Supplementary Figure 1

Thrombin-cleaved GST-SNX1 used for MS
GSPMASGGGGC SASERLPPPFPGLEPESEGAAGGSEPEAGDSDTEGEDIFTGAAVVSKHQ

SPKITTSLLP INNGSKENGIHEEQDQEPQDLFTVELSLDSTQNNQKKVLAKTL ISLP
POEATNSSKPQPTYEELEEEEQEDQFDLTVGITDPEKIGDGMNAYVAYKVTTQTSLPLEFR
SKQFAVKRRESDFLGLYEKLSEKHSONGEFIVPPPPEKSLIGMTKVKVGKEDSSSAEFLEK
RRAALERYLORIVNHPTMLODPDVREFLEKEELPRAVGTQTLSGAGLLKMFNKATDAVSK
MTIKMNESDIWFEEKLOEVECEEQRLRKLHAVVETLVNHRKELALNTAQFAKSLAMLGSS
EDNTALSRALSQLAEVEEKIEQLHOEQANNDFFLLAELLSDYIRLLATIVRAAFDQRMKTW
ORWODAQATLOKKREAEARLLWANKPDKLOOAKDEI LEWESRVTQYERDFERISTVVRKE
VIRFEKEKSKDFKNHVIKYLETLLYSQOQOLAKYWEAFLPEAKATIS

# | Peptide sequence cleavage window (-8,+8) c:;n;f:gis SI':::T ;:}; SNI):‘E::::X 10
Cleavage following Asp 10 D/K/R
- 1 SDTEGEDIFTGAAVVSK 38 GSEPEAGD | SDTEGEDI 2 0.00E+00 2.57E+09
n LTVGITDPEK 144 EEQEDQFD | LTVGITDP 1 0.00E+00 4.71E+08
n TEGEDIFTGAAVVSK 40 EPEAGDSD | TEGEDIFT 1 0.00E+00 1.91E+08
n ATVELSLDSTQNNQKK 91 EPQDLFAD | ATVELSLD 2 0.00E+00 1.90E+08
n ATVELSLDSTQNNQK 91 EPQDLFAD | ATVELSLD 1 0.00E+00 1.87E+08
- n TLISLPPQEATNSSKPQPTYEELEEEEQED 141 LEEEEQED | QFDLTVGI 1 0.00E+00 1.70E+08
IFTGAAVVSK 45 DSDTEGED | IFTGAAVV 0 0.00E+00 1.62E+08
n ENGIHEEQDQEPQDLFAD 91 EPQDLFAD | ATVELSLD 2 0.00E+00 8.99E+07
- n LPPPFPGLEPESEGAAGGSEPEAGD 38 GSEPEAGD | SDTEGEDI 0 0.00E+00 5.58E+07
m PEKIGDGMNAYVAYK 151 DLTVGITD | PEKIGDGM 2 0.00E+00 3.58E+07
m LTVGITDPEKIGDGMNAYVAYK 144 EEQEDQFD | LTVGITDP 3 0.00E+00 3.53E+07
m QFDLTVGITDPEK 141 LEEEEQED | QFDLTVGI 2 0.00E+00 2.82E+07
m VREFLEKEELPR 260 PTMLQDPD | VREFLEKE 2 0.00E+00 2.75E+06
m PDVREFLEKEELPR 258  NHPTMLQD | PDVREFLE 3 0.00E+00 2.36E+06
KLQQAKDEILEWESR 444  |LWANKPD | KLQQAKDE 3 0.00E+00 1.84E+06
Cleavage following Glu 6 D/E/K/R
AGDSDTEGEDIFTGAAVVSK 35 AAGGSEPE | AGDSDTEG 5 0.00E+00 5.96E+08
‘SIESiAAGGSEPEAGDSDTEGEDIFTGAAV 24 PFPGLEPE | SEGAAGGS 8 0.00E+00 4.41E+08
m GEDIFTGAAVVSK 42 EAGDSDTE | GEDIFTGA 2 0.00E+00 4.17E+07
m LPPPFPGLEPE 24 PFPGLEPE | SEGAAGGS 1 0.00E+00 4.06E+07
m TLISLPPQEATNSSKPQPTYEELEEE 137 TYEELEEE | EQEDQFDL 6 0.00E+00 1.79E+07
m LPPPFPGLEPESE 26 PGLEPESE | GAAGGSEP 2 0.00E+00 6.70E+06
m FLEKEELPR 263 LQDPDVRE | FLEKEELP 4 0.00E+00 2.56E+06



