In silico characterization of putative gene homologues involved in somatic embryogenesis
suggests that some conifer species may lack LEC2, one of the key regulators of initiation of
the process
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Alignments of EMK gene

Table S1 List of protein sequences included in the CLUSTAL multiple sequence alignment by
MUSCLE (3.8)

Species Sequence 1D
Arabidopsis AT5G57390

Picea abies PABO0031051
Pinus taeda PTA00002401
Pinus sylvestris PSY00016492
Pinus pinaster PP100042898
Pseudotsuga menziesii | PME0O0112031




Figure S1 Alignment of PAB00031051 and AT5G57390
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Figure S2 Alignment of PTA00002401 and AT5G57390
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Figure S3 Alignment of PSY00016492 and AT5G57390
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Figure S4 Alignment of PP100042898 and AT5G57390
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Figure S5 Alignment of PME00112031 and AT5G57390
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Figure S6 Alignment of EMK sequences from all conifer species included in the study
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