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Abstract

Development is determined by spatial and temporal gene expression patterns, the epigenetic

mechanisms of which has been paid more and more attention. Histone arginine methylation is post-translational

modification (PTM) generated by protein arginine methyltransferases, and regulates the structure and function of

chromosome. There are complicated cross talks between PTMs at different R sites and its adjacent sites, which lead

to expression activation and repression by recruiting or blocking the relative effectors. Zebrafish is an important

model in development study, and has contributed to the physiological roles of protein arginine methyltransferases.

This review will summarize the generation of histone arginine methylation, its cross talk with other PTMs, and its

physiological roles in early development of zebrafish.
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X Fx — B JE(symmetric dimethylarginines, SDMA)
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ADMA)3FMETE M. RS 208 F 24k 2 th 3R AR
W 2 1 3510 B (protein arginine methyltransferases,
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FEH3K27me3/245 5 16 25 FAEAL I, 4 23 B FLRE ek
P BL ], Sengoku 5P M T UTX 5 H3 MK B 1
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At A7 R PR O6F T AL PR RIS 8 R # e LigERIRE 5T
& W, PRMT14# 1L 7= 4= FJH4R3me2a y PCAF 1] 4
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KU, HMT1 5 2: WAL Rpd3LAISir2AH B4F H >k
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A DNAH HE LB, 58 3 SEPolycomb ik [ i 14 77 2k
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BHHAREEIAE. PRMTUE W P3P & ik
) —FPRMTs, A RFNEELL A rp 1 [R5 A 90%, A
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BEE 0 iR FUH R E B AR .
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Table 1 The classification and function of protein arginine methyltransferases

it bl A4 A A AT AT TP

Enzyme Type Histone methylation sites Function

PRMT]I 1 H4R3, H2AR3 Transcription activation

PRMT2 1 H3R8 Transcription activation

PRMT3 1 - — (localized in cytoplasm)

PRMT4 1 H3R17/26 Transcription activation

PRMTS5 11 H3RS8, H4R3, H2AR3 Transcription activation

PRMT6 I H3R2, H4R3, H2AR3/29 Transcription activation or repression
PRMT?7 /1 H4R3, H2AR3 Transcription activation

PRMTS 1 — — (mainly expressed in brain)
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