


O 280 Amino Acids

O Fullname = Elongation of very long-chain
fatty acids protein 7, human

O Itis present within human cells, where it
functionsin the endoplasmicreticulum

O This proteinis particularly important for the
elongation of fatty acids, contributing to
the synthesis of very long-chainfatty acids
(VLCFAS)

O Itis plays a crucial component for various
cellularstructures and plays important roles
in biological processes such as lipid
metabolism and membrane function.
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shows the prédicted
Interactions between
amino acids within @
protein that are close
enough to affect each
other's positionin the
protein's three-
dimensional structure.

The patterns of contacts
can suggest how the
protein folds, which
regions come together,
and which
configurations are stable
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contacts from Structure Module




O - Multiple Sequence Alignment
(MSA) aligns multiple sequencesto
the input sequences

O - Larger identities are af the top and
lower at the bottom

O -The blackline showingrelative
coverage with all the aligned
sequences
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Rank 2 — Model 4

oLDDT =83.2

Rank 4 — Model 5

oLDDT = 83.1

Rank 3 - Model 3

oLDDT = 83.2

Rank 5 - Model 2

oLDDT = 82.1
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