Table S1: Molecular docking between Kaiso (6df5), estrogen receptor (3ERT) and PIWIL1 (2l5c) 
	Protein-protein interaction (PPI)
	Residues or nucleotide in P1
	Residues in P2
	RMSD (Å)

	Kaiso (6df5) (P1) vs PIWIL1 (2l5c) (P2)
	Pose 0. (chain D: DG9 DC10 DC11 DA12 DA13 DA15 & chain E: DT21 DA23 DT24 DT25 DG26 DA29
DT5 DC6 DC7 DT8 DG9 DG30 DA32
Pose 1. (chain D: DT1 DG2 DC3 DT4 DT5 DC6 DC7 DT8 DG9) (chain E: DG30 DA32 DC35 DA36)
Pose 2. (chain A: DG9 DC10 DC11 DA12 DA13 DT14) (chain E: DG20 DT22 DA23 DA29 DG30)



	Pose 0. V307 N313 N314 T316 Y317 K334 A335 D336 G337 S338 E339 Y345 Y350 K367 R369 R370 G371 P379 A380 M381 T390 L392 M396 R397 N398
Pose 1. K311 Y312 N313 N314 T316 Y317 D336 Y345 K348 Q349 Y350 N351 Q352 P366 K367 R368 R369 R370 G371 P372 G373
Pose 2. Y312 N313 N314 K315 T316 Y345 R347 K348 Q349 Y350 N351 R368 R369 P372
	4.75

	Kaiso (6df5) (P1)  vs 3ERT (P2)
	Pose 0. (R501 Y503 S508 I515 & (nt chain D) DT1 DG2 DC3 DT4 DT5 DC7 DT8&(nt chain E) DA33 DG34 DC35 DA35)
Pose 1. (chain A: V504 C505 S508) (nt chain D: DG9 DC10 DG18), (nt chain E: DC19 DG20 DT21 DT22)
DG18 DC19 DG20 DT21 DT22 DA23
Pose 2. chain A (Q596), chain D (DT8 DC10 DA12 DA13), chain E  (DT22 DA23 DT24 DT25 DG27 DA29 DG30)
	Pose 0. (E380 G457 V458 Y459 T460 N519 M522 Y526 C530 K531 Y537
G457 V458 Y459 N519 M522)
Pose 1. R412 K416 M421 V422 D426 M427 G457 V458 Y459 N519 M522

Pose 2. S329 E330 Y331 D332 P333 D351 R352 V355 C530 K531 V533 V534 P535 D538 L539 M543
	5.05



RMSD: root-mean-square deviation, Å: Angstrom
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Table  S1 :  Molecular docking  between Kaiso (6df5),   estrogen receptor  ( 3ERT )  and   PIWIL1  (2l5c)   

Protein - protein  interaction (PPI)  Residues or nucleotide in P1  Residues in P2  RMSD (Å)  

Kaiso  ( 6df5 ) (P1)   vs PIWIL1  ( 2l5c ) (P2)  Pose   0 .   (chain D: DG9 DC10  DC11 DA12  DA13 DA15 & chain E: DT21 DA23 DT24  DT25 DG26 DA29   DT5 DC6 DC7 DT8 DG9 DG30 DA32   Pose   1 .   (chain D: DT1 DG2 DC3 DT4 DT5  DC6 DC7 DT8 DG9) (chain E: DG30 DA32  DC35 DA36)   Pose   2 .   (chain A: DG9 DC10 DC11 DA12  DA13 DT14) (chain E: DG20 DT22 DA23  DA29 D G30)        Pose   0 .   V307 N313 N314 T316 Y317  K334 A335 D336 G337 S338 E339 Y345  Y350 K367 R369  R370   G371 P379 A380  M381   T390 L392 M396 R397 N398   Pose   1.   K311 Y312 N313 N314 T316  Y317 D336 Y345 K348 Q349 Y350 N351  Q352 P366 K367 R368 R369  R370   G371  P372 G373   Pose   2 .   Y312 N313 N314 K315 T316  Y345 R347 K348 Q349 Y350 N351 R368  R369 P372  4.75  

Kaiso  ( 6df5 ) (P1)     vs 3E RT (P2)  Pose 0.  (R501 Y503 S508 I515 & ( nt chain D)  DT1 DG2 DC3 DT4 DT5 DC7 DT8&(nt  chain E) DA33 DG34 DC35 DA35)   Pose   1 .   (chain A: V504 C505 S508) (nt chain  D: DG9 DC10 DG18), (nt chain E: DC19  DG20 DT21 DT22)   DG18 DC19 DG20 DT21 DT22 DA23   Pose   2 .   chain A (Q596), chain D (DT8 DC10  DA12 DA13), c hain E  (DT22 DA23 DT24  DT25 DG27 DA29 DG30)  Pose 0.  (E380 G457 V458 Y459 T460  N519 M522 Y526 C530 K531 Y537   G457 V458 Y459 N519 M522)   Pose   1 .   R412 K416 M421 V422 D426  M427 G457 V458 Y459 N519 M522     P ose   2.   S329 E330 Y331 D332 P333 D351  R352 V355 C530  K531 V533 V534 P535  D538 L539 M543  5.05  

  RMSD: root - mean - square deviation , Å: Angstrom  

