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Use AIphuFoIdz

Offcial Meurosrap webssrver for accessing AlphaFaldz oaline.

Number Recycles = 5

Increased recycling steps tend to produce more accurate predictions but will also greatly increases prediction time. For smaller proteins and monomers we recommend 5 recycles, for
bigger proteins we recommend 10 recycles. Maximum of 8 recycles for free users. Upgrade your plan to increase recycling values.
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NeuroBind
oy
Molacular Dynamics

Design antibodies, nanchodies, scFvs, and
peptides with high affinity and low
immunogenicity.

Chai-1 (AlphaFold3)

Frotein Folding Malacular Docking

Commercial friendly alternative to AlphaFold3
with competitive MSA-less option.

NeuroFold

Optimize enzyme thermostability, pH stability,
solubility, and reaction rate with high accuracy.

Protenix (AlphaFold3)

Protein Folding Molecular Docking

Another AlphaFold3 implementation developed
by the ByteDance team.

Boltz-1 (AlphaFold3)

Protain Folding Molscular Docking

An open-source version of AlphaFold3
developed by an MIT lab.

AlphaFold2

Frotein Folding Malecular Docking

Accurately predict protein and complex
structures at the atomic level using their amino
acid sequence.
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Upload sequences from a file.

Csv

i | Upload using FASTA file Upload using CsV file
VALIPFF
ARFCLPV

Upload FASTA as file
PhEPIE S ERENTULEEA

OR paste FASTA directly
VTTUF)RULLHELHRHUHUHHITulTutrrnNLnIuanﬁMHUHnINUVRHLIEHVURLIIE)lUlﬂuannrnLVlu
TWNTEYWQATWIPEWEFVNTPPLVKLWYQLEKEPTVGAETFYVDGAANRETKLGKAGYVTNKGRQKVVPLTNTTN
QKTELQA[YLALQDSGLEVNIVTDSQYALGIIQAQPDKSESELVNQIIEQLIKKEKVYLAW?PAHKGIGGNEQVDKLVS

AGIRK
>} ngéﬁfllChain D[auth Bl|Reverse transcriptaselHuman immunodeficiency virus 1

PISPIETVPVKLKPGMDGPKVKQWPLTEEKTKALVEICTEMEKEGKTSKIGPENPYNTPVFAIKKKDSTKWRKLVDFRE
LNKRTQDFWEVALGIPHPAGLKKKKSVTVLDYGDAYFSVPLDEDFRKYTAF TIPS INNETPGIRYQYNVLPQGHKGSPA
IFQSSMTK[LEPFKKQNPDIVIYQYMDDLYVGSDLEIGQHRTKIEELRQHLLRWGLTTPDKKHQKEPPFLWMGYELHPD
KWTVQPIVLPEKDSWTVNDIQKLVGKLNWASQIYPGIKVRALSKLLRGTKALTEVIPLTEEAELELAENREILKEPVHG
VYYDPSKDLIAETQKQGQGAWTYQIYQEPFKNLKTGKYARMRGAHTNDVKQLTEAVAKITTESIVIWGKTPKFKLPIOK
ETWETWWTEYWQATWIPEWEFVNTPPLVKLWYQL

&z FRIUZW P BRECSIEDNABC I Z A LET .
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HEFROIEE. HER/EREDEEIIREZIEETEET,

Advanced Settings

Model Version Boltz-1x (with potentials) v
Boltz-1x is the newer version of the Boltz-1 model which includes inference time potentials that significantly improve the physical quality of poses. If you want to run the original Boltz-
1 model without potentials you can set this to "Boltz-1 (no potentials)".

MSA Mode mmseqs2_uniref_env v
Choose the MSA database you want to use. Selecting "single_sequence” will result in the MSA containing only your target sequence. Note if you upload a custom MSA then your
selection here will be ignored. In most cases mmseqs2_uniref_env tends to produce the best results. Warning: We query a 3rd party service to perform sequence searches, if you do not
wish to share your sequence set this to "single_sequence”.

Number Recycles = 6

Increased recycling steps tend to produce more accurate predictions but will also greatly increases prediction time. For smaller proteins and monomers we recommend 5 recycles, for
bigger proteins we recommend 10 recycles.

Sampling Steps | 200

The number of sampling steps to use for prediction.

