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Reporting Summary
Nature Research wishes to improve the reproducibility of the work that we publish. This form provides structure for consistency and transparency
in reporting. For further information on Nature Research policies, seeAuthors & Referees and theEditorial Policy Checklist .

Statistics
For all statistical analyses, confirm that the following items are present in the figure legend, table legend, main text, or Methods section.

n/a Confirmed

The exact sample size (n) for each experimental group/condition, given as a discrete number and unit of measurement

A statement on whether measurements were taken from distinct samples or whether the same sample was measured repeatedly

The statistical test(s) used AND whether they are one- or two-sided
Only common tests should be described solely by name; describe more complex techniques in the Methods section.

A description of all covariates tested

A description of any assumptions or corrections, such as tests of normality and adjustment for multiple comparisons

A full description of the statistical parameters including central tendency (e.g. means) or other basic estimates (e.g. regression coefficient)
AND variation (e.g. standard deviation) or associated estimates of uncertainty (e.g. confidence intervals)

For null hypothesis testing, the test statistic (e.g. F, t, r) with confidence intervals, effect sizes, degrees of freedom and P value noted
Give P values as exact values whenever suitable.

For Bayesian analysis, information on the choice of priors and Markov chain Monte Carlo settings

For hierarchical and complex designs, identification of the appropriate level for tests and full reporting of outcomes

Estimates of effect sizes (e.g. Cohen's d, Pearson's r), indicating how they were calculated

Our web collection on statistics for biologists contains articles on many of the points above.

Software and code
Policy information about availability of computer code

Data collection

Data analysis

For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors/reviewers.
We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Research guidelines for submitting code & software for further information.
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Commercial human T lymphoblastic cell line SupT1 (ATCC CRL-1942), RPMI medium (RPMI 1640, Life Technologies), 10% heat-inactivated
fetal bovine serum (FBS), 1% L-Glutamine (200nM final concentration) and 1% penicillin-streptomycin (100U/mL) were used in HHV-6B
virus culture; Commercial 200-mesh Quantifoil R2/1 grids were used in HHV-6B CryoEM sample preparation; Commercial 300kV FEI Titan
Krios cryo-electron microscope equipped with a Gatan imaging filter (GIF) on a Gatan K2 Summit direct electron detector were leveraged
in HHV-6B image acquirement; An open source software SerialEM was used during our imaging procedure.

An open source software MotionCor2 was used to align and average each HHV-6B movies; An open source software CTFFIND4 was used
to determine the defocus of each micrograph; An open source softwere Relion was used to perform 2D classification, 3D refinement, and
3D reconstruction for either bin4 HHV-6B viron/NIEP particles or bin1 2f/3f/5f sub-particles; An open source code Scipion was used to
determine the location and recalculate the defocus of each 2f/3f/5f sub-particle; An open source web server SWISS-MODEL was used to
build the homology models within one HHV-6B asymmetric unit; An open source software Phenix was used to build the HHV-6B atomic
models; An open source softwere Chimera was used to realize model visualization; An open source web server wwPDB validation was
used to describe the geometric outliers and report the quality of the atomic models; An open source software Coot was uesd to fix the
atomic models manually.




