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Umezakia ovalisporum CS-1034 JANQD K rrnA (type seq. draft genome)
Umezakia ovalisporum FSS-45 JANQDMOOOOOOOOO rrnA (type seq. draft genome)
mezakia bergii AB2010/02 FR822618

3 borgil PMC21303 EFosa4as

a bergii 503 EF: .

abergu LIEO2AB EF529484 (S;“'es‘-s-”

a bergii PMC21503 GQ859623

a bergii 09-02 JQ237772

species 1.3.2B
(11)

species 1.3.2C

! odu
4 Nodu
odu
lodu
k| Nodu

aria sphaerocarga E 060
aria sp. LE JADEWHO(
aria sphaerocarpa BECI 36 AJ78
aria armorica L1 KC912

aria moravica CCALA 797 KCQ1 2780

J830639
0000000 rrnA (draft genome)

genus 1.2.8 Purpureonostoc
)

genus 1.2.9 Anabaena Hydrocoryne
(24)

species 1.3.3A
(25)

genus 1.3.3 Chrysosporum Umezakia
(35)

genus 1.3.2 Anabaenopsis
(34)




harveyana HBU27 KC912771
sp. PCC 7804 AJ133181
harveyana Lukesova 18/94 (HBU23) AM711554
harveyana 5600 TP LN877213

cf. harveyana HBU26 KC912770
S|
S|
al

odular
lodular
b lodular;i
! odular
! odulars
t! Nodular

sphaerocarga LEGE 06071 FJ830639

p. LEGE 06071 JADEWHO000000000 rrnA (draft genome)
phaerocarpa BECID36 AJ781147

rmorica L1 KC912775

moravica CCALA 797 KC912780

sphaerocarpa BECID35 AJ781149

odularia sp. UP16f AJ133182

I odularia sphaerocarpa Huebel 296 AJ781141

odularia sphaerocarpa UHCC 0038 CP060140 rrnA (complete genome)
odularia harveyana SO0S3 KC912777

odularia spumigena UHCC 0039 CP020114 rrnA gxpe seq. draft genome
odularia spumigena UHCC 0060 JAYGHK0000000

lodular
4| Nodular

o Nodular

PO DOOR DO DD

Nodularia spumigena CCY9414 CP007203 rrnA e seq. draft genome)
kil Nodularia sp. NSPI-05 AJ13317

Nodularia sphaerocarpa HBU25 KC912769

! Nodularia sp. RCC5180 MH732916
£4 Nodularia spumigena CENA596 LWAJ00000000 rrnA (type seq. draft genome)

of

of Trichormus sp. SBC125 clone 1 MW403967

Nodularia sp.” NIES-3585 BDUB00000000 rrnA (draft genome)
of Nodularia sp. Saline3 KC912783

Anabaena sp. Saline2-Lukesova KT290379

I Nodularia sp. Saline2 KC912782

1 Anabaena sp. PCC 9217 M. Gl.%%?er

odularia harveyana CCAP 1452/6 HF678498 .
odularia harveyana Bo53 AJ781143 species 1.3.1C
odularia harveyana SAG 4485 KM019929 4)

odularia harveyana BECID27 AJ781145

odularia harveyana CDAC 1983/300 AF268020 ]syecies 1.3.1D
%l Nodularia harveyana Huebel 1983/300 AJ781142 )
odularia harveyana BECID29 AJ781146 species 1.3.1
8" Nodularia cf. harveyana HBU11 KC912766 species 1.3.1F
s Aliinostoc sp. CENA513 KX458483 ]syecles 1.3.4A
«of Aliinostoc sp. CENA514 KX458484 (2)
[~ Nostoc sp. PCC 9205 M. Gugger species 1.3.4B
Aliinostoc sp. CENA511 KX458482 ](ssecles1.3.4c

Aljinostoc sp. CENA536 KX458487
Aliinostoc sp. CENA88 GQ259207 Jspecies1.3.4D
Nostoc sp. CMAA1605 PJIZ00000000 rrnA (draft genome) (2)
Rinesies B GRS HRSIR™ s compite genome)

ostoc sp. rrnA (complete genome, :
Allinostoe sp. CENA543 KX458489 plete g fBecios 1.348

1Pt Trichormus anomalus MBDU 629 KT818632

Nostoc sp. PCC 9202 M. Gugger s&)ecies1.3.4G
Aliinostoc catenatum SA24 503792

Trichormus variabilis MBDU 013 KT818633 (type seq.)
Nostoc carneum BF2 GU396092 i
i — Nostoc entophytum ISC 32_JN605002 species 1.3.4H
Aliinostoc sp. CENA175 KC695867 species 1.3.4J,
Aliinostoc fuscum BGA-1C-PS OR640949 J5£e0|es1.3.4K
#' Nostoc sp. AH-12 KC699844 (2
ot Aliinostoc sp. PCC 8112 AM711537

———— Nostoc sp. PCC 8111_M. Glmger species 1.3.4L
oj— Aliinostoc magnakinetifex SA18 503791 4
Nostoc calcicola” 99 GQ1 .
Aliinostoc elgonense TH3S05 AM711548 species 1.3.4M
°| Aliinostoc sp. PCC 8976 AM711525 ]si)ecles1.3.4N
4' Nostoc sR._ CC 7717 M. Gueg

niel A

28

} (s;)ecies 1.3.41

er
Cyanoco| la rudok)hia BEA0786B OP602318
Nostoc sR. LLA-1 JAKOMP000000000 rrnA (draft genome)
Cyanocohniella sp. ACSSI 322 MT425938
Cyanocohniella Sé). SY-1-2-EE MT946565
Nostoc sg. PCC 6314 M. Guglger
Cyanocohniella hyphalmyra 'TAU-MAC 3117 OL310605

s Cronbergia sp. SB_2 13 KY379895 ]monospecific genus 1.3.6
%% Cronbergia sp. SB_3"23 KY379896 (2)

Nostoc sp. PCC 9201 M. Gugger

Atlanticothrix silvestris CENA357 JAECZB000000000 rrnA (draft genome)

Atlanticothrix testacea SRI-11-JJ1 PZ480546
o« Atlanticothrix testacea SRI-7-NA2 PZ480539

| Atlanticothrix sp. ETH-GON2-MM23 PQ057071
[ Nostoc sp. 996 JGI rrnB species 1.3.71

0 Halotia branconii CENA392 CP124543 rrnA (type seq. draft genome)

00|
wf Trichormus sp. HA7287 LM1_KF417428 species 1.3.7B
«| Pseudanabaena sp. MBIC10772 AB183570 species 1.3.7H
alotia longispora CENA184 KC695875 ]szoemes 1.3.7C
9 Halotia longispora CENA420 KJ843313 (2)
alotia sp.” P52-1.2 0Q079423
«f Halotia sp. PS33-1_0Q079426
alotia wernerae CENA158 KC695852
| Halotia wernerae CENA391 KJ843311
Cvrmarmancnrmivaea rilmmnbas MAUDDNO MENCCONO cananiacs 1 2 70

species 1.3.7D
&

rrnA “(type seq. drafz genome)

t e
Nodularia spumigena UHCC 0143 JAYGHLOOOOOSXSO rrnA (type seq. draft genome)

species 1.3.1B
@)

species 1.3.1A
(32)

genus 1.3.1 Nodularia Trichormus
(47)

genus 1.3.4 Aliinostoc
(28)

monospecific genus 1.3.5 Cyanocohniella

®)

species 1.3.7E
(12)

species 1.3.7A
(O]

genus 1.3.7 Atlanticothrix Halotia
(28)

family 1.3
(182)




Halotia branconii CENA392 CP124543 rrnA (type seq. draft genome)

Trichormus sp. HA7287 LM1_KF417428 species 1.3.7B
Pseudanabaena sp. MBIC10772 AB183570 species 1.3.7H

J SR ibs Tl A=y

alotia longispora CENA184 KC695875 ]szoemes 1.3.7C
alotia longispora CENA420 KJ843313 (2)

alotia sp.” P52-1.2 0Q079423 .

alotia sp. PS33-1_0Q079426 (s‘Becles 1.3.7D
dl

otia wernerae CENA158 KC695852
Halotia wernerae CENA391 KJ843311
Cyano?‘rira rippkae. MHPR09 MF066938 species 1.3.7F
Nostoc sp. Mollenhauer 1:1-067 DQ185207 species 1.3.7G

