S$4. Supplemental Table 2: Crosslinking results and analyses.

Cross-link  Cross-link

Cross-linking Peptide 1 position position Xlink
agent sequence Peptide 2 sequence peptide 1 peptide 2 Score Score  PEP 2D PEP 1D FDR 1D g-value 1D
BS2G KRFFNDDLDTSETSLNFK PYASK 10 586 360.5 454 1.90E-05 6.70E-05 0 1.10E-06
BS2G LEDKVTWKRFIGALQVTGMATRPT  RTK 169 771 587.1 254 1.20E-10 4.40E-10 0 1.90E-11
BS2G \(/SE“ILSDEMGLGKTVAAYSLVLSCP TSVLADFAVK 538 1065 416.8 23.1 0.00014 0.0005 0 6.40E-06

HDSDVVDKK
BS2G KRFFNDDLDTSETSLNFK PYASK 10 586 351.8 14.6 9.10E-05 0.00032 0 4.60E-06
BS2G LEDKVTWKRFIGALQVTGMATRPT  RTK 169 771 444 1 11.6 1.70E-08 5.90E-08 0 1.50E-09
BS2G XEngsTWKRFIGALQVTGMATRPT RTK 169 771 4151 1.3 1.80E-08 6.20E-08 0 1.60E-09
BS2G \hGEELLSTEQTVELDSLMR CLFEYIEFQNSKNLGLK 863 951 3941 8.9 3.10E-07 1.10E-06 0 2.50E-08
BS2G KRFFNDDLDTSETSLNFK PYASK 10 586 363.2 1.5 1.90E-06 6.70E-06 0 1.40E-07
BS3 PTVRPLKYGSQMK TPPTVVLTTYGIVONEWTKHSK 194, 200 653, 656 274.8 70.2 0.00045 0.00086 0.00013 0.00013
BS3 SKR KYSTILVHILRLRQVCCHPGLIGSQDE 336 827 379.1 68.1 0.00021 0.0004 0 6.10E-06
BS3 SKR Eeg'll?lﬁ/ﬁILRLRQVCCHPGLIGSQDE 336 827 405.8 61.9 9.10E-05 0.00018 0 3.00E-06
BS3 AVMALQGKCK :EEEI?II(_SYKSPASK 703, 705 985, 992 460.6 54.7 1.60E-06 3.10E-06 0 6.50E-08
BS3 NYKQAFDVVNAILEPVLLR FDGRLSLKER 752 1053 250.9 29.7 4.30E-06 8.30E-06 0 1.60E-07
BS3 TKTPPTVVLTTYGIVONEWTKHSK PTVRPLKYGSQMKLK 653, 656 194, 200 210.8 19.4 0.00026 0.00049 0 7.80E-06
BS3 IGQTNSVK VTWKRFIGALQVTGMATRPTVRPLK 1121 173 383 35 1.60E-05 3.10E-05 0 6.30E-07
BS3 IGQTNSVK VTWKRFIGALQVTGMATRPTVRPLK 1121 173 325.6 23 5.90E-06 1.10E-05 0 2.10E-07
BS3 IGQTNSVK VTWKRFIGALQVTGMATRPTVRPLK 1121 173 314.4 0.9 0.00027 0.00051 0 8.30E-06



