Supplementary Table S2 Species metadata and cross-species evaluation metrics for six woody plant genomes
	Species
	Family
	Genome (Mb)
	Pre-trained
	PPL ↓
	Acc (%)↑
	JSD ↓
	NLR Count

	Populus trichocarpa †
	Salicaceae
	~500
	Yes
	11.18
	85.6
	0.084
	~400

	Eucalyptus grandis †
	Myrtaceae
	~640
	Yes
	11.64
	84.1
	0.110
	~1215

	Picea abies †
	Pinaceae
	~20,000*
	Yes
	12.75
	82.8
	0.125
	~160

	Betula pendula
	Betulaceae
	~440
	No
	14.29
	79.7
	0.126
	~300

	Quercus robur
	Fagaceae
	~800
	No
	15.21
	76.5
	0.146
	~500

	Alnus glutinosa †
	Betulaceae
	~550
	Yes
	11.24
	85.7
	0.096
	~280


† Species included in the 28-species pre-training dataset.
* Picea abies genome is ~20 Gb; evaluation used exome/gene-region subset only.
PPL = autoregressive perplexity at 6-mer token level (Eq. 18). Acc = correctly predicted 6-mer tokens (%). JSD = Jensen–Shannon divergence of k-mer frequency spectrum (Eq. 19).