Roholtiella mixta Pr23 MK990636 sBecles1.3.7J 4
oeotrichia echinulata PYH14 AM230704
oeotrichia echinulata URA3 AM230705

oeotrichia echinulata DEX184 JAGTJV000000000 rrnA (draft genome) .
——— Gloeotrichia echinulata CP02 CP051187 rrnA Scomplele ?enome) species 1.4.2A

loeotric

i ia echinulata IR180 CP051186 rrnA (complete genome) species 1.4.2A
oeotric

a echinulata IR180 CP051186 rrnB (complete genome) species 1.4.2A
oeotrichia echinulata IR180 CP051186 rrnC (complete genome) species 1.4.2A
oeotrichia echinulata CP02 CP051187 rrnB (complete genome) species 1.4.2A
loeotrichia echinulata CP02 CP051187_rrnC (complete genome) species 1.4.2A
«f Microchaete violacea ACOI 3057_HE797734 species 1.4.2
Constrictifilum sp. CBMCmn8507 PZ092326
Constrictifilum sp. Assy 17 OP502076 .
Nodularia sp. CChRGM 3473 PZ302102 sgemes 1.4.1A
Trichormus 'sp. ATA115 CL34 AU3 P2RT KF761559 (6)
Calothrix sp. CCAP 1410/13 HF678491
Calothrix sp. RSUAII _16523S 9CNC KF761555
Tolypothrix sp. PCC7908 M. Gugger species 1.4.1B

Cyanomargarita calcarea GSE_NOS_12 04C KY296607 J&\;mospecific genus 1.4.3 Cyanomargarita

Calothrix sp. PMC23304 GQ859626 o
Calothrix sB. PMC23404 GQ859627 L’g;’""sf’“"'c genus 1.4.4
Calothrix sp. PCC 9008 M. Gugger

species 1.4.2A
©)

00000 | POD
5555595550

=

genus 1.4.1
(]

} genus 1.5.1 Goleter
4)

Calothrix sp. PCC 7507_CP003943 rrnA scomplgte ?enome) species 1.5.1B
Cylindrospermum sp. CENA33 AY218831 species 1.5.2B genus 1.5.2 Johanseniella
3

Cylindrospermum sp. A1345 DQ897365 species 1.5.2A
Cylindrospermum sp. HA4236-MV2 HQ847578 ] enus 1.5.3
Cylindrospermum sp. HA4236-MV2 clone p4 JN385290 )

| Fortiea laiensis HA4221-MV2 HQ847569 ](szpecles1.6.1A 1

wf Fortiea laiensis HA4221-MV2 HQ847570
wof Fortiea necridiiformans PS4G MT556637 species 1.6.1F .
Fortiea contorta PCC 7126 KB235930 rrnA (draft genome }si)e0|es1.6.1B
#8 Fortiea contorta PCC 7126 KB235930 rrnB draftgenome (2)
wf Nostocaceae cyanobacterium CENA388 KR13760 species 1.6.1E
" jost‘ocacea% 8 aggggacﬁer'um CENA389 KR137610 (:,f’) e :z;z;ilytS genus 1.6.1 Fortiea
! ostoc sp. . Gugger
Fortiea cgimbrae ACOI 2161 gﬂ 797731 species 1.6.1C
Microchaete sp. SAG 4793 KM019922 (5’) -0
= ;\onl'tle_a cgmﬁbrae A_COIIS161521 'Iz-imn 115594
k ulosira bohemensis — 2 i
Microchaete tenera BACA0508 PP847283 }(sf)ec'esm-m
'@ Microchaete tenera ACOI 630 HE797733
wd; Cylindrospermum sp. PCC 73101 M. Gugger
— Cylindrospermum stagnale PCC 7417 CP003642 rrnA (complete genome)
gl Cylindrospermum sp. PCC 8902 M. Gugger species 1.7.1A

I Cylindrospermum sp. FACHB-282 JACJRJ000000000 rrnA (draft genome) Y

o Cylindrospermum alatosporum CCALA 994 KF052609 ;

wdff Cylindrospermum marchicum CCALA 1001 KF052617 species 1.7.1B
Cylindrospermum catenatum CCALA 990 KF052601 .
Cylindrospermum muscicola SAG 4479 KM019946 (Sf)emes1.7.1c

mmg s

~

Cylindrospermum pellucidum CCALA 992 KF052605
4 Cylindrospermum catenatum CCALA 997 KF052613

o{ Cylindrospermum licheniforme CCALA 995 KF052610 }

Cylindrospermum badium CCALA 1000 KF142524 species 1.7.1E
Cylindrospermum sp. NIES-4074 AP018269 rrnA édraﬂ genome) 4

ot Cylindrospermum moravicum CCALA 993 KF052607 .

Sphaerospermopsis sp. BACA0025 MT176703 Jmonospecmc genus 1.7.2

#' Sphaerospermopsis sp. BACA0031 MW776414 (2 .

mnIN— Nostoc sp. 'Peltigera membranacea cyanobiont’ %13 NOLI00000000 rrnA (draft genome)
N

| Nostoc sp. ’Peltigera membranacea cyanobiont’ N6 CP026681 rrnA (complete genome)
lostoc sp. 'Peltigera membranacea cyanobiont’ 232 NOLKO00000000 rrnA (draft genome)
! Nostoc sp. TCL240-02 CP040094 rrnA com&)lete genom(ﬂ
| Nostoc muscorum FACHB-395 JACJSF000000000 rrnA (draft genome)
ostoc punctiforme SAG 6879 KM019937
ostoc sp. 0GU36S01 AM711526

c sp. LEGE 12447 JADEXT000000000 rrnA (draft genome)
ostoc sp. UIC10630 JAAGOG000000000 rrnA (draft genome)
0| Nostoc sp. LEGE 12450 JADEXU000000000 rrnA (draft genome)
Nostoc sp. C057 CP040281 rrnC (complete genome)
ostoc sp. ATCC 53789 CP046703 rrn g:omplete genome)
Nostoc muscorum SAG 1453-12b KM019938
Nostoc punctiforme PCC 73102 CP001037 rrnA (complete genome)
ostoc sp. C110 CP171148 rrnB

lostoc sp. GSV 224 AF062637
ostoc sp. C110 CP171148 rrnA
Nostoc sp. ATCC 53789 CP046703 rrnA (complete genome)
ostoc sp. KVS1 EU022725
| Nostoc sp. KVJ3 EU022722
Nostoc sp. KVJ3 WWFGO00000000 rrnA (draft genome) species 1.8.1A
ol Nostoc sp. A119 KF494249 )
100 oc sp. ATCC 53789 LWSY00000000 rrnA (draft genome) species 1.8.1A
ostoc sp. UCD121 JACKZS000000000 rrnA (draft genome
o Nostoc sp. UCD122 JACKZN000000000 rrnA (draft genome
Nostoc sp. PCC 9102 M. thl\?ger
wu}— Nos sg. PCC 9113 .Gugger
CCA 3

ostoc
Nostoc sp. P 1453/28 HF678
Nostoc sp. KVJ2 EU022712
Nostoc sp. PCC 9210 M. Gugger

| Nostoc sp. Mollenhauer 941 DQ185214
[\ P DY ODNE AV7ANDACD

genus 1.4.2
(10)

family 1.5
7)

species 1.8.1A
(25)

species 1.8.1B

family 1.4
(22)

family 1.7 genus 1.7.1 Cylindrospermum
(19)




p. ATCC 53789 LWSY00000000 rrnA (draft genome) species 1.8.1A
c sp. UCD121 JACKZS000000000 rrnA idraft genome
ostoc sp. ch122 JACKZNOOOOOOOOO rrnA (draft genome

wu

}—“ﬁ' gp- 8 l\? Gugg
Nostoc sp. C A2P 16%3/28 HF678493

Nostoc sp.
Nostoc sp. PCC 9210 M. Gugger

ostoc sp. Mollenhauer 941 DQ185214
ostoc sp. PCC 9

ostoc sp. Peltlgera membranacea cyanobiont’ 210A NOLJ00000000 rrnA (draft genome)
ostoc sp. SKS9 EU022724 spemes 1.8.1C

species 1.8.1D

ostoc punctiforme SAG 6579 0185255 }
(@)

ostoc sp. 990718-24 DQ18524
ostoc sp. KVJ10 EU022708

| Nostoc sp. PCC 9709 AF027654

| o4l

ostoc sp. PCC 7812 M. Gugger

toc sp. andina Peru EF174. s7pecies1-3.1E

o 233

Nostoc sp. CHAB 5836 NZ JAIVFV000000000 rrnA (draft genome,

ostoc sp. CHAB 5836 NZ_JAIVFV010000334 rrnK (draft genome
toc montejanii_clone_46.4 NR 18972

