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Supplementary Figure 1: Michaelis-Menten plots for YMP glycosidase and mutants.

(A) ¥MP glycosidase. (B) K166A. (C) E31A. (D) K93A. (E) N289A.
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Supplementary Table 1. In addition to the forward and reverse primers required to
introduce the mutation, a third primer was designed to screen for the presence of the
mutation by colony PCR. The primers designated “sF” were paired with the T7T primer

(5'-GCTAGTTATTGCTCAGCGG-3") and the primers designated “sR” were screened

with the T7Plac primer (5-TATAGGGGAATTGTGAGCGG-3").

Mutant | Primer Sequences®

D149A | D149A-F ccttcgatatttctgccgCGttgcaagaactggeaaatac
D149A-R gtatttgccagttcttgcaaCGeggeagaaatatcgaagg
D149A-sF ccttcgatatttctgecgCG

E31A E31A-F caaaaaaccggttgtggcgctggCGtegaccattatttctcac
E31A-R gtgagaaataatggtcgaCGcecagegecacaaccggttttttg
E31A-sF aaccggttgtggcgctggeCG

E3IL E31L-F caaaaaaccggttgtggcgctgCTGtcgaccattatttctcac
E31L-R gtgagaaataatggtcgaCAGeagcgecacaaccggttttttg
E31L-sF aaccggttgtggcgctgCTG

K93A | K93A-F cgtgaagggcataacgtgaccGCGgttagtcgtcgegatttace
K93A-R ggtaaatcgcgacgactaacCGCggtcacgttatgeccttcacg
K93A-sF aagggcataacgtgaccGCG

K93E K93E-F cgtgaagggcataacgtgaccGaGgttagtcgtcgegatttace
K93E-R ggtaaatcgcgacgactaacCtCggtcacgttatgeccttcacg
K93E-sF aagggcataacgtgaccGaG

K166A | KI66A-F ccgttgtttgtgccgggecgGCGtctattctegatttagg
K166A-R cctaaatcgagaatagaCGCcgccccggeacaaacaacgg
K166A-sF ttgtttgtgccggggecgGCG

HI137A | HI37A-F ccgggggaattggtegteteGCGegeggggeggaacatacctteg
HI137A-R cgaaggtatgttccgccccgegCGCeacaccaccaattcceecegg
H147A-sF ggggaattggtggteteGCG




H137N | HI37N-F ccgggggaattggtggtetgAaCegeggggeggaacatacctteg
H137N-R cgaaggtatgttccgccccgegGtTeacaccaccaattcceecegg
H137N-sF ggggaattggtggtgtgAaC

N289A | N289A-F cggtgacagcctgaaatccGCGatccagetggtgttcaacaacg
N289A-R cgttgttgaacaccagctggatCGCggatttcaggetgtcaccg
N289A-sR  ttgaacaccagctggatCGC




