Monomer 1 Monomer 2 Distance, A

Leu!®8 Arg'”, Leu™, Leu' 3.63, 3.68, 3.70

Tyr!10 Arg'? 3.66

Asp'™® Arg'*'(NH2%) 2.58

Ie'® le'”, Ile'>, Ser'™*, Arg'?’ 3.99,3.79, 3.56, 3.57

Ile'” Tle'™’ 3.79

Ser'** Tle'”, Ser'**(0G*) 3.56,2.62

Arg"? Leu'”, Tyr'", Asp''*(OD2%*), Tle'”’ 3.63, 3.66, 2.58, 3.57

Leu™ Leu'” 3.68

Asn'® Phe"', Phe'™* 3.23,3.35

Leu'? Leu'", His"°(NE2%) 3.70,2.88

Ne'° Ne'*, His™® 3.78, 3.63

Asn'"! Val*’ 3.63

Ala'® Leu'”, Asn®”(ND2*) 3.16,2.82

Gln'® Phe'”’, Leu'”, Arg'°(NH2*) 3.57,3.62,3.02

Arg'® Trp'®, Lys'®, Tyr'*(OH*), Phe'™ 3.86, 3.44, 2.66, 3.65

Phe"! Asn", Trp'®', Phe'”, 3.23,3.85,3.25,2.98
Asn*”(ND2*)

Phe'>2 Asn>°(OD1%), Trp"', Phe'”, 2.88,3.99, 3.80, 3.46,
Asn®”, Pro’™, Thr*®, Asn™®, 3.70, 3.40, 3.65, 3.70, 3.92
Trp208, Al a238

N Asn’”(OD1#), Thr™”, Asn®®(N*) 3.04, 3.17, 2.91

Asn'™ Asn206(ND2*) 2.93

Arg' Thr*”, Asn*°(OD1%), Val*"! 3.69,2.91,3.92

His">° LeuV'(0%), Tle'”, Asn'°, Val®”’  2.88,3.63, 3.18,3.74

Trp'®! Arg"™’, Phe"!, Phe'? 3.86, 3.85, 3.99

Lys“’" ArgISO 3.44

Tyr'® Arg'(0%) 2.66

Phe'” GIn'”, Arg"™’, Phe"', Phe'> 3.57,3.42,3.24, 3.80

Leu'” Ala'®, GIn'¥ 3.16, 3.62

Arg" Gln'*(OE1%) 3.02

Asn™” Ala'**(0%), Phe>'(O*), Phe'?,  2.82,2.98,3.46, 3.04
Ala'>(N*)

Pro’* Phe'> 3.70

Thr*” Phe'”?, Ala'>, Arg" 3.40,3.17, 3.69

Asn2% Phe"?, Ala'>(0%), Asn>*(OD1%), 3.64,2.91,2.93,291,3.18
ArngS(N*), His !5

val*”’ Asn'*', Arg"> His"° 3.63,3.92,3.74

Trp™® Phe!2 3.70

Ala™® Phe'>’ 3.92

Supplemental Table 1: Dimer Interface Contacts in M.Rsrl. Contacts within 4.0 were
determined using CCP4 (1) and O (2). Interactions including hydrogen bonds within 3.2
and 100° are marked with a *.
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