— Nostoc sp. 195-A21"EU282 3'1

Nostoc sp. KVJ20 LSSAOOOOOOOO rrnA (draft genome)

Nostoc muscorum SAG 5779 DQ1852

z

species 1.8.1F
Nostoc sp. PCC 7706 9)

Nostoc sp. CALU 546 JAWJ%OOOOOOOOO rrnB (draft genome)
—— Nostoc sp. BS363 KM0199

! Nostoc edaphicum CCNP1411 CP054698 rrnA (complete genome)

ostoc lichenoides CNP-AK1_ AY577535
ostoc cf. lichenoides JT1-VF3 AY577532 }(sr)emesLSJG

4

— Nostoc oromo ETH24M4 MH427659

ostoc sp. 08110% D(¥12%52I§3|§53 2eti:6IeS1 .8.1AF

\ sp. cyanobion

ostoc oh: AR L saon }Sg’ec'es‘-s-"'
ostoc sp. KVJ18 EU022728

Nostoc cf. indistinguendum FI5-VF4 AY577540
Nostoc cf. commune SO-36 P025732 rrnA (complete genome)
Nostoc sp. WJT66-NPBG18 M
u toc neudorfense ARC8 300544

toc sP C052 CP040272 rrnA complete genome) ]species1.8.1l
ostoc cf. commune KG-54 AB325714 2
u toc flagelliforme FACHB—838 JACJSIOOOOOOOOOSEnA (draft %enome) species 1.8.1AN

)

species 1.8.1AM
(5)

Nostoc sp. Lukesova 5/96 AM
ostoc indistinguendum CM1 VF10 AY577538

Nostoc sp. 17 AF506242
Nostoc sp. SKJ4 EU022715 species 1.8.1J

Nostoc sp. SKJ2 EU022717 species 1.8.1

] species 1.8.1AP
(2)

Nostoc sp. CALU 546 JAWJTF000000000 rrnA (draft genome) ]
Nostoc sp. 8923 KF494242

Nostoc sp. Mollenhauer 1:1-108 DQ185210
Nostoc desertorum CM1-VF14 AY577537

Nostoc flagelllforme CCNUN1 CP024785 rrnA (complete genome) Jspecies1.8.1AD
Nostoc sp. PCC 9229 AY742451 &)
Nostoc flagelliforme NM01 PZ072272 E

Nostoc commune HK-02 AP018326 rrnA 'Stsge seq. draft genome

Nostoc commune NIES-4072 BD! 0000000 rrn (type)seq. draft genome)
ostoc sp. ATA55-1- LB6 MH427674 species 1.8.1AE

. PCC 6310 M. Gu Oq[ﬂ)
toc sp. NZL_WBKL00000000 rrnA (draft genome,

toc linckia FACHB-391 JACJ EOO 000000 rrnA )(draﬁ genome)

ccé

toc calcicola MZ-C23 PX514 species 1.8.1AC

toc sp. FACHB-888 JACJQMOOOOOOOOO rrnA (draft genome)

toc edaphicum X AJ63 0

toc sp. Ni4-C1 AB2753

stoc sp. pallida3 Ch E

toc sp. aff leproloma 1a£lZ6 EF174212

0.
O
3 toc flagelllforme CCNUN14§1I3024785 rrnZ (complete genome)
0.
O:
O

toc sp. elixii Aus EF1

ostoc sp. tavaresii Ch EF174219

ostoc sp. aff IeprolomaSCh EF174213

ostoc sp. mosenii Mex E

ostoc sp. araneosa NZ EF1

188

| Nostoc sphaeroides CCNUC1 CP045226 rrnA (complete genome)
100 hostocs haeroides MZ-C4 PX514711
— Nostoc sphaeroides Kutzin En CP031941 rrnD (complete genome) species 1.8.1AJ
100 Nostoc sphaeroides CCNUC1_CP045226 rrnD (complete genome) (6)
[~ Nostoc srs) CCAPE123 PX057235
— No

stoc s haermdes Ku tzing En CP031941 rrnA (complete genome)

ostoc sp. BAE KNO0OO 0 rrnA (draft genom
10| NOStOC ss HG1 VJOX00000000 rrnA érat%g ) species 1.8.1M
o[ Nostoc sp. CCCryo 231-06 JAHCSU000000000 rrnA (draft Renome)

ostoc sp. CCAP 1453/31 HE974996 1.8.1AL species 1.8
100 } species 1.8.1AQ
| ! Nostoc sp. UHCC 0926 CP117768 rrnA (complete genome) (2
100 species 1.8.1AK

“! Nostoc cf. indistinguendum F15-VF12 AY577539

1T

species 1.8.1B

species 1.8.1AD
(14)

species 1.8.1L
)

genus 1.8.1 Nostoc
(176)




A ulall ge lullle[ J species 1.8.1M

p. HG1 VJOX00000000 rrnA (oraft
. CCCryo 231-06 SUO 0000 0 rrnA (draft Renome)

p. CCAP 1453/31 HE9749 1AL species 1

ostoc sp. P10073 bin 12 _JBALBX OOOOOOO rrnA (metagenome) Jspecies1.8.1Ao

Nostoc sp. UHCC 0926 CP117768 rrnA (complete genome) (2

species 1.8.1AK

Nostoc cf. indistinguendum F15-VF12 AY577539
species 1.8.10
@)

'8l Nostoc commune bin1 PRJNA528932 rrnA gg})e seq. draft genome)
Nostoc commune var. fla elllforme CCAP 1453/33 KN01994 (type seq.)

wof Nostoc punctiforme SAG 7179_KMO

| Nostocale: cyanobacterlum LEGE 12452 JADEXV000000000 rrnA (draft genome) species 1.8.1P

=] Nostoc sphaencum MAC PER AB775902 (6)

ostoc sp. PCC 7803 M. Gugger

+% Nostoc sp. KU281 AB98624

toc lowei HWF3-JJ1 AY452534 species 1.8.1AH

toc sp. Peltigera malacea DB3992 cyanobiont JX219483 species 1.8.1R

toc sp. elixii' 1 NZ EF174229

toc sp. fulvescens NZ EF174231

toc sp. elixii 2 NZ EF174230 species 1.8.1S

toc sp. 11971 AY328899 6

toc sp. 'Lobaria pulmonaria cyanobiont’ 5183 CP026692 rrnA (complete genome)

toc sp. obscura Aus EF

toc sp. Mollenhauer 1:1-064 DQ185204

04| species 1.8.1T
ostoc punctlforme NIES-2108 LXQE00000000 rrnA (draft genome) (4)

«s| Nostoc sp. 1tu14s8 AJ630453

ostoc sp. 1135 KF631395 species 1.8.1

ostoc caeruleum SAG 5279 (M019936 spemes 1.8.1V

ostoc sp. aff sphlnctrma1ch EF174:

wof Nostoc sp. athroophyIIaC EF1 74202
ostoc sp. aff sphinctrina 1a NC EF174200 sg)emes 1.8.1W

ostoc sp. s hlnctr na 1b Ch EF174207 (6)

cccccéccc

*l Nostoc sp. cf allorhiza NZ EF174206

Nostoc sp. Batzgon ca Ch EF174204 .
I Nostoc sp. 9422" AY328896 ]sé)ecles1.8.1x
18| toc sp. SAG 4187 DQ185253

: toc sp. N expa Illdum ta(anoblont 3 AF506248 species 1.8.1Y

Nostoc sp. WHI WBKI 0_rrnA édraft genome) species_1.8.1Al
No -uc. mlcroscoplcum SAG 4087 si)ecles 1.8.1Z

o
(o]

toc parmellmdes SAG 5879 KM01994
toc sp. PCC 780 Gugger ] species 1.8. 1AA

100 Nostoc sp. C117 CP170991 rrnA
o Nostoc sp. C11 ‘CP170991 rrnB

wq] Nostoc punctlforme SAG 6079 GQ287652 species 1.8.1AB
Desmonostoc cockrellii PHNL2 PQ466561 species 1.8.1AR

