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TOMOGRAPHY vs 2D cryoEM (SPA)
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CELL

Cytoplasm

SPTable STUFF

e Ribosomes
e \iruses

e NPC

e Etc...
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SUBTOMOGRAM EXTRACTION

TOMOGRAM SUB-TOMOGRAMS or
“particles”

Preparation, alignment, (classification), averaging



REFERENCE BASED ALIGNMENT
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310 closed-TRIC particles
Asymmetric average
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~35A resolution (FSC 0.5)

ASYMMETRIC average
102 open-TRiC particles

7-refinements

~26A resolution

C8 symmetric average

~26A resolution



e New code (needs optimization; i.e. memory usage)
e Suggested memory: 8+ GB of (Workshop machines have only

3GB of ram)
e CUDA support, 10x-100x faster (compile EMAN2 yourself).









