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Figure S1. MS/MS fragmentation of a mass of 1040.51 at 20.16 min from the AspN digest of purified EGF16-
20 expressed with hGXYLT1 and hXXYLT1, close to the theoretical mass of the EGF 16 peptide with XyIXyIGlc
modification (1040.42 Da 2+). Theoretical b- and y- ions of the EGF16 peptide are listed below and green and
blue marked masses fit to observed masses. 258.1217 (PC)and 386.1972 (PCQ) correspond to two internal
peptide fragments.
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Figure S2. MS/MS fragmentation of a mass of 1061.51 at 26.12 min from the AspN digest of purified EGF16-
20 expressed with hGXYLT1 and hXXYLT1, close to the theoretical mass of the EGF 18 peptide with XyIXyIGlc
modification (1061.41 Da 2+). Theoretical b- and y- ions of the EGF18 peptide are listed below and green and
blue marked masses fit to observed masses.
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Figure S3. MS/MS fragmentation of a mass of 1172.47 at 18.59 min from the AspN digest of purified EGF16-
20 expressed with hGXYLT1 and hXXYLT1, close to the theoretical mass of the EGF 20 peptide with
XyIXylGlc modification and an additional fucose (1172.40 Da 2+). Theoretical b- and y- ions of the EGF20
peptide are listed below and green and blue marked masses fitto observed masses.



dpp>GFP

Figure S4. Dpp-expression domain and Cut expression at dorsal-ventral boundary in a
wild-type third instar wing imaginal disc. (A-A’) Third instar wing imaginal discs from
larvae raised at 25°C. Staining with a-Cut is shown in red. Green indicates dpp>GFP.
Anterior is to the left, and dorsal is up. Scale bar is 50 ym.



