Figure S1: One-way ANOVA analysis of sizes of ORF in CAGs and core genes.

(a) OREF sizes from different categories of CAGs and core genes. The meaning of letters are as follows: A, sizes of ORFs included in CAGs
having between 4-10 ORFs; B, sizes of ORFs included in CAGs having between 11-20 ORFs; C, sizes of ORFs included in CAGs having
between 21-30 ORFs; D, sizes of ORFs included in CAGs having between 31-40 ORFs; E, sizes of ORFs included in CAGs having between
41-50 ORFs; F, sizes of ORFs included in CAGs having more than 50 ORFs; Z, core genes sizes. (b) Data had a normal distribution and a one-
way ANOVA was applied. The result shows that no significant differences between the analyzed groups.

Figure S2: One-way ANOVA analysis of gene sizes of ORFans against ORFs from different categories.

(a) ORFs and ORFans sizes. (b) Data had a normal distribution and a one-way ANOVA was applied. The result is significant and means that at
least one analyzed group is different from the others. (c¢) TukeyHSD test confirms that ORFans are smaller than ORFs. Significant difference
between groups are denoted by asterisks: “***’ if p-value is below 0.001, “**’ if p-value is below 0.01, “*’ if p-value is below 0.05.

Figure S3: ORFans in CAGs.

(a) expected (blue) and observed (red) average frequencies of ORFans included in CAGs. ORFans are overrepresented in CAGs. (b) Details of
the Chi-squared analysis made with the expected and observed frequencies of the 122 analyzed genomes. It confirms that ORFans are more
abundant in CAGs than that expected by chance only.
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X-squared =1397.102, df = 102, p-value < 2.2e-16 * % x




