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Different structures, describing glucose
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Table 1 Results for the errors with the different
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STRAIN 4 — Comparison between best structure (A) and
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STRAIN 16 — Comparison between best structure
(A) and lowest approximation structure (B)
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STRAIN 14 — Comparison between best structure (A) and
lowest approximation structure (B)
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STRAIN 12 — Comparison between best structure (A) and
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