Supplementary Figure S2: Contingency analysis output files in JMP program for the sequence variants analyzed in
this study. Each output file comprises a Mosaic Plot, a Contingency Table, and Statistics Tests; N - the total
number of observations; DF - records the degrees of freedom associated with the test; -LogLike - negative log-
likelihood; Rsquare (U) - shows portion of the total uncertainty attributed to the model fit. ChiSquare — two chi-
square statistical tests; Prob>ChiSq - lists the probability of obtaining, by chance alone, a Chi-square value greater
than the one computed if no relationship exists between phenotype and genotype.
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Warning: Average cell count less than 5, LR ChiSquare suspect. Warning: Average cell count less than 5, LR ChiSquare suspect. Warning: Average cell count less than 5, LR ChiSquare suspect.
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Warning: Average cell count less than 5, LR ChiSquare suspect. Warning: Average cell count less than 3, LR ChiSquare suspect. Warning: Average cell count less than 3, LR ChiSquare suspect.
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Warning: 20% of cells have expected count less than 3, ChiSquare suspect,

Warning: Average cell count less than 5, LR ChiSquare suspect.
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Warning: 20% of cells have expected count less than 5, ChiSquare suspect.

Warning: Average cell count less than 3, LR ChiSquare suspect.
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Warning: 20% of cells have expected count less than 5, ChiSquare suspect.
Warning: Average cell count less than 5, LR ChiSquare suspect.
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Warning: 20% of cells have expected count less than 5, ChiSquare suspect.

Warning: Average cell count less than 5, LR ChiSquare suspect.
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Warning: 20% of cells have expected count less than 5, ChiSquare suspect.

Warning: Average cell count less than 5, LR ChiSquare suspect.
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Warning: 20% of cells have expected count less than 5, ChiSquare suspect.

Warning: Average cell count less than 5, LR ChiSguare suspect.
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