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Application of MicroScale Thermophoresis in Biologcal Reasearch
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Abstract: Microscale Thermolysis (MST) is a biophysical technique that quantifies molecular
interactions by detecting changes in fluorescence signals induced by infrared laser-induced
temperature changes. It provides a highly sensitive and flexible method for assessing molecular
interactions under subtle thermal conditions. This article explores the significant role and research
advances of MST in studying molecular interactions during plant responses to environmental
stressors based on its fundamental principles.
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B T AP AE ELAE R A A 15 5% 3 AR5 R Th e S I i) B L ER L . ZERHIF S
Borh, BEBEXNUZRAE. A4 pull down A6 ITTE S AR H T B A AR MWD IAE, SR
XS AL AR A S B MIELZ T, MST HARAMUL AENS 1 1k % 52 & A RAR ELAE
A& ERENTIGE ST B, MST BORFERF 785 5 LA F S % 52 5 bk

o ] AR R 2 A P e 4 [ I BRI BRI T B S AR A
SPIRALI (SPR1) W LA#E ABA {5 5 % (4% 0o 4H 73 85 1 B OPEN STOMATA 1 (OST1)
BRI, HIES 5 ABA W FIRE MR R LU SO RR . TR AL, /RS A MST £
ARIFF T A RBERRAE R SPRI H A S5l S ME RN G671 . RILFFLERER LY
3 SPR15P 5 BT — SRR 258 4 (Kd) oM 0.82+0.21 uM, I i =y T BF A 11 (Kd
=5.94+1.63 uM) FIHFEE LR A SPR1ISA (Kd=3.18+ 1.08 uM). ISR 1L
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et al., 2020).



@ FEKEHDNAK B

13 bp AGGTCAAAGGTCA

18 bp GGCAGAGGTCAAAGGTCA

23 bp GGCAGAGGTCAAAGGTCAAACGT

28 bp AGTGGCAGAGGTCAAAGGTCAAACGTAG DBD sub2_p '}erﬁ;”
35 bp GACAGTGGCAGAGGTCAAAGGTCAAACGTAGCAGT @ 5' half-site ) (“ . ). ~

»
DBD sub1

G001 0,01 01 1 10 160 1600
DNA R (uM)

B2 MST BARMWEBTEAR-DNA SEERENTIERE (Liu et al., 2023)

23 BEHREETFEME

EAR S EFZIH AR AR Z MST BRI 2 —. EARS Ca> MR LR N
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2019; Ma et al. 2019). Al R ) ANNEXINI 1 CPK28 2K (Liu et al., 2021; Ding et al.,
2022). FFEE T ZmCPK17 2 (Hu et al., 2024). P F3X 26 TAEEF A MST HiAR 3k
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WATIRAE OB R AR T

BEMRIR (PAD AENIRBENGZ —, 1ENEE M5 5 2 EY il iR . ARG B Ia B s En
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W e R4 1 R R SR G = F 0 AR BIBAA N ER 0 25 AF T PA Jlid SOS 12 SOS2-
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HH MST BoRHIE 7 SOS2 115 PA MTLAEHI BRI EFEIRAL AL, FFIRIE 1 21z A piUR A
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BB AR

2.5 ZnEEMAER
ZOUHBEAE AR MST HOR M ) HZR IR . %G1 pull down SEIAEHEAT =JT
FARR e E R 24 RS B . ML T, MST HARAEH 2w ik R,
WnsE SR R LORSRA I 2 AR 1 B R 8. HAT, MST BORTERTFE =0 AR
RPAE TN FRE R EE B BIR TAE, K7 EHET, 5T
SCaBP8 454y Ca?'J5 il 7 2 (I EREE PP2C D6 A D7 [iEtE, S8 PP2C S5 i
SOS1 MR, MRS SOS1 HIFMHIIER], s SOS1 Fif FHIME S F@le, HBEY
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(I 3) (Fuetal., 2023). Flitt, MST HR A 3 ESL Y 2N EYI T Z R A AR R,
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