General status reporting:

Single sample analysis:
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Aggregation status:
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Analysis report (clustering + markers per cluster):
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Heatmap:

saa3
Lenz
Ly6d
Gnat3
cal
Gpha2
Dack2
Flyrpt
Gmi 7660
Wia

M
Fabp?
Teonls
cara
Ha M2
Upkab
Kt
w72
Rasl10a
Thod
Chfaztd
Rrad

Binp3
Slol a2
Ramp1
Ank
Meloc
Adadt
Melob
Tex19.2
ssmemi
cenba
Togat
170001311 GRIK
Rhoxis
Pdcl2

spo
Peskin
1700018624Rik
6m30735
witt
marns
leatl
Gm26870
Qoep
stkaza
Gmi 5380
Hirps,
olan
Dppasa
Ap3b2
22
Fouart
Gm26620
s
Clagdn
Fens
Mept2
Call2
claa
Clab
Gl
Gpihbpt




Marker gene identification
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Violin plots:
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