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Wang 2016

Bruggeman 2018

da Silva 2017

Jamin 2021

Chang 2019

Carter 2023

Seager 2024

Gong 2021

Loriot 2025

Bai 2016

994 122 550 101 864 82 10 459 152 0

122 692 58 68 122 15 2 52 30 0

550 58 1066 76 543 81 12 558 168 0

101 68 76 481 96 16 9 42 49 0

864 122 543 96 986 89 9 523 150 0

82 15 81 16 89 103 6 83 43 0

10 2 12 9 9 6 15 7 13 0

459 52 558 42 523 83 7 733 145 0

152 30 168 49 150 43 13 145 215 0

0 0 0 0 0 0 0 0 0 1

Complete coding candidate pool
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Wang 2016

Bruggeman 2018

da Silva 2017

Jamin 2021

Chang 2019

Carter 2023

Seager 2024

Gong 2021

Loriot 2025

Bai 2016

453 32 377 36 398 68 10 342 102 0

32 48 29 12 32 12 2 33 16 0

377 29 554 47 403 72 11 436 129 0

36 12 47 55 32 14 9 30 32 0

398 32 403 32 482 76 9 404 97 0

68 12 72 14 76 88 6 75 37 0

10 2 11 9 9 6 13 7 12 0

342 33 436 30 404 75 7 492 100 0

102 16 129 32 97 37 12 100 144 0

0 0 0 0 0 0 0 0 0 1

Retained by current default rules

Cells count unique shared genes; diagonals are source totals. Nested and overlapping sources must not be summed.

Extended reproductive CTAs · HPA v23 · RNA tissue scope: extended


