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gp41-M-MAT, a membrane associated MPER tr
from HIV-1 gpa1

Organism: Human immunodeficiency virus type 1
Model: Experimental

Representation: Atomistic

Type: a-helical

Pfam ID:  PFO0517 @

PDB code: 2LP7 @

Membrane assignment:

ouput pos e [BENIGEE)

Hydrophobic thickness = 22.5 &

Number of TM segments = 3

Sequence positions:
A: 42-58
:43-58
B:42-58

Tilt angles:
A - Segment: 42-58 - Tilt: 36.9°
C - Segment: 43-58 - Tilt: 26.3°
B - Segment: 42-58 - Tilt: 39.4°

[creation date: Sep-08-2016]

Modified weights in the OREMPRO scale:
Structural assessment: Gly=0.01; His=0.01; Trp=0.01; Tyr=0.01

WAIDEN score - [ ©
Scores for all residue pairs [Downioad)




Figure S1. The TMPL page of the gp41-M-MAT protein structure (PDB 2lp7). For this entry, the membrane assignment has been computed using a membrane propensity scale that differs from the default binary scale: the aromatic His, Trp and Tyr, along with the achiral Gly, have been given a null weight (actually ω=0.01, because 0 is forbidden), which separates them from the other residue types (for which ω is +1.0 or −1.0), thus constituting a 'ternary' membrane propensity scale. The use of these non-default weights is indicated on the entry page. Interestingly, in the corresponding OPM assignment (http://opm.phar.umich.edu/protein.php?pdbid=2lp7), none of the three helices fully span the membrane, and yet the page reports three transmembrane segments.
