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# PhyloVelo

PhyloVelo - Phylogeny-based transcriptomic
velocity of single cells

Phylovielo iz a computational framework to quantify the transcriptomic velacity field fram
phylogeny-resoled scRMNA-seq data. PhyloVelo utilizes monotonically expressed genes (MEGs)

along cell divisions as a transcriptomic clock to reconstruct the welocity vector fields of cell-state
transitions, which enables robust and systematic cell-fate mapping in diverse biological contexts

LT )

(C2 .

-
4 Gl byps 1
B cCelnpel
- Gl ypea 3
B Celiypmd
. ol ype 5
o il .
A"
. 4 - 5 =
- i .%Jt Backward
il 2 z = L
= — 1-._-
r— i i » | ot W o F
ﬁ.ﬂ _'\i" ' :irlL i
J o a i F'l.ﬁ;l
L f .i:...'.. g b
‘ - Bed b e
Mext

0 4.0 PhyloveloD OO OO O OO
guoubobbouooooboobooooobbbooooobbbooooobnbobo
gobobobbbogoooobobbtodoooobobobbooooooboboobobbooaoa
O000o0ooo(@uooboooboobooooboon)

000000 O https://doi.org/10.1038/s41587-023-01887-5

guodoubbooooboo—0boggaad

OO0 0000 OO0 https://www.iikx.com/news/progress/

D0oooooooooooooobonooonddiikx.com O

5/5


https://www.iikx.com
http://www.tcpdf.org

