IUCrJ (2023). 10, https://doi.org/10.1107/S2052252523002956 Supporting information

IUCrJ

Volume 10 (2023)

Supporting information for article:

Structural analysis of the Toll-like receptor 15 TIR domain

Kyung Yeol Ko, Wan Seok Song, Jeongho Park, Geun-Shik Lee and Sung-il
Yoon


http://journals.iucr.org/m
https://doi.org/10.1107/S2052252523002956

IUCrJ (2023). 10, https://doi.org/10.1107/S2052252523002956 Supporting information, sup-1

Figure S1 Structure-based sequence alignment of the chicken TLR 157z, human TLR10R, human
TLR67r, human TLR2rr, and human TLR1pr domains. The secondary structures of TLR157r are
represented by arrows and waves (B-strands and o-helices, respectively) above the TLRI15tg
sequence. The dimerization interface residues of TLRr are colored red. The 1753, Y779, and F813
residues of TLR15 that were mutated to confirm the dimerization interface are indicated by green

dots.
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TLR15 KKRPENKPFDAFISYSEHDADWTKEHLLKKLETD--GFKICYHERDFKPGHPVLGNIFYCIE
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Figure S2 Overlaid TLR15rr and TLRI57rgrr structures (light blue and magenta ribbons,

respectively).
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Figure S3 High sequence conservation of the dimerization interface residues and the glutathione-
binding residues of chicken TLR151r (ggTLR15) in bird TLR15 (Anser anser TLR15, aaTLR15;
Phasianus colchicus TLR15, pcTLR15) and reptile TLR15 (4nolis carolinensis TLR15, acTLR15;
Alligator mississippiensis TLR15, amTLR15) proteins. The dimerization interface residues of chicken
TLR 151k are colored red, and equivalent residues in other TLR15 proteins that are identical to those
in chicken TLR15 are also colored red. The glutathione-binding residues of chicken TLR157r

observed in the TLR157r.grr structure are indicated by blue dots.
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ggTLR15 KKRPENKPFDAFISYSEHDADWTKEHLLKKLETDGFKICYHERDFKPGHPVLGNIFYCIE
aaTLR15 KKKPENKPFDAFISYSEHDAHWTKENLLERLETDGFKICYHERDFKPGHPVLGNIFYCIE
pcTLR1S5 KKRPENKPEDAFISYSEQDADWTKENLLKKLETDGFKICYHERDFKPGHPVLGNIFYCIE
acTLR15 QKSPEDKLYDAFVSYSENDAPWTKEILLKNLEANNYRVCYHERDFLPGHPVLGNIFHCIE
amTLR15 EKRPENKAYDAFISzSENDASWTKENLLEKLETKGFKICY%%RDFKPGHPVLGNIFYCIE
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ggTLR15 NSHKVLFVLSPSFVNSCWCQYELYFAEHRVLDENQDSLIMVVLEDLPPDSVPQKF
aaTLR15 NSHKVLEVLSPSEVNSCWCQYELYFAREHRVLNENQDSLIMIVLEDLPLNSVPQKF
pcTLR15 NSHKVLFVLSPSFVNSCWCQYELYFAEHRVLDENQDSLIMIVLEDLPPNSVPQKF
acTLR15 NSHKVLEFVLSPSFVNSCWCQYELYFAEHRVLNENQDSLIMIVLEDLPPNSVPQKFE
amTLR15 NSHKVLFVLSPSFVN%C?CQYELYFAEHRVLNENQDSLIMVVLEDLPPNSVPQKF
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ggTLR15 SKLRKLLKRKTYLKWSPEEHKQOKIFWHQLAAVLKTTNEPL-VRAENGPNEDVIEME-—
aaTLR15 SKLRKLLKRKTYLKWSPEEHKQKIFWHQLAAVLKTTNERFVVRAENGSTQDMYEME-—
pcTLR15 SKLRKLLKRKTYLKWSPEEHKQKIFWHQLAAVLKTTNEPL-VRAENGPNEDIIEME——
acTLR15 SKLRKLLEKRKTYLKWSSEEHKQKLFWCQLNAVLKTTNEPMVLDETIELH-————————
amTLR15 SKLRKLLKRKTYLKWSPEEQKQKIFWHQLTAVLKTSNDPIVLKAENGLNQDTYEMECH
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Figure S4 Detailed view of the TLRI15pr dimerization interface. The dimerization interface
residues of TLR157r and TLR151Rr" are represented by green and orange sticks, respectively. The
TLR157r and TLR157R" chains are shown as light blue ribbons and black Ca traces, respectively.
Intersubunit hydrogen bonds are represented by black dotted lines. The orientation of this figure is

identical to that of Fig. 3(c).
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Figure S5 SDS-PAGE analysis of fractions 1-14 obtained by the gel-filtration chromatography
shown in Fig. 4(b).
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Figure S6 Overlaid structures of TLR157r (light blue ribbons), TLR 11z (cyan ribbons; PDB 1D
1FYV), TLR21r (yellow ribbons; PDB ID 1FYW), TLR6r (orange ribbons; PDB ID 40M7), and
TLR107r (magenta ribbons; PDB ID 2J67).
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