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Nevertheless, the higher order structure of 30 nm chromatin fiber, typically regarded as the secondary structure of

DNA, and its existence in nucleus have been remained controversial for decades. Recently, tremendous advances

have been made in the cryo-electron microscopy (cryo-EM) 3-D reconstruction technology, which provides an

indispensible tool for the higher order structural study of 30 nm chromatin fiber and accelerates this process. Here

we reviewed some progresses made in this field.
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A: cryo-EM micrograph of 30 nm chromatin fiber reconstituted in vitro with 12 nucleosomes; B: cryo-EM reconstruction and diagram of the

reconstituted 30 nm chromatin with 12 nucleosomes, which is composed of 3 tetra-nucleosome units shown in different colors; C: cryo-EM

reconstruction of chromatin fiber with 24 nucleosomes with obvious shape of left-handed double helix; D: the higher-order left-handed double helical

structure model of 30 nm chromatin fiber.

E1 30 nmE & UL R RIR = HEM R EF RIZNES REWRE(IRIES % THER[15,19]11220)
Fig.1 The 3-D cryo-EM reconstruction and left-handed double helical model of 30 nm chromatin
fiber (modified from references [15,19])
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