——— Pt = - T = This isoform has been chosen as the quence. All positi 1 in this entry refers toit. This is also the sequence that appears in the downloadable versions of the entry.

=l B v s e = e Name 1 Seealso sequence inUniParc or sequence clusters in UniRef

B R — Peva v 04755 .

e A A L o Gzl rn i i) e

v+ i Ot [R— . Mass(Da) 65,120 MDS5 Checksum’ ECESB0A40326CE69180CCSFI3ACTBI30

- e m——— e e - 18 20 30 a9 5@ 58 78 88 2@ 108 ile 128 138 148
] A S s e - | MAESITIRVQ SPOGVKRITA TKRETAATFL KKVAKEFGFQ NNGFSVYINR NKTGEITASS MKSLNLLKIK HGDLLFLFPS SLAGPSSEME TSVPPGFKVF GAPNVWWEDEL DQYLSKQDGK IYRSRDPQLC RHGPLGKCVH
o B I o 158 168 178 188 138 208 218 228 238 248 258 268 278 288
I RN S g5 s L B CVPLEPFDED YLNHLEPPVK HMSFHAYIRK LTGGADKGKF VALENISCKI KSGCEGHLPW PNGICTKCQP SAITLNRQKY RHVDNIMFEN WTVADRFLDF WRKTGNQHFG YLYGRYTEHK DIPLGIRAEV AAIVEPPQIG
e S S — rs— [r— o
e F N ——— A —— s 250 308 318 328 330 330 358 380 378 388 398 88 a18 a2
. - - TQNSLELLED PKAEVVDETA AKLGLRKVGW TFTDLVSEDT RKGTVRYSRN KDTYFLSSEE CITAGDFQNK HPNMCRLSPD GHFGSKFVTA VATGGPDNQY HFEGYQUSHQ CMALVRDECL LPCKDAPELG YAKESSSEQY
aanm ————— [ST—— o == - = = e o e = - o = . = =
conss " VPDVEYKDVD KEGNEITQLA RPLPVEYLIL DITTTFPKDP VYTFSISQNP FPIENROVLG ETQDFHSLAT YLSQNTSSVF LDTISOFHLL LELVINEVMP LQDSISLLLE AVATRMEELA QTWKRSEQWA TIEQLCSTVG
s 4 e caen [ R———— PRm— s

570 580 530 600
GQLPGLHEYG AVGGSTHTAT ANMWACQRCT FMNQPGTGHC EMCSLPRT

QT TE-R/EDAVINIELA @Copy sequencex /')y 3 5L
EPRBITTEELT, ®HIETH BHMNIE—TEEHDT,. hzx
EntryFlDa—F%#51)y AlphaFoldIZA AT 3% 24



2% (NPL4LUFD10OEL!)

B3 OEIRDH DY >N IETTFAIZL THEIDNEWTI D,
EDHZITHRBUILV AT OESIZIE U TFARIL TH TSV,

N P L4 MAESIIIRVQSPDGVKRITATKRETAATFLKKVAKEFGFQNNGFSVYINRNKTGEITASSNK
SLNLLKIKHGDLLFLFPSSLAGPSSEMETSVPPGFKVFGAPNVVEDEIDQYLSKQDGKIYR
SRDPQLCRHGPLGKCVHCVPLEPFDEDYLNHLEPPVKHMSFHAYIRKLTGGADKGKFVAL
ENISCKIKSGCEGHLPWPNGICTKCQPSAITLNRQKYRHVDNIMFENHTVADRFLDFWR
KTGNQHFGYLYGRYTEHKDIPLGIRAEVAAIYEPPQIGTQNSLELLEDPKAEVVDEIAAKL
GLRKVGWIFTDLVSEDTRKGTVRYSRNKDTYFLSSEECITAGDFQNKHPNMCRLSPDGH
FGSKFVTAVATGGPDNQVHFEGYQVSNQCMALVRDECLLPCKDAPELGYAKESSSEQYV
PDVFYKDVDKFGNEITQLARPLPVEYLIIDITTTFPKDPVYTFSISQNPFPIENRDVLGETQ
DFHSLATYLSQNTSSVFLDTISDFHLLLFLVTNEVMPLQDSISLLLEAVRTRNEELAQTWK
RSEQWATIEQLCSTVGGQLPGLHEYGAVGGSTHTATAAMWACQHCTFMNQPGTGHCE
MCSLPRT

U FD 1 MFSFNMFDHPIPRVFQNRFSTQYRCFSVSMLAGPNDRSDVEKGGKIIMPPSALDQLSRLN
ITYPMLFKLTNKNSDRMTHCGVLEFVADEGICYLPHWMMQNLLLEEGGLVQVESVNLQV
ATYSKFQPQSPDFLDITNPKAVLENALRNFACLTTGDVIAINYNEKIYELRVMETKPDKAV
SITECDMNVDFDAPLGYKEPERQVQHEESTEGEADHSGYAGELGFRAFSGSGNRLDGKK
KGVEPSPSPIKPGDIKRGIPNYEFKLGKITFIRNSRPLVKKVEEDEAGGRFVAFSGEGQSLR
KKGRKP

25



EEREZARRRUICATITS (Fl : NPL4-UFD1)