#1

#2

#3

Raw file Scan Method Score m/z Gene names
242Catherine_Caspasel0 57235 FTMS; HCD 97.9 863.41 SNX1
o
=4
Y1 b3 A bs
17128 b2 304113 1503.3188 -~ Y8 847.3316
I 203.0662 éa ' 6012 = — Y7 732425 |
| 13b#w . T 631.3774 |
J [ el 433]1555 b5|7 Y6 | be t 777777 b7y
] 1 490.1f78 q 619.2206 734.2475 879.4934
o el |‘I i clw b PR ST |
i T T I i T I il T ' i i i 1 1 1 1 1 1 1 1
200 400 600 800 1000
Yo ys Y7 Yo Ys y4 Y3 Y2 yi
- S D T E G E D | F T G A AV S K -
b2 bs ba bs b b7 bs
Raw file Scan Method Score m/z Gene names
242Catherine_Caspasel0 35111 FTMS; HCD 108.47 536.8 SNX1
o
=4
b2 ro--s B3=R0- - - Y3 - Vs
y [ 215139 : 3732082 ye 7 858.4567
147,128 | < [ I 702,3668 7593833 i
i | ; [ i L
i L
i 20)- - - -
° Y R |.||| .Il..l Al .1. . ..2%6;‘ > i ey | 4802554 ag313 58
1 1 T | i P il | 1 1 1 | 1 T i i T 1 |
200 400 600 800 1000
yort | ys [ yr | ys | ys | ya | ys | y2 [ o»n
L T vV G | T D P E K -
b2 ba bs
Raw file Scan Method Score m/z Gene names
242Catherine_Caspasel0 54273 FTMS; HCD 59.71 762.38 SNX1
o
8 I
Yo
b5 879.4934
,,,,, Y2 oo, 5 532.1885 oo )
y1 LT e 332132 B b - VZ‘T ffffffffffffffffff Y7 3 ys
147.1128 | 121 4171616 432.281 ' 631.3774,732.425
o Wbl J wbl ... ol i .
u T T T i T T T T T T T T T T T T T T T
200 400 600 800 1000 1200 1400
Yo ys Y7 y4 Y3 Y2 Y1
T E| G E D | F T G A AV \Y S -
b2 bs ba bs
Raw file Scan Method Score m/z Gene names
242Catherine_Caspase10 25593 FTMS; HCD 123.29 592.64 SNX1
o
=4
Fommo- ye2* Y6 eQ---_ _ yn-NH3 N
bp - -2 | 380.209 7594108 94}148905 \0¥217 L hi T T T T STRAsT IS - 12
173.4021 I I I i |
e by ) ! | \ yio
\q B o s oo a e el D s sasbeaddadOns . = = a2t _ _ - JR75.6Q1L 4 5
o 4 Ml .1..].‘."‘1.‘5: Ll o o ] ,
L e e N — T T T T T T T T T ] T
200 400 1000 1200 1400 1600 1800

Y4 yi3 Yi2 yu Yio Y9
A T |V E L S L D
b2 bs ba

[9a1]

[sa1]

[9a1]

[9a1]



C (continued)
#5

Raw file Scan Method Score m/z Gene names
242Catherine_Caspase10 36545 FTMS; HCD 98.34 824.41 SNX1
o
o
-
----- be Ye Y7
: 6013192 732.3635  819.3955
,,,,,,,,, ' I |
{
,,,,,,,, X - Y4 T pso
(19 — 503.2572- ey - — — SB33WE _ _ _
J 271‘7”[ | | ' 272, ‘zmzwss 389.2143” ST4287T
° . . L1 I Ll I L L. |
T T [ T T T T T T T T T T T T T T T T T
200 400 600 800 1000 1200
y7 ye ys ya y3 y2 yr
- T \% E L S S T Q N N Q K -
b2 bs ba bs be
#6 Raw file Scan Method Score m/z Gene names
242Catherine_Caspase10 70516 FTMS; HCD 17.86 1144.87 SNX1
g |
T b2
] 25139y,
263.0874
1 i |
5 | S N
] ! |- bd
LobaHpD  wsas
i 1 W ‘ sy n
.M ‘“" il L L
200 600 800 1000 1200 1400 1600 1800 2000 2200 2400
y3 y2 yi
L | S L P P Q E A T N S8 8 K P Q P T Y E E L E E E E Q E D
b2 bs b bs
Raw file Scan Method Score m/z Gene names
#7 242Catherine_Caspasel0 30882 FTMS; HCD 79.66 496.79 SNXT
g |
3
8 4
b2 ys
1 , 2611598 . Ve ' s
1 A : man 5743559 . '
| - y2 ' | Y7
4 { } [34.1448 bs ya ys ¢ 6313774 v
o L T BN i I il .l““m R | i | 1| 75,0994
L e e o R HHH‘HH‘HH“HHHH“HHHH‘HHHH“HHHH“HH‘HH“HHHH‘H
100 200 300 400 500 600 700 800 900 1000
yo ys v | ys [ v [
- | F|T A vV VvV § K
b2 bs
Raw file Scan Method Score m/z Gene names
#8 242Catherine_Caspase10 54922 FTMS; HCD 16.31 705.64  SNX1
o
s
4 seoe- Y2
| 2050819
Y1 3 b2
7 1peosas 244.0928
o i |
8 4 | |
1 ;s ys b
1 sfoisos ba be2* 1309529 bia
° Ly NI I |
E— b S B B I B L ——— ]
200 400 600 800 1400 1600 1800 2000

