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1. AlphaFold Protein Structure Database

(AlphaFold PDB)IcB#chi=-T—3%R%
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1. AlphaFold PDBO{EL\G
https://alphafold.ebi.ac.uk/

TDURLATEZEIT S

=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.
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[Npl4 humanlTRXRUIZIZES DB

Showing all search results for Npl4 human

1-200f 20313 results

21)99

Filter by: Nuclear protein localization protein 4 homolog
Q8TAT6 (NPL4_HUMAN)
Organism Protein Nuclear protein localization protein 4 homolog
Homo sapiens (20294 ) Gene NPLOCA4
M rerio (4) Source Organism Homo sapiens search this organism o
Mus musculus (3) UniProt Q8TAT6 goto 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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CCTlE, ERDNplAEWLNNS AU NI BEDIBEZRFEL TS,
B TOEERDHIIVINIEDZR=EELTHETELELD,
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3D viewer @

Model Confidence:
[l Very high (pLDDT > 90)

Confident (90 > pLDDT > 70)
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Aligned residue
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GoogleZ7h ok (EH) b, HETHERT

A2 A—ILIELTAIphaFold2ZELERENTEET,
>:<GoogIe773"7‘/H:’JL\’Cliffﬁ?ﬁ\ﬁbt\kl:ﬁb\fﬂ&'B

BE. SEHBENITHAETIEIEROEIEIRYNTREHRLT-
Googled)'U'—/\—'Cﬁ')G)'C AT H/\VAVDARYY[E
E<THLHEHYFE A

https://github.com/sokrypton/ColabFold
TDURLABEILI=b, TOXR—UhibdL
TICBEILT, |ORZEIRT

Making Protein folding accessible to all via Google Colab!

2V)99—

Notebooks monomers = complexes
AlphaFold2_mmseqs2 Yes Yes
AlphaFold2_batch Yes Yes
RoseTTAFold Yes No

AlphaFold2 (from Deepmind) Yes Yes

mmseqs2
Yes
Yes
Yes

No
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EBAICAYAIDNRIRESN TUVAINESS
FT AV TR AVTEBEBERRSNTWVNBIET A
RIRSNTUWVENOE5, ZCE Y)Y LTRRSES

ANYEDIRRSN TR,
KD EEHE (VFR) IZHEHEITER

* ) AlphaFold2_advanced.ipynb
TPl BE TR BA oYL WL AT

+O-F +FFEZR & RSqJEaE— /\ > wE v S EEE A
v
Vo L EE

* AlphaFold2_advanced

<>
e 21Aug2021: MMseqs2 API has finished upgrade, all should be ready to go! Report any errors.

This notebook modifies deepmind's original notebook to add experimental support for modeling complexes (hoth homo and hetero-oligomers),

option to run MMseqs? instead of Jackhmmer for MSA generation and advanced functionality.

See ColabFold for other related notebooks

Limitations

e This notebook does NOT use Templates.
« For a typical Google-Colab session, with a 16G-GPU, the max total length is 1400 residues. Sometimes a 12G-GPU is assign
max length is ~1000 residues.

¢ Can | use the models for Molecular Replacement? Yes, but be CAREFUL, the bfactor column is populated wi DT confidence values

RIZ, CCDEHZEIVYILT, b—/IN\—ITEKRT D,
HERR TIX 126 R D EFEHIR A H S
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R UIcS 7 = JBEBCS A J19 B1l?

+ I1—F + F7F2Z+ & RorJICcae—

~ ColabFold: AlphaFold2 using MMseqs2

<>

. Sequence
bottom of the

Easy to use protein structure and complex prediction using AlphaFold2 and Alphafold2-multi
) alignments/templates are generated through MMseqs2 and HHsearch. For more details
notebook, checkout the CnlahFald GitHith and read niir man

(] Mirdita M, Schiitze K, Mo.§$,nént L\T‘ b RA M %T{XO b\ﬁ Téhé
accessible to all. bioRxiv, 2021 ;\:@
Old versions: v1.0,v1.1, v1.2

© Input protein sequence(s), then hit Runtime -> Run al |

query_sequence: [ PIAQIHILEGRSDEQKETLIREVSEAISRSLDAPLTSVRVITEMAKGHFGIGGELASK

e Use : to specify inter-protein chainbrealg for modeling complexes (supports homo- and hetro-oligomers). For example PI...SK:PI...SK for a

homodimer

v ) ZZRIBAELEROBIIBBATAT
a | ==fo NBDT, ChESIRLTHD B S ORYFL
ER3I%E A S, SR CIRLVERS IR AT

(1300<B L D XA A HE, ~1000{5LVETH])
JobnamelXFEICANTHE 20



= /BRACHI (ENCBIT —ANR—-ZANSFFo <D

https://www.ncbi.nim.nih.gov/protein/

AV s N4

7= NCBI  Resources & How To ) Sign

Protein | Protein

Create alert Advanced

QAR OB D AT,
EDEYPDRINGBIEDH .
ELV-15HRZA AL T, Search

PL4, partial [Candida africana]

