A APRT2-Ntag

SGTMSQYDAILTERHPHHFTLADTHPLAKELHANIFGESDLTHANCAHVYDISSLTEKPALFRKVIEFLKCRYETMGDTGPTHIIGVESRG
1/ ! 10/ ! 20! y 30 ; 40! ) 50! ! 60! ) 70! ! 80/ J 90!

\
Fragment 1 (394 Da)

YIIGAPLAVALGIPFVTARVTKRFPSSFVPEGDDLKYLPMSRSIRNDSIPPRARVLIVDDFIGTGSTMLAALRLADIVAAQVVEVLTVCDV
y 100/ i 110/ 2 120/ Y 130/ k 140/ ; 150/ ¥ 160! r 170/ Y 180/

Fragment 4 (3.1 kDa)

ASLGGIKIIRESDDEMFKETPIFTLIHFKLSPREAEEQLEFVNSYITRSRL
J 190/ ¥ 200! v 210! Y 220! 230! 1233

B APRT2-Ctag
MSQYDAILTERHPHHFTLADTHPLAKELHANIFGESDLTHANCAHVYDISSLTEKPALFRKVIEFLKCRYETMGDTGPTHIIGVESRGYI
1/ ' 10! y 20! ! 30/ , 40/ ! 50/ Y 60/ . 70! Y 80/ u 90!

Fragment 1 (149 Da)

IGAPLAVALGIPFVTARVTKRFPSSFVPEGDDLKYLPMSRSIRNDSIPPRARVLIVDDFIGTGSTMLAALRLADIVAAQVVEVLTVCDVA
100/ T 10l T 1200 130! T 1400 T 150] 160! 1700 T 180l

1 Fragment 4 (3.1 kDa) [ Fragment5(4.1kDa)

SLGGIKIIRESDDEMFKETPIFTLIHFKLSPREAEEQLEFVNSYITRSRLGTSENLYFQ
190! D 200/ ’ 210/ ; 220/ ! 230! ’ 1239

S14 Fig. Expected fragments of APRT2 with no MetO modifications treated with cyanogen
bromide. Cyanogen bromide selectively cleaves peptides at the C-terminus of reduced methionine
residues. APRT2 contains five Met residues and when all Met residues are reduced, 6 fragments
are produced. The molecular weight of all 6 fragments expected for APRT2-Ntag (A) and APRT2-

Ctag (B) are depicted on each fragment.