[ge1]

[ga1]

[9a1]

[9a1]



C (continued)

#9

Raw file Scan Method Score m/z Gene names
242Catherine_Caspase10 83893 FTMS; HCD 19.4 80337 SNXI
] v N
8 191.0662 @
=7 l L
1340148 s
1 4851987 -
7] 7&
1 bi22+
3 6313268 r
3 i L
] 262,103 i
. bs | bia
i + ss2318 | 1447.71 N
1 i 1| B2 1 ' I
] N ol | | b2+ be | L
200 400 600 800 1000 1200 1400 1600 1800 2000 2200
vs vi [ y: [ w»
- L P P P F P G L E P E S E G|A A G G S E P E A G D -
b2 bs bo bi12* | bi2?* bis
#1 0 Raw file Scan Method Score m/z Gene names
242Catherine_Caspase10 38593 FTMS; HCD 85.01 552,94  SNXI
A
8 L
o 1 ys o
8 613345 y -
! 826,425
R yi b i | | -
71128 2 2 g \ | I
i as02817 o1 824302 ! r
108 bs 1 I bio yio L
o 1 LhkiL .‘|A|.‘|.l|.‘.. W -I.‘|.|‘I-. i - i “ R — ‘
200 400 1000 1200 1400 1600
yio y7
- P E K | G D| G| M|N -
b2 bs ba bs b7 bs
#1 1 Raw file Scan Method Score m/z Gene names
242Catherine_Caspase10 68788 FTMS; HCD 18.32 786.07  SNXI
o
g |
i b2
215139 C
] : .
] | ba r
- g e E
2 T . I
1 : i 2 s C
| | i N s -
4 yi | | C
1728 y2 5 yis2* I
- J i WV oo . 0.
200 400 600 800 1000 1200 1400 1600 1800 2000 2200
yis2* y3 y2 yi
- L T vV G | T D P E K | G D G M N A Y V AY K -
b2 ba
#1 2 Raw file Scan Method Score m/z Gene names
242Catherine_Caspase10 64586 FTMS; HCD 68 73138 SNXI
8 y3 L
g | 3732082
¥s =
1 | 589.2828 T
- : | -
8 4 : /
i i | : ; S
] : Lok oo™ 2L b :
1 s 1 e y 759.3883 -
] | o Co f
| socfas sianer
° 7l"||"“|ﬂ""||""““"5“"“‘7
100 200 300 400 500 600 700 800 200 1000 1100 1200 1300 1400
vs | yr vs [ ye | w3 v
- Q F D L T VvV G | T D P E K -
b2 bs ba

[se1]

[go1]

[se1]

[go1]



C (continued)