598 aa protein
Accession: KAG8204543.1 GI: 2073134511

BioProject Nucleotide Taxo

GenPept Identical Proteins FASTA Graphics

my

nuclear protein localization protein 4 homolog_isoform 1 [Homo sapiens]

608 aa protein
Accession: NP_060391.2 Gl: 157426879
BioProject Nucleotide PubMed Taxonomy

N

GenPept Identical Proteins FASTA Graphics
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3. 613 aa protein
Accession: NP_001356627.1 Gl: 1616589699
BioProject Nucleotide PubMed Taxonomy

GenPept |dentical Proteins FASTA Graphics

QTTELRHRBDAVNIER®
EMAITEELT, BIR, isoform
ELVSDIFEYH AT HEBRLTOK,

~ ||Homo sapiens Npl4 [ Search |

GenPept =

nuclear protein localization protein 4 homolog isoform
sapiens]

NCBI Reference Sequence‘ NP_060391.2

STA  Graphics

GERIDFERDOR—IIZBE
Lf=5. FASTAZSwS

Identical Proteins

nuclear protein localization protein 4 homolog isoform 1 [H

sapiens]
NCBI Reference Sequence: NP_060391.2
GenPept Identical Proteins  Graphics

[Homo sapiens]
MAEST 1 IRVQSPDGVKRITATKRETAATFLKKVAKEF GFQONNGFSVY INRNKTGE I TASSNKSLNLLKIK
HGDLLFLFPSSLAGPSSEMETSVPPGFKVFGAPNVVEDE IDQYLSKQDGK I YRSRDPQLCRHGPLGKCVH
CVPLEPFDEDYLNHLEPPVKHMSFHAY IRKLTGGADKGKFVALENTSCK IKSGCEGHLPWPNGICTKCQP
SAITTLNRQKYRHVDN IMFENHTVADRFLDFWRKTGNQHFGYLYGRYTEHKDIPLGIRAEVAAIYEPPQ1G
TQNSLELLEDPKAEVVDE I AAKLGLRKVGWIF TDLVSEDTRKGTVRYSRNKDTYFLSSEECI TAGDFQNK
HPNMCRL SPDGHF GSKFVTAVATGGPDNQVHFEGYQVSNQCMALVRDECLLPCKDAPELGYAKESSSEQY
VPDVFYKDVDKFGNE I TQLARPLPVEYL T IDITTTFPKDPVYTFSISQNPFPIENRDVLGETQDFHSLAT
YLSQONTSSVFLDTISDFHLLLFLVTNEVMPLQDS I SLLLEAVRTRNEELAQTWKRSEQWAT IEQLCSTVG
GOLPGLHEYGAVGGSTHTATAAMWACQHCTFMNQPGTGHCEMCSLPRT

@FTENTLNBEVNNIED
TI/BENZIE—T S .




fcHx AIUIEHh. dElEZEITI BT
2R—IUFI(CDEHD20P) DESIZEINIZEANLI=S.
ANYIMBISUBL L) STTRTOEIVEERITIZI)VD,
EELAHIN, REGOTEBALTETTLIZOK

AlphaFold2 advanced.ipynb
‘JOp_‘_ Py c:ﬁﬁﬂo
7L BE FTor WA S2YML WoIL ANVT EEGFECETACLL
—  +3-F +TFRL B gRTobLERA Ctrl+F9 v o B - SEE | A
L0EOTILEET Ctrl+F8
Q e
. BEOWLZEET Ctrl+Enter
~ AlphaFold2_advz
<> SEIREEFE 2T Ctrl+Shift+Enter
e 21Aug2021: MMseqs  HUBEQOTILEET Cul+F10 ) gol Report any errors.
(] .
This notebook modifies de¢  EiT7 i Ctrl+M 1 pport for modeling complexes (both homo and hetero-oligomers),
option to run MMseqgs2ins' s+ 5. xEies cirl+m . ced functionality.
See ColabFold forotherreli  mg#smLcoATob)LEZT
Limitations S9A4 LEBEREECUEY -

HEIFEHFIZEBE T RETEIBFIZO->TNS,
BONDEDRSICEH>TEVWET N1 ~2FREIK6LMM SN,
TN/E&]-OOO{E€LZ_éEE§IJT~t47-‘;=JF '-/%‘t.)—cbgsjb\:bo 22
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AlphaFold PDB&RFRIC, BRED M EBFROIEEEZRT
PAELR TSN TS, I=F-L. BELVIESRITEE,
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PAEXL5D RN,
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AlphaFold2DfEW G EESD

1. AlphaFold Protein Structure Database

(AlphaFold PDB)IZ#&#iShi=-T—5ZR %
https://alphafold.ebi.ac.uk/

2. B9 TAlphaFold2ZEDE5

F— ’5’/\ ARV INDBE DS AT

I cJ0Y 7A7ZL:’5JE”5
https://github.com/sokrypton/ColabFold

A2INDBED7=EEECH(E T EED
NCBIF—AN—ZAHN5$F>TLD
https://www.ncbi.nlm.nih.gov/protein/
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