NPL4LUFD1(E1: 1S RDT, €556 1 EANLTHL

2, Upload JSON O Clear
Entity type Copies 10 o 10 P 60 . v
Protein M 1 MAESIIIRVQ SPDGVKRITA TKRETAATFL KKVAKEFGFQ NNGFSVYINR NKTGEITASS P
80 0 100 110 120
NKSLNLLKIK HGDLLFLFPS SLAGPSSEME TSVPPGFKVF GAPNVVEDEI DQYLSKQDGK
130 140 150 160 17@ 180
r\l [:) l__gft IYRSRDPQLC RHGPLGKCVH CVPLEPFDED YLNHLEPPVK HMSFHAYIRK LTGGADKGKF
190 200 210 220 230 240
VALENISCKI KSGCEGHLPW PNGICTKCQP SAITLNRQGKY RHVDNIMFEN HTVADRFLDF
250 260 270 280 290 300
WRKTGNQHF YLYGRYTEHK DIPLGIRAEV AAIYEPPQIG TQNSLELLED PKAEVVDET
310 320 0 340 350 360
AKLGLRKVG IFTDLVSED RKGTVRY KDTYFLSSEE CITAGDFQNK HPNMCRLSPD
370 380 100 410 -
GHFGSKFVTA VATGGPDNGV HFEGYQV CMALVRDECL LPCKDAPELG
43¢ 40 460 470 480
VPDVFYKDV KFGNEITQLA RPLPVEY DITTTFPKDP VYTFSISQNP FPIENRDVLG
490 500 510 520 530 540
ETQDFHSLAT YLSQNTSSVF LDTISDFHLL LFLVTNEVMP LODSISLLLE AVRTRNEELA
550 560 570 580 590 600
QTWKRSEQWA TIEQLCSTVG GOQLPGLHEYG AVGGSTHTAT AAMWACQHCT FMNQPGTGHC
608
EMCSLPR
Entity type Copies 10 20 10 P 2 60 . -
Protein v 1 MFSFNMFDHP TIPRVFQNRFS TOQYRCFSVSM LAGPNDRSDV EKGGKIIMPP SALDQLSRLN LIPS
o 80 0 160 110 120
ITYPMLFKLT MNKNSDRMTHC GVLEFVADEG ICYLPHWMMQ NLLLEEGGLY QVESVNLQVA
140 150 160 170 180
l-J F:'[:) ]- TYSKFQPQSP DFLDITNPKA VLENALRNFA CLTTGDVIAI NYNEKIYELR VMETKPDKAV
190 200 210 220
SITECDMNVD FDAPLGYKEP FERQVQHEEST FEGEADHSGYA GELGF l_J H ;t)\ ~ ]é[ E%g.}“:.
NIprotMSEYD (&1
GVEPSPSPIK PGDIKRGIPN YEFKLGKITF TIRNSRPLVKK VEEDE
[[chas
RKKGRKP (G (&
[+ Addentity | [ [ Savejob |

R o ANTERBITEOWYY

SE|(F. NPLALUFD1EWSY> ) BOHEBEERERANTHES:




Continue preview jobZ#d £ CDEIENFTRIREIND

TR DRH,
0 ISR AN,
- 5B A BN TEAFA,

We've generated a job name for you, please edit

Seed -

Type Copies Sequence

#ERELEZVZ B D TRDHEND
Protein 1 MAESIIRVQS EZI:EI"J(L—_O FF_C‘EL\

(length 608)

Protein 1 MFSFNMFDHPIPRVFQNRFSTQYRCFSVSM
... (length 307)

IS NIETRIRE G
:0)(‘5(,\78:510%%%}_5_6 Remaining jobs: 30
THRITET IS

Go back and edit this job Confirm and submit job

27



FCHI AN EEODU T ICTFRFERYAMETRIRENS

+ Completed +/ Saved draft v In progress +~ Examples +/ Failed

] Name Modified
D “ 2025-09-09_NPL4-UFD1 . e 2025-09-09 10:54
TR D74 )V DE&HI
[J @ 2025-05%p, KPNBI- 2025-05-10 17:25
[] @ 20:5:05-09_UBE2Q2 %‘}E\u I:Fl (i(é(é@é 2025-05-09 134
(] & 2025-05-0.)BE2R2 £025-05-09 13:58
D 0 el FRNEDZEVI-IRE  CTERIIWITBE
O @ 2025-05-09_UBE2I- %)E\IJ 77’(} l/’lgl ODIEE‘\)S
NE[[pm= = J 2
[0 © 2025-05-09_UBE2F- %//H\IJ ﬁ:l:l %\\O)ﬁﬁ E:}L‘?\ \_? ? >L:J; |\\
HIIBR, 2EERAZ S E]HE
[] & 2025-05-09 UBE2D3- fuey Yo ur e
I:\ @ 2025-05-09 UBE2D2- 2025-05-09 13:56
00 © 20250508 g2t TR IEDD T 2% I ) IniL 2025-05-08 19:14

TAFERDR—T(CRARS
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AlphaFold Server Sﬁ About  FAQ & Guides ~ 9%0@’;&0 1 E 30@ °
BEAOKF(C_LPRFTOIE,

AlphaFold Server allows you to model a structure consisting of many biclogical molecules

Remaining jobs: 8
Learn more A
* Remaining jobs refresh each day
* Jobs can be up to 5,000 tokens - see more details on token calculation, accepted formats, seed selection and other features in our FAQ - - g IJ\yqa- E t
o 3 Usethe entity bar to chemically modify proteins and nucleic acids
(°] Y il A\
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