1
AMLKL_1-178 M E N L
mMLKL_1-168 M D K L

56- TM3 -78

RQQQAQ RQOOOOQOQQQAQ0CQCQQQQAAQQAAQQAQQ
50 60 70 80
AMLKL_1-1778 PLEMLOQDOQGEKRSVPSEKLTTAMNREFKAALEEANOQQIETZKTEFS

mMLKL_1-168 PLQRLQAQGEKEKNLP DDITAALGRFDEVLEKEANGETETZKTEFS

Q0 3 QQOOQQQAQQAQAQAQQQAQQAQQQQQ
82-H4-91 99- TM5 -119
90 100 110 120
AMLKL 11778 NRSNICRFLTASQDKILFKDVNREKLSDVWEKELSLLLQUVEDQ
MMLKL 1168 KK SHIWKFVSVGNDKILFHEVNEKLRDVWEELLLLLQUVYH
wt QQQQQQQQQQQQANNAQNQQ
132- TM6 -150
130 140 150 160
AMLKL_1-178 R M PV SPISQGASWAQEDOQQDADEDRRAFQMLRRDNETKTIEA
mMLKL_1-168WNTVSDVSQPA WQOQOQEDROQDAEEDG ® e ee e ee ¢ e GNENMEKYV

170
AMLKL_1-178 S LRRLEINMEKETIKETTLRDQ

mMLKL_1-168 I LM QL QI SVEETINEKTLKQ

2QQQ a6 QQQQQOQQQQQ

Figure S3. Homologous analysis of hMLKL (1-178) and mMLKL (1-168) amino acid sequences.

The helices were labeled based on the solution structures of full-length mouse MLKL (PDB accession

code 4BTF) and human MLKL2-178 (PDB accession code 2MSV). 'TM' indicates 'transmembrane'.

Residues that are conserved across all sequences are highlighted in yellow.



