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Supplemental figure alignments were done using EMBL-EBI MUItiple Sequence Comparison by Log-
Expectation (MUSCLE, http://www.ebi.ac.uk/Tools/muscle/index.html)!- 2 and Jalview Java Alignment
Editor.>>* The “Conservation” bars show amino acid property conservation, the “Quality” bars denote
BLOSUMG62 score based on observed substitutions, and the “Consensus” shows identical residues for
pairwise alignments (Supplemental Figures 1, 3-7), or gives the commonest residues and their percentage
for each column of the multialignment in Supplemental Figure 2.
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Supplemental Figure 1: Saccharomyces cerevisiae Atg20 has weak similarity to human Optineurin.

30 40 Q0 100 110

1 1 1
TTEYlAEAlstIVIs!KKsﬁKr rxlounlvmelvm. I MIET.F TKSA.ﬂMRSHNLKNENEDYEIDsr 116
NLBTETPEBLLOO . - - - - - .- ELLTENHOLBEAMKLNNG KIR TEKOK- - - EERD L S KEAKER 95

10

1
ScAby 2001-640 1-- sgnolo NAKLN RNT%E
Human Optinewin/1-577 1MSHOQPLSCLTEKEDSH TIN H

Conservation

9769°47667 796977754 764---77668

Quality

Consensus

130 180 190 240
ScAty 20¢1-640 NDISNAETCRTSISISL I I I I FSVSNRKKSA.I.KRVSEIQ'RAYIAYVIQFENSTVQRRYS.F ES PP KDSIKNYIKSI I IKILI 237
Human Cotineurin/1-577 SHENE- - - - - - KEE Broo-.--sHEEREMEC- - - - - - - - exBolffobvvEll- - - - - - - - ... .. QAEKAD ELQL 166

Conservation

5§°546+6597 "7964°6°67779----8 766557 +6 56 777

Quality I.ll‘".l!.l. |Ii| I g] I-I.h
Consensus I "
z L G- e
30

ScAby 2041-640 238 PSE VlL I ISVNNS.EKL!RHRIRMI LNK& TNEE KT DENNHa GnsssTFs LEKS' INELDETNTT m ?
Human Cptineudn/1-577 167 KLNS SED AcBlenels. - - - .- .- KHS TRT K RSRSAD EHEELTV LREGNOKVE KEAK

Conservation

sssoLI E DKKrKSSS
ERVSD TEMRSEIET 276

7558579777

Quality

Consensus

G O e G A | e e e e B e e e e e e e Iy Te—_ I it R

HEQ. 1 . ISYLSN ISSiSLIKI ‘YINI
K KR ERKNSAIPSELNEKBELYYTNKELELD

370 380 400 410
ScAlg 20/1-640 350 IRIKS FIN IIQIYKQYENLHNH IRR TIKTIH1KS DIN EHVF
HumanOptineurin/1-577 277 @- MEG SMEKENDEEKBRET LovilsLEKELQEAHTKLSE- -

Conservation

470 480
NI- S!HM!TIARIL IlR KIKIL a75
SE I KMEQAKTEDEKSHL TVLOMT 302

§-97856°86"8°677658605849657°587°569080°765897+8" - -

Quality

Consensus




Supplemental Figure 1, continued
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Supplemental Figure 2: Human Atg24/SNX4 homologs CAH71937 and AAH18762 ° share some structural
similarity with human HAP-1 protein.
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Supplemental Figure 2, continued
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Supplemental Figure 3: Saccharomyces cerevisiae Atg17 has weak similarity to human Atg101.
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Supplemental Figure 4: The amino-terminal 586 amino acid caspase-6 cleavage fragment of human Htt is
weakly similar to Saccharomyces cerews:ae At923
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Supplemental Figure 4, continued
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Supplemental Figure 5: The central domain of human Htt (amino acids 807-1652) has weak structural similarity
to Saccharomyces cerevisiae Va08.
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Supplemental Figure 5, continued
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Supplemental Figure 6: The carboxy-terminal domain of human Htt (amino acids 1815-3144) has weak similarity
to Saccharomyces cerevisiae Atg11
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Supplemental Figure 6, continued
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Supplemental Figure 6, continued
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Supplemental Figure 7: Alignment of the carboxy-terminal domain of human Htt (amino acids 1743-3144) with
human FIP200 total protein (amino acids 1-1591).
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Supplemental Figure 7 continued
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Supplemental Figure 7, continued
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Supplemental Figure 7, continued
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