RTEBEE T, INTA=INEDSSRAREZIT
SH. HEE(BEICDOWVWTHA REHNET,
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PISPIETVPVKLKPGMDGPKVKQWPL TEEKTKALVEICTEMEKEGKTSKIGPENPYNTPVFATKKKDS TKWRK L VDFREL NKRTQDFWEVIQL GIPHPAGL KKKKSVTVLDVGDAYFSVPLDEDFRKYTAFTIPSINNE TPGIRYQYNVL PQGWKGSPATFQSSMTKTL EPFKKQNPDIVIYQYMDDL YVGSDLE IGQHRTKTEELRQHL L RWGL TTPDKKHQKEPPF
LWMGYELHPDKWTVOPIVLPEKDSWTVNDICKLVGKLNWASQIYPGIKVROLSKLLRGTKALTEVIPLTEEAELELAENREILKEPVHGVYYDPSKDLIAE IQKQGQGOWTYQLYQEPFKNLKTGKYARMRGAHTNDVKQL TEAVOK I TTESIVIWGK TPKFKLPIQKETWE TWWTEYWQATWIPEWE FVNTPPLVKLWYQL EKEPIVGAETFYVDGAANRE TKLGK
AGYVTNKGROKVVPLTNT TNQKTELQALYLALQDSGLEVNIVTDSQYALGIIQAQPDKSESELVNQITEQLIKKEKVYLAWVPAHKGIGGNEQVDKLVSAGIRK

>Model: 0| Chain: B | (selected: 0/429)

PISPIETVPVKLKPGMDGPKVKQWPL TEEKTKAL VETCTEMEKEGKTSKIGPENPYNTPVFATKKKDS TKWRK L VDF RELNKRTQDFWEVIQL GTPHPAGL KKKKSVTVLDVGDAYF SVPLDEDFRKYTAFTIPSTNNE TPGIRYQYNVL PQGWKGSPAT FQSSMTKTL EPFKKQNPDIVIYQYMDDL YVGSDLE TGQHRTKTEEL RQHL L RWGL TTPDKKHQKEPPF
LWMGYELHPDKWTVOQPTVIL PEKDSWTVNDIQK L VGKI NWASQTYPGIKVRQL SKLLRGTKAL TEVIPL TEEAE L EL AENRETLKEPVHGVYYDPSKDL TAE IQKQGQGQWTYQTYQEPFKNL KTGKYARMRGAHTNDVKQL TEAVOK T TTESTVIWGK TPKFK L PTQKETWE TWWT EYWQATWIPEWE FVNTPPLVKLWYQL

>Model: 0 | Chain: C | (selected: 0/27)

>Model: 0 | Chain: D | (selected: 0/21)
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Results Overview

T SIS

These metrics offer deeper insight into prediction confidence and structural reliability. For a detailed breakdown and practical tips, check out our blog post on interpreting AlphaFold3 metrics.

Model ID Overall Quality
1 High
2 High
3 High
4 High
5 High

predicted Local Distance Difference Test (pLDDT)

Aggregate Score

0.8066

0.8027

0.8017

0.79%

0783

Complex pLDDT

0.7802

[herd

0.7745

07727

0758

Complex ipLDDT

08559

08456

0.54%6

0839

07705

pTM

08221

08198

08208

048166

07472

ipT™

09126

09055

09105

09074

0893

Ligand ipTM

0

[

o

Protein ipTM

09146

0.9085

09141

08102

0.8959

Complex FDE

07239

07264

07297

07343

0.8728

A per-residue confidence score ranging from O to 1. Higher values (typically >0.9) indicate high confidence in local atomic placement, suggesting accurate backbone and sidechain positions. Use it ta identify well-modeled vs. uncertain regions.

Predicted IDDT

Predicted LDDT per position

—— Model 1

‘\,.?{ — Model2

—— Model 3
—— Model 4
Model 5

Chain 1D

Per Chain Pair ipTM Values

Chain ID

Positions

ipTM Pairs for Model 1

0.8

ipTM Scaore Between Chains

200

PAE for Model 1

400 600

Scored residue

\

Bxll=

Complex iPDE
1.8476

1.8962

1833

18087

32866

RIS ZIBE TEET,

Per Chain pTM

A: 0.9408 | B: 06732 | C: 0.9045 | D: 0932

A 09369

A 08373

A 08374

A 09289

B: 0.6797 | C: 0.8993 | D: 0.9251

B: 0.679| C:0.6946 | D: 0.9209

B: 0.6781 | C: 0.9026 | D: 0.931

B: 053483 | C:0.9023 | D: 0.9326

Filgen

biosciences & nanosciences

FRIDEFEELBEDEFRMECDVWTEDZELE

=

I~

BondEReE0T-II

predicted Local Distance Difference Test (pLDDT)
RECEOEEEZTY

Expected Position Errar (dngstrims)

Predicted Aligned Error (PAE)

PDE for Model 1

400

E00

Scored residue

Predicted Distance

w
2

[=s — ra ra
= 7 2 0

w

=]

Error (PDE)

Expected Distance Error (angstréms)
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