A Substitutions
per 100 residues

;0 30 30 10b
hsAtg4B
xAtg4B
xAtg4A
hsAtg4A
hsAtg4D
xAtg4D
hsAtg4C
xAtg4C

C Substitutions

per 100 residues

50 30 0
hsLC3B
xLC3B
hsLC3A
xLC3A

hsLC3C
_:xLCSC
hsGATE16
XGATE16

B Atg4B orthologs

hsAtg4B 1 VWILGRKYSIFTEKDEILSDVASRLWFTYRKNFPAIGGTGPTSDTGWGCMLRCGQ 80
xAtg4B 1 DT VWVLGRKYSALTEKEQLLNDITSRLWFTYRRNFQAIGGTGPTSDTGWGCMLRCGQ 80
hsAtg4B 81 MIFAQALVCRHLGRDWRWTQRKRQPDSYFSVLNAFIDRKDSYYSIHQIAQMGVGEGKSIGQWYGPNTVAQVLKKLAVFDT 160
xAtg4dB 81 MIFAQALICRHVGRDWRWDKQKPKGE- YLNILTAFLDKKDSYYSTHQIAQMGVGEGKYIGQWYGPNTVAQVLRKLAVEDQ 159
hsAtg4B 161 WSSLAVHIAMDNTVVMEEIRRLCRTSVPCAGATAFPADSDRHCNGFPAGAEVTNRPSPWRPLVLLIPLRLGLTDINEAYV 240
xAtg4B 160 WSSIAVHIAMDNTVVVDEIRRLCR—==——— AGSGESSDAGALSNGYTGDSDPS--CAQWKPLVLLIPLRLGLSEINEAYT 231

241 ETLKHCFMMPQSLGVIGGKPNSAHYFIGYVGEELIYLDPHTTQPAVEPTDGCFIPDESFHCQHPPCRMSIAELDPSIAVG 320
232 ETLKHCFMVPQSLGVIGGRPNSAHYFIGYVGDELIYLDPHTTQLSVEPSDCSFIEDESFHCQHPPCRMHVSEIDPSIAVG 311

321 FFCKTEDDFNDWCQQVKKLSLLGGALPMFELVEL) 393
312 FFCSSQEDFEDWCQHIKKLSLS GGALPMFEVVDQL S T DRED 384

D LC3B orthologs

hsAtg4B
xAtg4B

hsAtg4B
xAtg4B

hsLC3B 1 MPSERTFKQRRSFEQRVEDVRLIREQHPTKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSELIKI IRRRLOLNANQAFF 80
xLC3B 1 MPSERTFKQRRSLEQRVEDVRLIREQHPTKIPVIIERYKGEKQLPVLDKTKFLVPDHVNMSELIKITRRRLOLNSNQAFF 80
hsLC3B 81 LLVNGHSMVSVSTPISEVYESERDEDGFLYMVYASQETFG 120
xLC3B 81 LLVNGHSMVSVSTPISEVYEREKDEDGFLYMVYASQETFG 120

E GATE16 orthologs
hsGATE16 1 MKWMFKEDHSLEHRCVESAKIRAKYPDRVPVIVEKVSGSQIVDIDKRKYLVPSDITVAQFMWIIRKRIQLPSEKATFLFV 80
XGATE16 1 MKWMFKEDHSLEHRCVESAKIRAKYPDRVPVIVEKVSGSQTVDIDKRKYLVPSDITVAQFMWITRKRIQLPSEKATFLFV 80

hsGATE16 81 DKTVPQSSLTMGQLYEKEKDEDGFLYVAYSGENTFG 116
XGATE16 81 DRTVPQSSLTMGQLYEKEKDEDGFLYVAYSGENTFG 116



