30 years of attempts of
manual predictions in CASP.

A truely failed story

by
Arne Elofsson



What | saw yesterday
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AESSSEBNEr predictions in CASP16

Generated 13230 models (~25 jobs/day) generated
Three Google accounts allowed 60 per day.
T1200/T1300 500 models
R1254 380 models

- Most targets 50 models

- General “pipeline”

- AF3: ~5 minutes to upload models

- Submit the five models

- Too big models:
- Divide it into parts and “merge” using MolPC superpositiongZz#

- RNA models:
- If overlapping - rerun and select the onces that do not overlap *=

- Ligands

- ldentify most similar ligand - run server with that superpose the
correct ligand and replace it.




Elofsson predictions at CASP16

- Spend most time on Stage 0 models running alternative

stoichiometries
AF3 select only by pTM.
Elofsson pick also on good looks

Stage 1: rerun 10 AF3 predictions with the right stoichiometry
- Select the “top 1”7 predictions with highest AF3-scores

- Big/Difficult/Mxxx models:
Remove disordered regions
Cut into fragments
Cluster sometimes
Manual selection
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Stage 2: copy from Stage 1. ‘&/‘-
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First models
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YANG

Best models
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EMA

Mean Z for per-atom LDDT RMSD
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Ligands

Mean RMSD success rate

(skip-penalized)

gg 069 0.69
- 0.61
0.59 0.58
0.56 0.
0.6 056 054 053
0.5
0.4
0.3
0.2
0.1
0.0
D a2 D A 8D D D D D .
BB PSP PP PP
S IS S Q?&'LQ’ .
W PSS oSS <
OO O & o Y O o QO
o & L Vo R\
© NI v
\Sv

| did not read the
Instructions
correctly so

submittec
as PDB fi

evaluatec

them
es - not

| have a script
now to fix it for
next year.



Elofsson - vs AF3 (GDT_ HA)

GOT_HA_Elofsson
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Elofsson vs AF3 (DockQ)

First ranke dels in Round 1
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11240 (the structural domain)




First ran odels in Round 0

Round O
Elofsson vs AF3 _
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Round O vs Round 1 (DockQ)

Round ©

Round 0 v

Elofsson (DockQ)
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GDT_HA_best

First vs BEST

First vs Best
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AF3-server vs

Elofsson, Rank 1

(USalign)
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AF 3-server vs
MassivFold, Rank 1

(USalign)
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AF3-server vs Yang-

server, Rank 1
(USalign)

Usalign
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