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Global Warming of 1.5°C

Cumulative emissions of CO2 and future non-CO: radiative forcing determine
the probability of limiting warming to 1.5°C

a) Observed global temperature change and modeled
responses to stylized anthropogenic emission and forcing pathways

Global warming relative to 1850-1300 (*C)
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Observed monthly global
mean surface temperature

Estimated anthropogenic
warming to date and
likely range

Likely range of modeled responses to stylized pathways

Global COz emissions reach net zero in 2055 while net
non-COz radiative forcing is reduced after 2030 (grey in b, c & d)

017 Faster COz reductions (blue in b & c) result in a higher
probability of limiting warming to 1.5°C

| No reduction of net non-COz radiative forcing (purple in d)
results in a lower probability of limiting warming to 1.5°C

1860 1980 2000 2020 2040 20E0 208D 2100



Permafrost:

Permanently
Frozen soill

37% of the
Northern hemisphere
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Thawing of permafrost

| Carbon balance in
G tundra over time
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Most (>90%) have never been cultivated and their functlens are unknown
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Bacterial and Archaeal Metagenome-Assembled Genome Sequences from Svalbard permafrost

Yaxin Xue,Inge Jonassen,Lise @vreas, Neslihan Tas

Permafrost contains one of the least known
soil microbiomes where microbial populations
reside in an ice-locked environment. Here, 56
prokaryotic metagenome-assembled genome
(MAG) sequences from 13 phyla are reported.
These MAGs will provide information on
metabolic pathways that could mediate

biogeochemical cycles in Svalbard permafrost.

e Stress response
* Antibiotic resistance
(Fluorokinolone, Aminoglycosides)
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