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Result 1

1.CXMS of Editosomes.



(A) BS3 interprotein cross-linking map of editosome complexes.

AL ETS

Huazhong Agricultural University

41%%: KREPB5-TAPE &Y

K. KREN1-TAPE &Y

2t 2k KREPB5-TAPAIKRENT-TAPE
=t/

Domain legend:
5'-3’ exonuclease

: Endo/Exo/Phos ECXMS%':(:;E*H Ia .

: [ PAP catalytic/core

[ PAP-associated BS: 278/1\5\%1%’ 68/1\5.5%‘.]‘
Il RNA ligase N1: 814~&#Hz, 30N AN
o Sk 3454V, TTAVE IR

[ c2H2 zinc finger
i [ RNase Il
i [ PUF motif

[ u1-iike C2H2 zinc
finger

Suzanne M. McDermott et al. PNAS 2016;113:E6476-E6485

©2016 by National Academy of Sciences | | g ‘ }: ‘z



(VA ETX;

L'?-‘"m-l/l Huazhong Agric It al University

Result 2

2.Architecture of the Heterotrimeric Insertion and Deletion

Dubcomplexes

3.“A” Protein Network That Links the Insertion and Deletion

Subcomplexes



CXMS results for heterotrimeric insertion and deletion
subcomplexes in editosomes.
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“A” Protein Network That Links the Insertion and Deletion
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Result 3

4. Endonuclease Association with Other Editosome Proteins

5. Endonuclease Association with KREPB6, -B7, -B8, and
KREX1
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(A) Network diagrams and (B) interprotein cross-linking maps of Huazhong Agricultural University

KREN1, KREN2, and KRENS first neighbors.
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Endonuclease Association with KREPBS6, -B7, -B8, and KREX1
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Result 4

6.Experimental Validation of Endonuclease Protein Proximities

Identified by CXMS



(A) Diagram showing Ul-like zinc finger, RNase lll, and PUF motifs of
KREN1 and KREN2 and the C-terminal regions exchanged in the

chimeric KREN1-N2 and KREN2-N1 proteins.
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Result 5

7.Differential Association of KREPB4 and KREPB5 with Endonuclease

8.Partner Proteins and Other Editosome Proteins



(A) Network diagrams and (B) interprotein cross-
linking maps of KREPB4 and KREPBS first neighbors.
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Result 6

9.Experimental Validation of KREPB5 Protein Proximities

Identified by CXMS



(A) Diagram showing the Ul-like zinc finger, RNase Ill, and PUF

motifs, and the C-terminal domain of KREPBS5.
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