Covariation analysis of predicted secondary structure of the expansion segments
found in halobacterial 5S rRNAs
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A. R-scape consensus 2D structure
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C. RNAalifold multiple RNA sequence alignment

Halococcus_morrhuae DSM 1307 _NZ_AOMC01000054.1 rrf insert
Halococcus_thailandensis_JCM_13552 NZ_AOMF01000156,1_rrf_insert
Halococcus_sediminicola CBAlI101_NZ_BEMP01000022.1 rrf 1nsert
Halococcus_hamelinensis_100A6 _NZ_ACOMBOL10000Lll.1 rrf insert
Halococcus_salifodinae_DSM 8989 NZ_AOME01000075,1_rrf_insert
Halococcus 5350_NZ_AOMD01000030.1_rrf_insert

_saccharolyticug_
Halococcus_agarilyticus_197 _BAFM01000010.1_rrf_insert
Halococcus_sp._IIIV-5B_MNG, szEOlOOOOSZ 1_rrf_ lnuert
Halalkallcoccuufjaotgall B3_NC_014297.1 rrf_inse
Halalkalicoccus_pauclhalophilus_DSM_24557_] LTA701OOOOO3 1_rrf_insert
Halalkalicoccus _5p._GS M28_N7%_RDQG01000073. 1_rrf_insert
Halomarina_oriensis_SPP-AMP-1_NZ

B

_RRCH01000008.1_rrf_insert
Halomarina_oriensis_JCM 16495_NZ_®WSZK01000015.1_rrf_insert
Halodesulfurarchasum_formicicum_HSR6_NZ_CP01680%4.1_rrf_insert
Halodesulfurarchaeum_formicicum HTSR1_NZ_CP016070.1_rrf_insert

Halococcus_morrhuae DSM_1307 _NzZ_AQMC01000054, l,rrf insert
Halococcus_thailandensis_JCM_13552_NZ_AOMFU1000156.1_rrf_ insert
Halococcus_sediminicola CBALLOL NZ_BBMP01000022.1_rrf insert
Halococcus_hamglinensis_100A6_Nz_AOMB01000011.1 rrf insert
Halococcus_salifodinae DSM_8989_Nz_AOME01000075.1 rrf_insert
Halococcus_saccharolyticus_DSM_5350_NZ_ACMD01000030.1_rrf_insert

Halococcus_agarilvticus_197A NZ_BAFM01000010.1 rrf_ insert
Halococcus_sp._ IIIV-5B _NZ_QzZWE01000032.1 rrf lnuert
Halalkalicoccus_jeotgali_B3_NC_014297.1 rrf_inssr
Halalkalicoccus_paucihalophilus DSM_ 24557 N7 LTnZOlOOOOO3 l_rrf insert
Halalkalicoccus_sp._GSM28_NZ_RDQG0D1000073,1 rrf insert
Halomarina_or 51 _SPP-AMP-1_NZ_RRCH01000008.1_; rrf in
Halomarina_or sis_JCM_164%5_NZ_W5
Halodesulfurarchaeum_formicicum HSRG_NZ
Halodesulfurarchaeum_formicicum HTSR1_NZ

ZK01000015. rf_in t
CP016804 1_Trrf_insert
_CP016070.1_rrf_insert

B. RNAalifold consensus 2D structure

SO0
TGTGAGCCCAY]
TIGTGAGCCCAG
TGCGAGCCCAG
TACGAGCCCAG

TACGAACCCAG
[TACGAGCCCAG
[TGCAGGTCGAG|
CACGGGCCGARG
[TGCAGGCCGAG

CGTTACAACGGCTICATAR
ICGTTACRACGGCTCATAR
ICGTTACAACGGCICGT.

CGTTACAACGGCTCGCARA
ICGTTACARACGGCICGCAR
ICGTTACAACGGCTICGC.

CGTTACAACGGCTCGCARA

ICGTTACAACGGCTCGCA
ICGTTACAACGGTICGC.
ICGTTACAACGGTTICGCAA
ICGTTACAACGGCTCGCA

Supplementary Figure 6. Covariation analysis of predicted secondary structure of the

expansion segments identified in 5S rRNAs

from four halobacterial genera,

Halalkalicoccus, Halomarina, and Halodesulfurarchaeum.
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