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JG2

JG2 is an integration of 6 assemblies.
Phased assemblies with PacBio, Hi-C, & pb-assembly
Scaffolding with Hi-C & SALSA2
Metassembly to generate one assembly per individual, then
merging with ONT assemblies (with Shasta)

Scaffolding with Bionano genome maps with BionanoSolve
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