AAEETGGTNTEAQPKTEAVASPTTTSEKAPETKPVANAVS

50 60 70 80
1.667 min
16.667 min
VSNKEVEAPTSETKEAKEVKEVKAPKETKEVKPAAKATNNTYP | LNQE LREA I KNPA | KDKDHSAPNSRP IDFEMKKKDG
90 100 110 120 130 140 150 160
1.667 min
16.667 min
TQQFYHYASSVKPARVIFTDSKPE IELGLQSGQPVRKFEVYEGDKKLP IKLVSYDTVKDYAY IRFSVSNGTKAVKIVSST
170 180 190 200 210 220 230 240
1.667 min
16.667 min
HFNNKEEKYDYTLME FAQP | YNSADKFKTEEDYKAEKLLAPYKKAKTLERQVYELNKIQDKLPEKLKAEYKKKLEDTKKA
250 260 270 280 290 300 310 320
1.667 min
16.667 min
LDEQVKSA ITEFQNVQPTNEKMTDLQDTKY VVYESVENNE SMMDT FVKHP | KTGMLNGKKYMVME TTNDDYWKD FMVEGQ
350 360 370 380 390 400
1.667 min
16.667 min
RVRT | SKDAKNNTRT I | FPYVEGKT LYDA | VKVHVKT IDYDGQYHVR | VDKEAFTKANTDKSNKKEQQDNSAKKEATPAT
410 420 430 440 450 460 470 480
1.667 min
16.667 min
PSKPTPSPVEKE SQKQDSQKDDNKQLPSVEKENDASSESGKDKTPATKPTKGEVESSSTTPTKVVSTTQNVAKPTTASSK
490 500 510 520 530 540 550 560
1.667 min
16.667 min
TTKDVVQTSAGSSEAKDSAPLQKANI KNTNDGHTQSQNNKNTQENKAKS
570 580 590 600
1.667 min
16.667 min
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Supplemental Figure 1. HDX-MS of IsdB-NEAT with STAU-399

(a) Heat map showing the difference in relative deuterium-uptake of IsdB in complex
with STAU-399 Fab compared to unbound IsdB. The sequence of IsdB is shown and
overlapping peptides are shown below. Shielded amino acids (blue) indicate potential
binding-sites and are boxed. (b) The structure of crystalized IsdB is shown. Coloring
represents the difference in deuterium-uptake in complex to that in the solitary IsdB from
HDX. Scale ranges from -20 (blue) to +20 (red), black represents not observed regions.



