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Figure S1. Nadrin gene model.
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Figure S2. Dynactin gene model.
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Figure S3. pkcbpl gene model showing two CpGs implicated in alternative splicing of exons 7, 8 and
9. Based on RNAseq and methylome data [16,21,24].



7 do 14 do forager 93 do nurse 93 do forager 118 do

(AmpLib22) (AmpLib21) (AmpLib24) (AmpLib23) (AmpLib20)

Reads: 276k Reads: 344k Reads: 301k Reads: 319k Reads: 244k
Unconverted C: 1.06% Unconverted C: 2.32% Unconverted C: 1.39% Unconverted C: 2.18% Unconverted C: 2.05%
Sequencing error: 0.46% Sequencing error: 0.40% Sequencing error: 0.42% Sequencing error: 0.41% Sequencing error: 0.43%

Figure S4. All methylation patterns for dynactin covered by Illumina MiSeq; “Frequency” denotes
the pattern sorting. direction (i.e., most frequent patterns at the top). The lower panel shows the
combined methylation level for each CpG. The age of bees used is shown above the top panel (see
Table 2 for full description of the biological material). For details on dynactin gene structure and
amplicon localisation see Figure S2 and Table 1. The number of reads per amplicon is indicted at the
bottom. More details in caption to Figure 1.
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Reads: 297k Reads: 401k Reads: 300k Reads: 388k Reads: 336k
Unconverted C: 0.82% Unconverted C: 1.99% Unconverted C: 0.91% Unconverted C: 0.91% Unconverted C: 1.95%
Sequencing error: 0.40% Sequencing error: 0.42% Sequencing error: 0.43% Sequencing error: 0.43% Sequencing error: 0.41%

Figure S5. All methylation patterns for pkcbpl covered by Illumina MiSeq; “Frequency” denotes the
pattern sorting direction (i.e., most frequent patterns at the top). The lower panel shows the combined
methylation level for each CpG. The age of bees used is shown above the top panel (see Table 2 for
full description of the biological material). For details on dynactin gene structure and amplicon
localisation see Figure S3 and Table 1. The number of reads per amplicon is indicted at the bottom.
More details in caption to Figure 1.



