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Dlaczego warto badac interakcje pomiedzy cyjanobakteriami i cyjanofagami?

Liza Aphanizomenon flos-aquae indukowana przez faga CL131

(A) Fluorescencja chlorofilu (B) DNA wybarwione SYBR Green (C) fluorescencja fikobilin



Dlaczego warto badac interakcje pomiedzy cyjanobakteriami i cyjanofagami?

Wptyw na: (a) tancuchy troficzne (b) réznorodnos¢ mikrobiologiczng (c) powstawanie zakwitow




Dobry, zty czy brzydki?
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Poziomy oddziatywan:
0 Komorkowy (fizjologia, metabolizm, genom)

0O Srodowiskowy (fykosfera, populacja, ekosystem)
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Poziomy oddziatywan:

0 Komorkowy (fizjologia, metabolizm, )
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Zapotrzebowanie cyjanofagow:
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Szczepy cyjanobakterii

Strain
A. flos-aguae M. aeruginosa R. raciborskii
vs CL131 vs LMMO1 vs LK54
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Proteomika

Strain

Proteins A. flos-aguae M. aeruginosa R raciborskii
vs CL131 vs LMMO1 vs LKS 4

Time post infection 30 24 48

up-regulated | 114 7 200 |
down-regulated | 268 1 181 |
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Proteomika

Strain
Proteins A. flos-aguae M. aeruginosa R. raciborskii
vs CL131 vs LMMO1 vs LK54
Time post infection 30 24 48
up-regulated | 114 7 200 |
down-regulated | 268 1 181 |
I

Transcriptome Analysis of a
Bloom-Forming Cyanobacterium
Microcystis aeruginosa during
Ma-LMMO1 Phage Infection

Daichi Morimaoto?, Shigeko Kimura'2, Yoshihiko Sako' and Takashi Yoshida'*

' Laboratory of Marine Microbiology, Graduate School of Agriculture, Kyoto University, Kyoto, Japan, * School of
Environmental Science, University of Shiga Prefecturs, Hikone, Japan

Morimoto et al. - 0,17% transkryptdéw gospodarza regulowanych
Nasze badania - 8 biatek (z1113 zidentyfikowanych)
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A. flos-aquae - transkryptomika, skala i kierunek
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Antosiak et al. Fingerprinting viral infection in freshwater cyanobacterium Aphanizmomenon flos-aguae using multiomics approach Rysunki przygotowane

przez S. Sulciusa
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A. flos-aquae - skala i kierunek zmian
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Antosiak et al. Fingerprinting viral infection in freshwater cyanobacterium Aphanizmomenon flos-aquae using multiomics approach

Rysunki przygotowane
przez S. Sulciusa

23



A. flos-aquae - skala i kierunek zmian

Obnizenie ilosci transkryptow i biatek
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Antosiak et al. Fingerprinting viral infection in freshwater cyanobacterium Aphanizmomenon flos-aquae using multiomics approach
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przez S. Sulciusa
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.
A. flos-aquae - efekty fizjologiczne, proteom
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A. flos-aquae - efekty fizjologiczne, metabolom
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A. flos-aquae - odpowiedz na stres
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Antosiak et al. Fingerprinting viral infection in freshwater cyanobacterium Aphanizmomenon flos-aguae using multiomics approach
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A. flos-aquae - ogélna zmiana metabolizmu
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Antosiak et al. Fingerprinting viral infection in freshwater cyanobacterium Aphanizmomenon ﬂos-aqu’g{é using multiomics approach

Rysunki przygotowane

przez S. Sulciusa
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M. aeruginosa - fotosynteza
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Antosiak et al. Cyanophage infection-induced metabolic alterations in freshwater bloom-forming Microcystis aeruginosa
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.
M. aeruginosa - zmiany na poziomie metabolomu
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Antosiak et al. Cyanophage infection-induced metabolic alterations in freshwater bloom-forming Microcystis aeruginosa
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M. aeruginosa - zmiany na poziomie metabolomu
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Infekcja A. flos-aqua
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Poziomy oddziatywan:

0 Komoérkowy

genom

The ISME Journal, 2024, 18(1), 1-16

.‘= =\l https://doi.org/10.1093/ismejo/wrad008
L1 1] Original Article
h\1/4

Tradeoffs between phage resistance and nitrogen
fixation drive the evolution of genes essential for
cyanobacterial heterocyst functionality

Dikla Kolan®, Esther Cattan-Tsaushu', Hagay Enav!, Zohar Freiman?, Nechama Malinsky-Rushansky?, Shira Ninio?, Sarit Avrani’*
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Poziomy oddziatywan:

0O Srodowiskowy (fykosfera, populacja, ekosystem)
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Konsekwencje populacyjne
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Tokodi et al. Scientific Reports (2025) 15:3152 https://doi.org/10.1038/s41598-025-87626-z
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Konsekwencje populacyjne
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Tokodi et al. Scientific Reports (2025) 15:3152 https://doi.org/10.1038/s41598-025-87626-z
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Konsekwencje populacyjne

R vs M. aeruginosa NIES298
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Tokodi et al. Scientific Reports (2025) 15:3152 https://doi.org/10.1038/s41598-025-87626-z
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Konsekwencje populacyjne
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Tokodi et al. Scientific Reports (2025) 15:3152 https://doi.org/10.1038/s41598-025-87626-z
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Konsekwencje populacyjne
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Tokodi et al. Scientific Reports (2025) 15:3152 https://doi.org/10.1038/s41598-025-87626-z
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Konsekwencje populacyjne
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Tokodi et al. Scientific Reports (2025) 15:3152 https://doi.org/10.1038/s41598-025-87626-z
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ARTICLE
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Adaptation to sub-optimal hosts is a driver of viral
diversification in the ocean

Hagay Enav1'3, Shay Kirzner! Debbie Lindell', Yael Mandel-Gutfreund"? & Oded BéjénE.)T
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Poziomy oddziatywan:

0 Komorkowy (fizjologia, metabolizm, genom)
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Poziomy oddziatywan:

@ 0 hpi 24 - 48 hpi
stress response metabolic alteration
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QO Srodowiskowy (fykosfera, populacja, ekosystem)
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