C Single-command workflows
CELLXGENE Submission

CrossCell

_— i .
s validate —_—> h5ad v

.rds _—
crosscell convert -i in.rds -o out.h5ad --validate (0.4s)

Al-Ready Preparation (scGPT / Geneformer)

CrossCell top genes

rds normalize filter

e .h5ad ]

crosscell convert -i in.rds -o out.h5ad --normalize --top-genes 2000 (0.3s)

Both workflows: single CLI command, no R/Python runtime required



