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FIG S5 Disruption of ALG9 and ALG12. (A) Strategy for CNAG_05881 and CNAG_07527 disruption using the NAT split
marker and CNAG_02715 disruption using the neomycin (NEO) split marker. Stable transformants were selected on YPD
medium containing nourseothricin (100 μg/ml) and neomycin (200 μg/ml), respectively, and were screened by PCR. (B)
HPLC-based neutral glycan profiles of cap59Δ, alg9Δ cap59Δ, and alg12Δ cap59Δ strains.