Desmonostoc cockrellii PHNL3 PQ466562 spe0|es1 8.1AR

Desmonostoc cockrellii PHNL4 PQ466563 species 1.8.1AR

«l' Desmonostoc cockrellii. PHNL1 PQ466560 species 1.8.1AR

— Desmonostoc sp. Cr3 HG0045! 7
Nostoc sp. PCC 9 31 AY742452
)esmonostocs PCC 9230 HG004585
toc sp. 896 3 AM711541
toc entophytum_IAM M-267 AB093490
toc piscinale BF3 GU396093
toc linckia z1 LAGX00000000 rrnA (draft genome
toc linckia z7_LAHC00000000 rrnA (draft genome
toc linckia z18 LAH 00000000 rrnA (draft genome)
ostoc sp. Moss3 JG
0Stoc I!nc !a 26 LAHBOOOOOOOO rrnA (draft genome
ostoc linckia z2 LAGY00000000 rrnA
linckia z4 LAHA00000000 rrnA
linckia z8 LAHD00000000 rrnA
linckia 29 LAHE00000000 rrnA
linckia z3 LAGZ00000000 rrnA (draft genome)
linckia z14 LAHG00000000 rrnA" (draft genome,
[} linckia z15 LAHH00000000 rrnA draﬂsgenome
Desmonostoc salinum CCM-UFV059 KX78793
Desmonostoc sp. OSNI32S01 HG004587
Desmonostoc sp. CENA371 KR137592
w| Desmonostoc sp. CENA386 KR137607
of Desmonos oc s:) CEN A380 137601
Desmonostoc debaoense M 005-N1 OM746697
| Nostoc sp 2RC JACKZUOOJOOOOOO rrnA Ig‘draﬁgenome)

Desmonostoc salinum SP-KLS-10-P
Desmonostoc salinum ASM-PS 0R6409
Desmonostoc sp. NP-KLS-7B-PS OR640948
o Desmonostoc salinum KLS-VSR-1A-| PS OR640943
Desmonostoc sp. LEGE 171509 PV27!
«| Nostoc punctiforme FACHB-2 JACJTCOOOOOOOOO rrnA (draft genome)
Desmonostoc sp. CACIAM 45 PV 607
% Desmonostoc sp. PCC 8306 HGOO4584

'i:cc'cc

species 1.8.2E
(36)

X
.u

I— Desmonostoc sp. PCC 8107 HG004583 ] species 1.8.2F
oof NO: lul. sp. MV6 F 05808 (2)

ostoc paludosum FACH 9 JACJTUO000000000 rrnA (draft genome) 5£e0|es 1.8.2J
%l Nostoc sp. FACHB-857 JACJTKDD 000000 rrnA (draft enome?
ostoc linckia NIES-25 (IA —251) P018222 rrnA (draft genome) species 1. 82G
Desmonostoc sp. e1 AM7 1534
| Desmonostoc sp. K-N-10- PS OR64 0942

Desmonostoc sp. 7N clone NC3C_KF934182

lo| Desmonostoc xian huense CSM 010-B OM746715
ho| Nostoc sp. AU14 PZ092135

———— Nostoc sp. FACHB-973 JACJSJOOOOOOOOO rrnA (draft genome)
Nostoc insulare SAG 5479 KM01992
Desmonostoc sp. 8938 AY742454
Desmonostoc sp. UAM 307 HM623782 species 1.8.2A
#| Desmonostoc sp. PCC 6302 HG00458 (18)
Desmonostoc muscorum LEGE 12446 JADEXSOOOOOOOOO rrnA (type seq. draft genome)

gt A Al 1) SRR LY LA L nwn S Ep B Al

genus 1.8.2 D
(88)

family 1.8
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«| Desmonostoc xnanhuense CSM 010 B OM746715
«| Nostoc sp AU14 PZ0921

35
Nostoc sp FACHB-973 JACJSJOOOOOOOOO rrnA (draft genome)
Nostoc insulare SAG 5479 KM019
Desmonostoc sp. 8938 AY742 54
Desmonostoc sp. UAM 307 HM623782

&| Desmonostoc sp. PCC 6302 HG0045

Desmonostoc muscorum LEGE 12446 JADEXSOOOOOOOOO rrnA (type seq. draft genome)
Desmonostoc muscorum Lukesova 2/91 AM

Desmonostoc muscorum | (NIVA CYA 817) AJ630451

Nostoc calcicola SAG 1453-1 92

MO1

" Nostoc calcicola FACHB-3891 JACJRQOOOOOOOOO rrnA (draft qenome)
fie8} Desmonostoc muscorum Lukesova 1’87§

w| Desmonostoc muscorum ESA257 PX52 283 (lype seq

523 (ref. seq.)

g AM71

Desmonostoc muscorum HUW 888 DQ460702

Anabaena sp. AKM5 HM573457

Desmonostoc muscorum Ind33 HM573462 species 1.8.2B

Cylindrospermum muscicola AKM7 HM573454 @

—— Anabaena oryzae AKM15 H

Desmonostoc danX|aense AUR1068 PZ600327

Nostoc sp. PCC 7906 3 5908 species 1.8.2C

Nostoc sp. PCC 7121 _Ig/gg (4)

Desmonostoc muscorum U N213 GQ443448

Desmonostoc meilinense CSM 017-N OM746704 species 1.8.2K
Nostoc sp. TO1S01 AM711549 species 1.8.2D

Desmonostoc sp. CENA362 KR137583

Nostoc sp. PA-18-2419 SZN

Desmonostoc sp. CENA363 KR137584

Desmonostoc sp. CENA383 KR137604

Desmonostoc guwahatiense ASM14-PS OR640946

Dno1008 AUR™008 PX933516

Desmonostoc persicum AUR1031 PZ600318 species 1.8.2H

Desmonostoc sp. CENA365 KR137586 (1”5) e

Desmonostoc muscorum ACSSI 091 KY887476

Desmonostoc muscorum ACSSI 149 KY88

Desmonostoc muscorum AUR1049 P2600323 %Xge seq.)

Desmonostoc muscorum CCAP&453/22 HF678

0 rrnA (draft genome)

nITVST
ey

Nostoc sp. AT 3529 LWTK00000000 rrnA (;:Iraﬂ genome)

Desmonostoc danxiaense CHAB5869 MH

Desmonostoc sp. PCC 7422 HG004586

lostoc sp. Cr4 AM711533

lostoc sp. Cc2 AM711532

ostoc sp. Hyl-09-2-6 JGI

olypothrix sp. PCC 7504 AM230669 1
pothrix sp. PCC 7601 AGCR00000000 rrnA (draft genome)

pothrix sp. PCC 7710 M. Gugger

species 1.8.21
(O]

O
<< <<

pothrix sp. PCC 7712 M. Gu

=

=

)

=T
00003
ST 5

AuI05|ra laxa NIES-50 AP018307 rrnA (t qadraft genome)
Tolypothrix tenuis PCC 7101 (NIES 37) Al 01824

Aulosira laxa_NIES-50 K

Aulosira sp. FACHB-113 JACJQIOOOOOOOOO rrnA (draft genome)
Mmrochaeednplosn hon CCA 729 4
Nostoc carneum NIES-21 75IAM M35) AP018180 rrnA (draft genome) Jspeciesi.s.‘ts
o TuIyJuuu xsp NQAIF319 KJ6 ()

Tolypo

-
S’g >
o<

e seq
Microc-1aete dlplOSI h%BKS —AQIQ—10 LN997 g

iX s|
Nos&)cs BGC MTAWO000! 0000 rrnA draft genome)
Constrlctlfllum karadense \IIKW3 MW374468 (ref. seq.) species 1.8.4F
Constrictifilum sp. TU 1 P 204
Calothrix sp. NI S- 2098 APJ18172 rrnA (complete genome) species 1.8.4C
Calochaete cimrmanii CCALA 1012 NR_117712 (ref.’seq.) species 1.8.4G
Fortiea sp. BACA0719 P! 6

yella diplosiphon NIES-32 7gg P018233 rrnA (draft genome)
othrix sp. LEGE 11397 JADEXL000000000 rrnA (draft genome)
pothrix sp. PCC 7601 CP064879 rrnA (complete genome species 1.8.4A
pothrix sp. PCC 7712 CP063785 rrnA (complete genome (14)

othrix tenuis MBDU 609 KT818635

rrnA” (draft genome)

x sp. PCC 7910 M 094%
po hrxsp PCC 7910 CP050440 rrnA gcom lete genome)
strictifilum karadense AUR1024 PZ60031

species 1.8.4B
(6)

