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* Ying Z, Chong T, Tian Y, et al. MicroRNAs control mRNA fate by

compartmentalization based on 3’ UTR length in male germ cells[J]. Genome
Biology, 2017, 18(1):105.

« SRR3395024, SRR3395025, SRR3395026, SRR3395033, SRR3395034,
SRR3395035, SRR3395030, SRR3395031, SRR3395032, SRR3395039,
SRR3395040, SRR3395041
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« K, Singh A, Nguyen T, et al. TSPAN8 Expression Distinguishes Spermatogonial

Stem Cells in the Prepubertal Mouse Testis1[J]. Biology of Reproduction, 2016,
95(6):117.

 SRR3662178, SRR3662179, SRR3662181

« Li X, Ao J, Wu J. Systematic identification and comparison of expressed profiles
of IncRNAs and circRNAs with associated co-expression and ceRNA networks In
mouse germline stem cells:[J]. Oncotarget, 2017, 8(16):26573-26590.

e SRR4413830, SRR4413831, SRR4413832
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SRR3395033

SRR3395034 elongating rnp

SRR3395035 Hlumina TruSeq Stranded Total
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tss 1dlocus lengthcoveragze

FPEM =tatus
ENGMUSGO00000684845-
1:3102015-3102125
ENEMUSGO00001 025408
1:3680154-5681788
ENGMUSG000001 02595
1:3702009-3704360
ENGMUSGO00001 02695
1:3073202-30745322
ENEMUSGO00000858355—
1:3783870—3783933
ENGMUSGO0000102545—
1:3900738—39086515
ENEMUSGO000010E26%-
1:4522904-45267 37
ENEMUSG000000%6] 26—
1:4529016-4529123
ENGMUSGO0000103005-
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ENGENOZG0000010259 2658385 -

- 0 0 0 CE
ENSMUSGO00001026934933401 JO1R1k-

- 0, 0440954 0 0, 12944 CE
ENGENOEC000000883536n27 396 -

- 0 0 0 CE
ENGENOZG0000010253436m57 381 -

- 0., 47239 C 0, 94478 CE
ENGEMUOEG000001022696nT 357 -

- ( ( ( CE
ENGENOEG000000961 28622307 -

- 0 0 0 CE
ENGMUOEG000001030036ma8078 -

- C C C CE
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- 0, 220565 0. 09955941 0, 332974
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