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Research progress of single-cell sequencing technology in protozoon parasites
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In recent years,single-cell sequencing technology has developed rapidly,and studied widely in human, ani-
mal, plant, tumor and pathogenic microorganism. There are a large number of genetic mutations in the host, most para-
sites also have mutations,and their genome sequencing studies are focused on a large sample in millions of individual para-
sitic cells. Single-cell sequencing of parasites has been developed to modify specific host-parasite systems, which allows
the genetic diversity and phylogenetic relationships in complex parasite populations to be deciphered and the genetic se-

quences of inherited mutations to be captured. Taking plasmodium and leishmania parasite as examples, this study sum-

marizes the methods and progress of single-cell genome sequencing in protozoa parasites, and the application of these

methods in parasitological biology.

[Key words]

multi-omics; review

R AR R A R TR G R T R R TR AR B — i 2 A i T 3 A
FER A, F AR B SRR i B A TR AN
FETE 22 At AR B IR 22 S5 ) 4R, AT D) S B (R 75 ) A8 fb A 2
T R M LT 25 M AL DL TG i H R Y G 1 2 ) A
T g f5i) , 4 AN [ e PR 0 9 Do R A e () Jk e i, L A 6 DR O
e EE T bk . R B ST R R A A Y R R R R 2 R
A B TRV [ 75 R PR W) 5 AR R HL R F ST . A
SCHE R R A A AR TR Ay LT S Y O ik R
X8 T 3 6 FH T A A R R R R O A A ) 2 [ R R B B 4
T e A 7 7 A D BRI 5 o I R SR SN

1 BN F

L1 $mian s HOHIN )Y HOR e RN AR A
U I 43 9 Hh B A B AR BT A A (L 1D o AN R 21 4L 43
T B 2 S5 DR Y S (5 R 0 M R R o RS S &
B E N — A4 M B ER 4 DNA By 75 Yo FE B, 5¢ 20k ) 2 45 4

J A B 4 R T ﬁ%éﬁﬂ@ﬁgﬂﬁ%,ﬁ%ﬁﬂﬁ%ﬁ%%
FORMAA YRR AR Z AT 09 B 5T R I T R AR A R R
Ok B3R W U0 ¥ R (Laser capture microdissection,
LCM) |\ i S/ ik | i 2 40 1 43 £ 4 A (Fluorescence activated

genetic diversity; single-cell isolation; single-cell sequencing; whole genome amplification; single-cell

cell sorting, FACS) \FIi = RE, FWHE A & milm .
AR A SRR S 5 I R . LCM R BB A k0l i
I FERTHC X H AR A e A EE SR, B A x4 i B A A
TR FUA T A MR AR 8 D 0 A A 2 i X RO . B A
B B 0 T LA /0 e DR 2R 28 T iy ok o o 4 o A VL A B T
AR g A BT — g AT 0. 25 A 40 /LAY vk R L DR Ol X
E R DA SR R R BE 0 il R A0 B . i o 2 e B 1 0, L A 4R 40
Bkt i 21, B dn 43 ) B 0.5 0.9 B AR MR B T
THA TR H L 2 A QAR 4 5k 8% Fn 16 %65 . A
RR A e 10 40 8 T ) A1 2 D e o 4 DL R H AR 22 b 3R B I O
R AR DR 2 A A PR R VR T a0 A 2 R R D R
U SR e DR g A o R P PR B L O A TR T A0

. [ 5 A SRR 2% 3k 4 7 4F 2 4 (No. 31502057) 5
I U7 R 8 R R A 51 #E ) Bl ik 42 (No. 26122016)

*x X Tj ¥k » E-mail : gongzhenliu@126. com
W (1995, B, AR T A1 i, 1 8
M B0 B A F5E . E-mail : 244764302@qq. com
WU M2 BLIEBN A — 1 .



TR R R E M FRE
Journal of Pathogen Biology

2023 4F 11 H 46 18 &% 11 1
Nov. 2023, Vol. 18,No. 11

56 B A R O e B 400 i 2R A TR R AE o L 9% 3 23 FE B O e [R)
FOKE I3 AT KRR S I i o BB, H R AR E /i 5. A
IR 0 15 e 2 A0 3R TR 28 7 O AN B 5 4 S I L S BLIR i L
TE A5 30 5L PR AL H AT RE ™ AR B AR

L . dEEam
D

vl :

e -9

[ )
[ gmwg% | [ rmcs | [ Lem |

[ )
| zmmar | | 2mmsey | | 22RE5 |

1 BERSBERNFRE

Fig. 1 Single cell isolation and sequencing process
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Table 1 Comparison of Common Single Cell Separation Methods
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