Calochaete sp. UIC 10574 MT174334 species

P84729
tCanthrlx sp. NIES-2100 AP018178 rrnA (draft genome) species 1.8.4D

Nostoc sp. ENA239 MN551906 species 1 84H
ypothrix sp. FACHB-123 JACJRE000000000 rrnA (draft genome) species 1.8.4J
rolypothrix sp. PCC 6305 M. Gugger

)
=3

8.
Roholtiella sp. SRI- 12 NA1 PZ480551
Calothrix sp. PCC 9209

—
[=

« Roholtiella fluviatilis R (CCALA 1058) KM268885

r PCC 6601 M. Gugger
‘L’)yal‘t,ll('elllla et?aphlca 5-4-5 ﬁ%

Roholtiella fluviatilis UAM 332 HM751847
M. Gu gge
ypothrix sp. PCC 7415 AMZ30668

Roholtiella edap
Roholtiella edap
Roholtiella edap
Roholtiella edap
Roholtiella bash
41l Roholtiella bashkiriorum RU9
Roholtiella edaphica LG-P11

Roholtiella mojaviensis WJT36- (C
Roholtiella mojaviensis WJT36- NPB 0 (

Roholtiella mojavi ell; s WJT36- NPBG5B clone PS5A
Roholtiella mojav s WJT36-NPBG5B clone PSSD

oholtiella fluviatilis UAM 334 HM751849 species 1.8.3A
oholtiella fluviatilis UAM 337 HM751851 (18)
Roholtiella edaphica LG-S11 (CCALA 1060) KM268888

ca RU2 (CCALA 1056) KM268881

ca JOH4 (CCALA 1062) KM268877

ca JOH39 (CCALA 1063) KM268878 (ref. seq.)
ca RU1(C ALA1055) KM26:

riorum RU6 g:CAII:A 857; KM268883

I3

CALE M268886
(%CALA1051) KM268893 i
CALA 1052 KM268891 s‘{aemes 1.8.3B
93 79 4)

avia sp. CMT-3FDIN-NPC3 clone CN6_4

M Ojavla sp CMT-3FDIN NPC3 clone CN6 61 675
o) KU161 676
O]

a”sp ATA2-1-K023 clone C KU167649 fpocies 1.8.3C

ojavia sp. ATA2-1-KO23 clone F KU161 650

e

10

ojavia pulchra JT2 VF2 AY577534 (X qa
omarekiella atlantica CCIBT 3487 KX63848 (type seq.)
Nostoc sp. CENA107 EF088341

Komarekiella atlantica CCIBT 3483 KX638487 Lref seq.)

Komarekiella atlantica CCIBT 3552 KX638485 (type seq.

Komarekiella atlantica CCIBT 3481 KX638484 (type seq.

Komarekiella atlantica HA4396-MV6 clone C10 X646831 (ref. seq. draft genome)
Komarekiella atlantica HA4396-MV6 clone C10B KX646832 (type seq.)

species 1.8.2A
(18)

genus 1.8.4 Calochaete Constrictifilum
(31)

genus 1.8.3 Roholtiella
27)

species 1.8.5A
(12)

genu:
(88)

S 1.0.c L

order 1 Nostocales
(1738)
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of MOjavid SP. LN =oFUIIN=INFL O
Mojavia sp. ATA2-1-K0O23 clone C KU161'6 9
Mojavia sp. ATA2-1-KO23 clone F KU161650

Nostoc sp. CENA107 EF088341

[ Komarekiel
Komarekiell
10| Komarekiella

| Komarekiella elgh

1| Nostoc sp. 1b 05 _FR798942
Nostoc sp. 2-07 FR798941

Ia atlantica AUR1064 PZ600325
asp 9 12 OP163125
PJ104 MZ1609

toc sp. 5N-02c FR798936
toc sp. MG11 JACXXNO000000000 rrnA (draft genome)
toc sp. VP2-08 FR798940
toc verrucosum KU005 AB494996

Nostoc cf. verrucosum suru
aff. Roholtiella sp. LEGE 1241 1 JA|
uncultured Compactonostoc sp. clone 20.2 PZ4

Dendronalium sp. CSM 004-B2 OM746719

0065

Dendronalium
D[;enddronalllum splraz:es Tooh oA
endronalium s| -
e O atoc minutum MIES-26 LC358576
' Nostoc minutum NIES-26 LXQDO00000000 rrnA
Nostoc ellipsosporum Lukesova 51_1991 MG5967
| Nostoc ellipsosporum V. AJ630450
Amazonocrinis malviyae 19C-PS OM569675 species 1
%] Amazonocrinis meghalayensis MEG8-PSc1 0Q690029
Amazonocrlnsmeg;laa ensis MEG8-PSc2 0Q690030
! Nostoc sp. UHCC 0702 CP071065 rrnA (draft genome)
Nostoc calcicola TH2S22 AM711529
—— Nostoc sp. UHCC 0302 CP151099 rrnA (complete genome)
Nostoc sp. ollenhauer 1:1-088 DQ185208
Violetonostoc sp. LEGE 181508 PV275276

Kaarinaea lacus PCC 9237 CAXOSP00000000 rrnB (type seq
! Nostoc sp. SKS8 EU022706

Ahomia sla NIES-4103 AP018288 rrnA (draft genome

Nostoc el psosgorum NOK JAFBMUDDD 00000 rrnA

Ahomia s
— C A66 MW327025
Ahomia sp AUR1 37 PZ583556

Ahomia purpurea NP-KLS-5A-PS 0Q690032
Ahomia sp. CENA238 MN551905
— Ahomia sp. CENA18 AY218827 species 1.9.4E

Amazonocrinis nigriterrae CENA67 JAECZC000000000 rrnA (draft genome)

100
100
100
100

zdraft genome)

} (s:secies 1.9.4F

0

AUR
land
land

A

10m
1om

Al a sp.
Al a tha
Ahomia thal
Ahomia sol
Constrictifilum sp.

Constrlctmlum sp. AUR1007

Nostoc sp. PCC 9024 M
Nostoc sp. Cam2S01 AM71

1009 PZ583551
NUAC

2 LC65

NUACCO3 LC657919
690028 species 1.9.4H
PZ57525!

PZ583550

} (s‘P)ecies 1.9.4G

species 1.9.4E
@)
195%3 species 1.9.41

Nostoc sp. ISB55 KT254263
unidentified bacterlum SM-15
Nostoc sp. PCC 7524 CP0035 52
! Anabaena sp. CA (ATCC 330473
Anabaena sp. 4-3 L 000
Tolypothrix sp. VNP KF74695
Tolypothrix sp. IAM M-259 AB093486
Constrictifilum s 6690
Trichormus sp.
Nostoc sp. Hyl-06
Nostoc sp. Pleu-09-321 JG
Anabaena (Trichormus) var
Anabaena (Trichormus) var

rrnA com lete genome }(3)
LUHI00000000 rrnA (draﬂ genome)
0 rrnA (draft genom

(ng) nospecmc genus 1.9.3

rnA

ilis KCTC AG10059 DQ234826

ilis KCTC AG10064 DQ234827

Anabaena T. ormus) variabilis KCTC AG10273 DQ234828

Anabaena 1ormus) variabilis IAM M-204 AB074502

ostoc sp. PC(, 7937 (ATCC 29413) CP000117 rrnA (complete genome)
ostoc sp. PCC 8114 M. Gugger

ostoc sp. PCC 8307 M. Gugger

Nostoc sp. PCC 8110 M. Gugger

Anabaena sp. YBS01

NAAQ

CP034058 rrnA (complete genome)

Trichormus variabilis 0441 CP047242 rrnA (Oxge g
Trichormus var aJ!l!S AD JACKZOOOO 00 rrn. (type seq )
c abilis V5 JACKZL000000000 rrnA (ty[.»e
c abilis N2| JACK,!POOOOOOOOO rrnA (type seq.
c abilis 9RC JACKZT000000000 rrnA (type seq.
c abilis FSR JACKZQ000000000 rrnA (type seq.
abilis PNB JACKZM000000000 rrnA é%pe seq.)
Anabaena (Tr|c1ormus variabilis GITAM RGP JX134.
10| Tricho riabilis A2 JAERMH000000000 rrnA (type seq.)
Roholtlella quv atilis SN435 KR709123