#13

#14

#15

#16

Raw file Scan Method Score m/z Gene names
242Catherine_Caspasel0 30481 FTMS; HCD 25.98 387.72 SNX1
s L
s |
. L
3 |
7 Y3 bs?* -
3852558 s16.279 L
i sssflios i ba be2+ -
ya 9 ys
° S
400 500 600 700 800 900
Raw file Scan Method Score m/z Gene names
242Catherine_Caspasel0 55807 FTMS; HCD 18.82 586.98 SNX1
N L
g |
1=}
B L
i 62+ iz I
7 3862216 1544.843 r
q b+ ya ys L
o L. 27 726474 5140984 e
s AL A s I
200 400 600 800 1000 1200 1400 1600 18C
yiz ye? | s ya yz
- P D R E F L E K E E L P R -
Raw file Scan Method Score m/z Gene names
242Catherine_Caspasel0 43791 FTMS; HCD 12.2 469.25 SNX1
R L
g | L
o L
o L
4 y2 L
262151 L
yi y3 bo2* L
7 175119 3911936 5277982 L
o | || N ' | L ' L 1 l L
— T T — — T
50 100 150 200 250 300 350 400 450 500 550 600
y4 y3 y2 y
- K L Q Q A K D E | L E W E S R -
Raw file Scan Method Score m/z Gene names
242Catherine_Caspase10 58896 FTMS; HCD 6502 65731 SNXI
s
8 4
et e
o028 ! sz yo
] vz 3 Ve ' ; -
; i s azam : : :
J s V1 i i S Py, ‘ :
- B VT T PP B I T PO “."“T\ wae L LG : : : : : :
100 200 300 400 500 600 700 800 900 1000 1100 1200 1300
vo fys [vr [y [vs [vs [ e [ve[w
K -

[ga1]

[go1]

[so1]

[9a1]



C (continued)
#17 ...

Scan Method Score m/z Gene names
242Catherine_Caspase10 61362 FTMS; HCD 40.85 981.1 SNXT
g y3
=l y2 nian
8 . i y7
: s s oyl : e
i 2741034 4 4161776 2228 | | ys
505 : . !
. yo
o | |
- g G
800 850 900
Raw file Scan Method Score mjz Gene names
242Catherine_Caspasel0 50066 FTMS; HCD 64.1 647.84 SNXT
o 3
s | w200
8
2
1snm3
| y
RN vs ys s ya
o ol L T1 N A i |, .
T T T T T T T
100 200 500 700 800 %00 1000
Yo ys y7 ye
- G E D | F T G A
ba | by | b
;l 1 9 Raw file Scan Method Score mjz Gene names
242Catherine_Caspase10 83882 FTMS; HCD 82.64 596.82 SNX1
H B
s
v s
10s0n i ; ys
1 2 | N \ bs bs i b7 o
e ! ” d s ) sy
o L i | W ML I i H . . . . susies
100 200 300 400 700 800 900
g v3 \ A
- L P|P|P|F|P G|L E|P'E -
be | ba | b | bs br by
#20 Raw file Scan Method Score m/z Gene names
242Catherine_Caspase10 68095 FTMS; HCD 10.81 978.14 SNXT
2
"
1050 ‘- ;
| ye asam :
Df‘nht‘wHw!“_“_”_”‘J‘_ o L L
200 400 600 800 1000 1200 1400 1600 1800 2000 2200 2400 2600 2800
v: |
P Q E A T N S S K P Q P T E E E -

[se]

[sel]

[9e1]

[setl



C (continued)

#21 .

nnnnnnnnn
aaaaaaaaaaaaaaaaaaaaaa

[se1]

eeeeeeeeeeeeeeeeeeeeee

[se1]

y v
i vs 0
\ o |l . o : ,
[ o A [ A e “ il | .
T T T T T T T T T T T T T T T
50 1 0 250 300 360 400 450 a0 550 a0 as0 700 750

vl
T
100

NAAHRRREN

Supplementary Figure 1 Spectrometric analysis of SNX1 cleavage sites. (a) Primary structure of
the human SNX1 protein used for the identification of cleavage sites. Peptide coverage (387/525,
73.4%) is shown in gray; aspartate and glutamate residues are in bold typeface; cleaved Asp and
cleaved Glu sites are underlined and green and red typeface, respectively. The previously reported
cleavage site is boxed and corresponds to Aspg;. The N-terminal GSP residues are from the fusion
protein used to purify SNX1. (b) List of peptides identified that reveal cleavage sites. Cleaved
aspartate/glutamate residues are identified (Uniprot: Q13596) along with [-8,+8] sequence window
with cleavage site, missed Asp/Glu/Lys/Arg cleavages and peak intensities in the control and
caspase-10-cleaved samples. Cleavage sites at Aspsgo;, 141 and at Gluys were 1dentified by both N-
and C-terminal peptides (brackets). (¢) Peptide ion trap CID fragmentation for the peptides
identified in b. Spectra are shown as matched to peptide sequences and annotated by MaxQuant
1.5.2.8.



Supplementary Figure 2
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Supplementary Figure 2 SNX2 gene expression is decreased in CRC tumors. SNX2 and SNX/
mRNA level tumor/normal ratios (staged, left panel; all stages, right panel) in CRC tumors from
patients. Accompanies Figure 7.