18]

Trichormus variabilis SN452 KR709140 (type seq.)
Nostoc sp. Os1-C1 AB275346
Anabaena sp. 0830-A AB936775

nl-convector SJRDD-AB1 VJXY00000000 rrnA (type seq. draft genome)

24514
XROOOOOOOOO rrnA (draft genome)
33467

phyllosg)herlcum ngASGQ JAECZA000000000 rrnA (draft genome)

g:lraﬂ genome)
} sg)emes 1.8.6C

———— Kaarinaea Iacus PCC 9237 CAXOSP00000000 rrnA (tyé)e seq. draft
C9 raft genome;

species 1.9.4D
@)

monospecific genus 1.9.1

monospecific genus 1.9.2
] 5 P! 9

species 1.8.3C
(5)

species 1.8.5A
(12)

genus 1.8.5C
(24)

species 1.8.5D
)

} species 1.8.5B

species 1.8.6D
(6)
} species 1.8.6B
genus 1.8.6 Dendronalium
(18)

.8.6F
} species 1.8.6E
3)

} species 1.8.6A
3)

f;enome) monospecific genus 1.8.7 Kaarinaea
(

J species 1.9.4A
@ genus 1.9.4 Ahomia
(21)

family 1.9
(30)

family 1.10 monospecific genus 1.10.1 Anabaena Dolichospermum Trichormus
(56)




| L us variabiis vo JAUKRZLUUVUUVUUV I'rnA (type seq.)
abilis N2B JACKZP000000000 rrnA (type seq.
abilis 9RC JACKZT000000000 rrnA (t
abilis FSR JACKZQ000000000 rrnA .
abilis PNB JACKZMO000000000 rrnA é%pe seq.)
Anabaena (Tr|c1ormus variabilis GITAM RGP JX134.
10| Tricho riabilis A2 JAERMH000000000 rrnA (type seq.)
Roholtlella quv atilis SN435 KR709123
% Trichormus variabilis SN452 KR709140 (type seq.)

Nostoc sp. Os1-C1 ABZ 75346 family 1.10 monospecific genus 1.10.1 Anabaena Dolichospermum Trichormus
Anabaena sp. 0830-A AB936775 (56)
woj Nostoc sp. PCC 7413 M 83
Trichormus sp. ATA11GB C ,_AU4 RT KF761566
‘ol Pseudoaliinostoc murmanicum KPABG-133801 PV645128
ol Pseudoaliinostoc murmanicum KPABG 133804 PV645129
Anabaena laxa RPAN56 GQ46650
Sphaerospermopsis a anlzomen0|des RPAN25 GQ466507
Anabaena vaginicola RPAN22
Anabaena (Trichormus) dollolum RPAN53 GQ466506

°| Anabaena laxa RPAN14 GQ466510

Anabaenas haerica RPAN12 GQ466513
Anabaena rlchormus variabilis RPAN45 GQ466512
: Anabaena (Trichormus) variabilis RPAN16_GQ466514

Anabaena (Trlchormus?qvarlabllls NIES-23 AP018216 rrnA (draft genome)
Nostoc sp. PCC 7 N00000000 rrnA (draft genome)
Nostoc sp. PCC 6705 M. Gugger

ostoc sp. PCC 6719 M. Gugger

ostoc sp. PCC 6411 M. Gugger

ostoc sp. PCC 7119 M. Gugger

Nostoc muscorum CCAP 1453/32 HF678482

ostoc sp. PCC 7120 BA000019 rrnA (complete genome)

ostoc sp. PCC 7 Mg%

ostoc sp. PCC 7118(|AM ) AB016520

| Nostoc spongiaeforme AKM13 HM573463 4
ostoc sp. J-1 J-1 PZ233676

"% Nostoc parmelioides FACHB 3921 JACJQLOOCOOOOOO rrnA (draft |_?enome)
Pseudoaliinostoc sejong ACKU 5 T000689 species

Pseudoaliinost oc soll ZH1(3)_PS MH497065 (ref. seq) species 1.11.1D
Nostoc sp. PCC 7912 M. Gu gg r s eC|es11 C

Anabaena azotica Ley HB686 AJ488603 sd) 1E
Pseudoaliinostoc constrictum SA30 MK5 3793 specles1 11.1F genus 1.11.1 Nostoc
Pseudoaliinostoc tiwarii Li_PS MHA497064 species 1.11.1G (10)

s Nostoc sp. MS1 AP023441 rrnA (complete genome) speC|es11

1 ostoc sp. NIES-2111 AP018184 rrnA (draft genome) SfeCIes1 A11A
ostoc sp. NIES-3756 _AP017295 rrnA (comp ete enome)

ot Nostoc sp. PCC 7423 DQ185242 species 1.11.1

o [ Nostoc sp. TCL26-01_CP040297 rrnA (com1plete genome) species 1.11.3A

g

('D

_n
_A

Nostoc sp. CENA105 EF088340 species 1
Nostoc sp. PCC 9025 M. Gugger = species 1.11.3C
"t Nostoc sp. Mau15 AM711544 species 1.11.3D
| Scytonema mirabile SAG 8379 M019943

Toy othrix tenuis SAG 9479 KM019944 species 1.11.2A

alothrix breV|SS|ma NIES-22 (IAM M-249) AP018207 rrnA (draft genome) (4)

% Calothrlx Sp. -C1_AB27 enus 1.11.2 Calothrix Constrictifilum
oo Calothrlx sp. FACHB-1219 JACJQK000000000 rrnA (draft genome) species 1.11.2C ?9) s

1) Camptylonemopsis sp. MGCY355| KY056812 ;
Campt%onemossus S HA4241-MV5 clone B2-3+p4 JN385202 }(55“'”1-“-23

«[®' Calothrix anomala SAG 1410- 4 KM019945

De5|kacharya piscinale CENA21 CP012036 rrnC (draﬂ genome)

I Desikacharya piscinale CE \IA21 CP012036 rrnD (draft genome) species 1.12.3A

Desikacharya piscinale CENA21 CP012036 rrnB draft genome (5”) e

«| Desikacharya piscinale CENA21 CP012036 rrnA (draft genome

o/ Desikacharya fasciculatum KLS-BP-4D-PS ORS 0956

1| Desikacharya paululanllell;. PS21 ON1971 species 1.12.3B
Nostoc spor'\\ﬁjsaeforme FACH 0 JACJTBOOOOOOOOO rrnA (draft genome) (3") e

Tt Nostoc sp. 0 MBRDOOC 00 rrnA (draft genome)

Calothrlx dolichomeres MBDU 013 KP096227 s eC|es1 12.3C

Desikacharya caementicola NP-KLS-6-PS OR640954 monosgecmc genus 1.12.9 Desikacharya

Nostoc sp. PCC 9104 M. Gugger _ monospecific genus 1.12.10 Nostoc

(23)

} genus 1.11.3 family 1.11
@)

genus 1.12.3
(8)

15| Desikacharya sp. TH1S01 AM711547 -
Pl Des Kacharya ap. AUR1023 PZ583553 mg’"ﬁpec'f'c genus 1.12.4

#! Desikacharya constricta S10 MK354274
esikacharya azollae Kom BAI/1983 AJ630
Nostoc sp. FACHB-190 JA CJQWOOOOOOOOO rrnA (draft genome) species 1.12.5C
| Nostoc sp. FACHB-87 JACJRX000000000 rrnA (draft enom (5") e
10| Aulosira sp. FACHB-615 JACJSE000000000 rrn. (dratgenome) enus 1.12.5
| Desikacharya sp. PCC 9426 AM711538 ?9) o
1o De5|kacharya sp. SAG 2306 GQ28 7649 s| ecles1 12.5B
Desikacharya globata RAN-8A-PS 640953 species 1.12.5C
D arya soli_ BHU2 PS MH036168.2 specles11 .5D
T Beaa a2 P ermotolerane 90oPS KX252675 1.12.11A family 1.12
es harya thermotolerans species . :
i es =t‘1ar¥a sp. TPE-4 MT350510 P }?3e)nus1.12.11 Desikacharya (59)
1hof— De3|kachapya sg CCAPE112 PX057226
Nostoc sp. 20 DQ18

Nostoc sp. HK-01 085687

Nostoc sp. PCC 8115(NIES 21) AF247595
Anabaenopsis circularis_NIES-21 (PCC 6720) AP018174 rrnA (draft genome)
Nostoc cycadae WK-1 BDGE00000000 rrnA (draft genome)

Nostoc sp. HK-01 AP018313 rrnA g:omF?Iete genome)

Desikacharya nitens KLS

of Desikacharya nitens kRB 937

toc sp. €96 CM182020 rrnA gcomplete

UJ

species 1.12.1A
(13)

toc sp. C97 CM182022 rrnA (complete
toc sp. 096 CM182020 rrnB (complete
toc sp. PCC 7107 CP003548 rrnA (Lunl..lcu: genome)

Nostoc sp. PCC 7416 M. G gg

oy Desikacharya brahmaputrae BH3C-PS OR640952 . Tt 4n1m

00000




Anabaenopsis circularis NIES-. 21 (PCC /2U) APU1o1/74 rrnA (draft genome)
Nostoc cycadae WK-1 BDGE00000000 rrnA (draft genome)
Nostoc sp. HK-01 AP018318 rrnA g:omF?Iete genome)
Desikacharya nitens KLS-| B
of Desikacharya nitens PS3A \RB 937
ostoc sp. ‘€96 CM182020 rrnA™ complete
ostoc sp. €97 CM182022 rrnA (complete
ks| Nostoc sp. 096 CM182020 rrnB (complete ome,;
ostoc sp. PCC 7107 CP003548 rrnA (complete genome)
Nostoc sp PCC 7416 M. Gu er
1o ik arya brahma utrae _BH3C-PS OR640952 species 1.12.1B
Fortiea sp LEGE XX443 JADEXZOOOOOOOOO rrnA (draﬂ genome) (3‘; e
L — TrlchormLs anomalus HA4352 LM2 KF417426
D 1arya sp. BBS PX530350
oo D arya sp. FFKU- FH B3 clone 3 PX530350
D arya sp. FFKU-RBBB3 PX530348
#8¢ Desikacharya gra ndlsp S4A ON197200 6)
Nostoc sp. FACHB-145 JACJRW 00000000 rrnA (draft genome)

"+ Nostoc sp. FACHB—110 JACJRUOOOOOOCOO rrnA (draft genome)
18| Nostoc sp. PCC 9225 ugger sg)e0|es1 12.2A
| Nostoc sp. PCC 9226 M Gugger

%] *' Nostoc sp. YK-01 AB187507 species 1.12.2B
100 CyllndrospegraneuTGstagnale AUR1046 PZ600322

Nostoc s
P JAHHHR000000000 rrnA (draft genome)

genus 1.12.2 Reofilinostoc
@)

Nostoc desertorum CM1-VF14

Hassallia sp jJT32-NPBG1 JAHHHG000000000 rrnB (draft genome)

Nostoc minutum NIES-26 LXQD00000000 rrnB (draft genome)

Westiella intricata UH HT-29-1 JGI rrnA (type seq. draft genome)

Scytonema sp. CMT-2BRIN- HLNPCB clone GSFD18C chimeric? KF934150
Spirirestis rafaelensis MAG-19 000000000 rrnB (type seq. draft genome)
Spirirestis rafaelensis WJT71-| NPBG6 JAHHID000000000 rfnA (draft genome)

species 1.13.2A
Iningainema pulvinus Handa-4140-a LC901565 (type seq.) )

Iningainema sp. BLCCT55 JACXAE000000000 rrnA (draf!&enome) species 1.13.2B

4 Petalonema sp. HA4277-MV1 0847568 es 1.

Scytonema cf. ‘chiastum UCFS19 65280

“I Scytonema stuposum P15-M 4 CCALA1009 911528

°t Scytonema stuposum P13-MK35 (CCALA 1008) HF911527

#~ uncultured Geitleria apps Iachlana clone 3 KY924318

ol Uncultured Geitleria appalachiana clone 6 KY924320

uncultured Geitleria appa lachiana clone 7 KY924321

9"’ uncultured Geitleria p achlana clone B KY924322
ﬁggtboacegg tol:{glgsag:;g GU39960 } monospecific genus 1.13.4

' Trichormus doliolum doliolum 1_AJ630455 @

1| Spirirestis sp. VKM Al-564 PZ362586

0
0
0
o
4.

sé)emes 1.13.1B

'U

&I?nospecmc genus 1.13.5

Tolypothrix sp. HA4266-MV1 clone 8BpA_ JN385291

‘% Tolypothrix distorta var. 9enici|lata UAM 357 HM751846
Tolypothrix sp. NIES-4075 BDUC00000000 rrnA (draft genome)

wo| Kryptousia microlepis CENA354 KR137575
Kryptousia microlepi
Kryptousia microlepis CENA334 KY508608
o4 Kry ptousia microlep! 8

epis CENA343 KY508611

«| Kryptousia microl

species 1.14.1A
©)

species 1.14.1B
&)

wf Hassallia littoralis C76 KF017617 .
ypothrix carrinoi HA7290 LM1 clone 40B KU161667 s‘Pecles1.14.1D
| Tolypothrix tenuis CCALA 197 HGQ70655
ypothrix fasciculata ACOI3104 HG97
| Hassallia :yssmdea VB512170 JTCMOOOOOOOO rrnA (type seq. draft genome)
Tolypothrxsp PCC 9009 JGI rrnA
ypo!

othrix sp. Preslick08 HG970654
A‘ulul 1ix ramosa BACA0043 MT176712 (type seq. draft genome)
Azorothix ramosa BACA0093 OM691458 (type seq draft genome
Azorothix ramosa BACA0028 MT176706 (type seq. draft genome
wof Azorothix ramosa BACA0066 MT176722 t'ype seq. draft genome,
wof Azorothix ramosa BACA0147 OM698174529 ype seq. draft genome)

o[ Coleodesmium sp. CALU1396 PX3

Hassallia antarctica CCALA 957 FR822754
f————— Hassallia antarctica CCALA 955 FR822752
Hassallia antarctica CCALA 956 FR822753

- Coleodesmium sp. PS30-1.2 0Q079424
%] Coleodesmium cf. scottianum ANTLH52B5 AY493596 }

species 1.14.1F
(12)

100

Hassallia andreassonii CCALA 954 FR822751 (sr)eciestﬂjG
%

Azorothix ramosa BACA0441 OL847351

10| Azorothix ramosa BACA0098 OL847350 gype seq. grag genome;
ype seq. draft genome|

100

k

crochaetaceae cyanobacterium
crochaetaceae cyanobacterium
crochaetaceae cyanobacter um
CroC! mcmueae cyal dacterium
crochaetaceae cyanobacterium
crochaetaceae cya dacterium
crochaetaceae cya dacterium
crochaetaceae cyanobacter um Z!

crochaetaceae cyanobacterium CMT-2BRIN-HLNPCO clone PCS1A KF934143
crochaetaceae cyano Jaucl um CMT-3SWIN-NPC18 clone RTCS5P2 KF934144
100, crochaetaceae cyanobacterium CMT-3SWIN-NPC18 clone RTCS5P4 KF934145
| Hassallia sp. CM1-HA08 0847554

assallia sp. EM2-HA1 HQ847555

species 1.12.1A
(13)

genus 1.12.1 Anabaenopsis Desikacharya Nostoc

Scytonema sp. CMT-2BRIN-HLNPCS clone CGSFD17 chimeric? KF934149 | monospecific genus 1136

} monospecific genus 1.13.7
3)

genus 1.13.2 Iningainema
(6)

?enus 1.13.1

} species 1.14.1E
(3)

} (ssecies 1.14.10

s_Fecies 1.14.1J
(17)

family 1.13
(31)

genus 1.14.1 Coleodesmium Dactylothamnos Hassalia Rexia Spirestris Tolpothrix
(86)

family 1.14
(93)




100,
100]

100,
100|

10|

00!

crochaetaceae cyanobacterium CMI-15ZIN-NPC20 clone RTCS4P2 KF934142
crochaetaceae cyanobacterium CMT-1BRIN-NPC34 clone NC10C KF934136
crochaetaceae cyanobacterium WJT2-NPBGS8 clone PS12 KF934147
crochaetaceae cya Z

crochaetaceae cya
crochaetaceae cyanobacterium CMT-1SZIN-NPC9 clone RTCS3P3 KF934139 species 1.14.1J
crochaetaceae cyanobacterium CMT-2BRIN-HLNPCO clone PCS1A KF934143 (-F7) s
crochaetaceae cyanobacterium CMT-3SWIN-NPC18 clone RTCS5P2 KF934144

crochaetaceae cyanobacteriu CMT—3SW|N—NPC18 clone RTCS5P4 KF934145
assallia sp. CM1-HA08 HQS475

ssallia sp. EM2-HA1 HQ847555

crochaetaceae cyanobacterium CMT-1SZIN-NPC9 clone RTCS3P1 KF934137
crochaetaceae cyanobacterium CMT-1BRIN-NPC34 clone NC10A KF934135
crochaetaceae cyanobacterium CMT-1SZIN-NPC9 clone RTCS3P4 KF934140
crochaetaceae cyanobacterium WJT2-NPBGS8 clone PS1A KF934146

species 1.14.11
(13)

Hassallia sp. ATA2-3-CV2 clone KO KF934148

assallia sp. UB1-KK1 clone 1 KF934131

assallia sp. UB1-KK1 clone 3 KF934132

assallia sp. CM1-HA08 JQ083648 species 1.14.1L

assallia sp. CM1-HA09 JQO: 3649

assallia sp. CM1-HA11 JQ083650

Hassallia cf. pseudoramosissima ACSSI 158 KY283057 (s;)ecies1.14.1K

Hassallia sp. WJT32-NPBG1 JAHHHGOOOOOOOOO rrnA (draft genome)
Tolypothrix sp. CXA109-3-BZ clone 3BZ KF934130

Tolypothrix campylonemoides FI5-MK38 clone p10A JQ083653 species 1.14.1N

species 1.14.1M

o uncultured bacterium clone SPIT C10 GQ306033 species 1.14.2A ;
uncultured cyanobacterium clone B107202H HQ189075 5 (979)"“5 1.14.2 Godleya Toxopsis
M uncultured cyanobacterium clone B107212A HQ189091

Fischerella muscicola PCC 73103 AJLJ00000000 rrnA (draft genome) 1
Westiellopsis sp. Ar73 DQ786168
HapaI05|phon welvg?chu AKM11 HM573460

Fischerella sp. PC 909 M. G &?6

Westiellopsis sp. NQAIF324 KJ 972

Westiellopsis sp. 89-785/4 AJ544222

Westiellopsis sp. 985-1 AJ544090

Westiellopsis prolifica SAG 2396 AJ544087

Fischerella muscicola SAG 2027 AM709634 species 1.15.1A
— Fischerella muscicola SAG 1427-1 AB075985 (18)

Hapalosiphon arboreus 30W05S03 LT745779
Westiellopsis sp. GFB72 PX049117
Fischerella muscicola NDUPCOO1 JX876898
Westiellopsis sp. 1590-1 AJ544088
Westiellopsis sp. 1590-2 AJ544089

Fischerella sp. BB981 (SAG 2027) AJ344560 ]si)ecies1.15.1D
‘— Nostochopsis lobatus 921 AJ544080

Flscherella sp NQAIF323 KJ636970 ecu=s1
ladt BLCC-F211 JBHFL tDOODD rrnA 1.15.1L

L:az Westiello‘asm sp. AKM9 HM57

o sp. 07008_00001 .
sp. 04292700001 KC85£777 srecles1.15.1B
100 is sp. 0287600001 K085£7 5
0 psmip HA4207-MV1 clone 2tcon JN385294
o Nostochopsis sp. 89-45 AJ544081

Fischerella sp. 1711 AJ544076 ]
Westiellopsis sp. SAG 993 KMO019952

Fischerella sp. ATCC 43239 R. Viswanathan rrnA

Westiellopsis prolifica iICB1 NAPS00000000 rrnA (type seq. draft genome)
Neowestiellopsis sp. KHW5 MN656995

Neowestiellopsis bilateralis SA16 MF066911

Fischerella sp. PCC 9339 ALVSOOOOOOOO rrnA (draft genome)

Fischerella ambigua UTEX 1903 R. Vlswanathan rrnA

Westiellopsis |yen ari VBCCA 31004 OR208

Fischerella sp. 'NQAIF311_KJ364643

Fischerella muscicola HA7617 _LM2 KF417427

Mastigocladus laminosus UU774 MNPMOOOOOOOO rrnA (type seq. draft genome)
Fischerella muscicola UTEX 1829 AB075

species 1.15.1G
(16)

#————— Neowestiell oess &erswa HKAR 25 PX833731 (type. seq.) 4
We )Si sp NT M657211 species 1.15.1
*| Fischerel . CENA298 MF680043 species 1.15.11
Fischere nSP IAM M-263 AB093491 (:f) e
#' Fischerella sp. CENA71 JANBVI000000000 rrnA (draft genome.
apalosiphon sp. MRB220 LIRN00000000 rrnA (draft genome;
apalosiphon dellcatulus IAM M-266 AB093484
napalo "IUII SB 4 AB093485
ischerella sp. PCC 9431 ALVXJOOOOOOO rrnA (draft genome)

-Iapaloslphon welwnschu UHIC-52-1 J species 1.15.1J
Westiella intricata UH HT-29-1 JGI rrnB (type seq. draft genome) (1"1) e species 1.15.1J
Hapalosiphon sp. IC-52-3 JGI rrnA (12)

0| Hapalosiphon welwitschii - AY034793
0 estiellopsis prolifica SAG 1693 AJ544086
Hapalosm on sp. SAMA 45 GQ354274
o ?alosmhon sp. RU-12TB-PS PQ314552 species 1.15.1
Hapalosiphon hibernicus BZ-3-1 EU151900

“ species 1.15.1K

genus 1.15.1 N
(65)

family 1.14
(93)
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Fischerella sp. PCC 9431 ALVX00000000 rrnA (draft genome)
Hapalosiphon welwnschu UH IC-52-1 JG

Westiella intricata UH HT-29-1 JGI rrnB (type seq. draft genome)
Hapalosiphon sp. IC-52-3 JGI rrnA

Z Hapalosiphon welwitschii — AY034793

estiellopsis prolifica SAG 1693 AJ544086

’ Hapalosm on sp. SAMA 45 GQ35

alosiphon sp. RU-12TB-PS PQ314552 species 1.15.1

Hapa?osmhon hibernicus BZ-3-1 EU151900

Fischerella sp. NIES-4106 AP018298 rrnA (draft genome)

s~ Mastigocladus boudae Alb13-JP1 PQGS1696
C DQ430996

hlorogloeopsis sp. GRN-
unidentified HTF PCC 7517 M. Gugger
unidentified HTE PCC 7519 M. GU ger

(s1p19)cies 11514 species 1.15.1J
(12)

species 1.15.1K
(@)

HTF PCC 7702 ALWAoooooooo rrA (draft genome) {:_;;’“S"ec'"c genus 1.15.2
Ch sis sp. GRN-2 D 97
Ch sis sp. GRN-4 DQ430999
Chlorogloeopsis sp. GRN-5 DQ_431000
Chlorogloeopsis sp. RU41_Ru| |te MG207950
Chlorogloeopsis fritschii PCC 2 AJLN00000000 rrnA &ype seq. draft genome)
Chlorogloeopsis sp. PCC 9212 AJLM00000000 rrnA (draft genome)

} monospecific genus 1.15.3 Chlorogloeopsis
@)

Chlorogloeopsis fritschii PCC 6912 RSCJ00000000 rrnA (type seq. draft genome)
Fischerella thermalis PCC 7521 AJLL00000000 rrnA (type Seq. draft genome)
rischerella sp. PCC 9114 M Gugger
rischerella sp. PCC 7523 M augger
Fischerella sp. JS(‘—11 AGIZ01000001 rrnA (draft genome)
Fischerella thermalis WC441 IAD00000000 rrnA “(type seq. draft genome
Fischerella s WC439 NHAE00000000 rrnA (type seq. draftgenome
scherella s WC246 NHAH00000000 rrnA (type seq. draft genome
Fischerella s WC341 CZWO 000000 rrnA (type seq. draft genome
Fischerella s WC157 NGZV00000000 rrnA (type seq. draft genome
Fischerella s WC119 NGZ qu 00000 rrnA (type seq. draft genome
Fischerella s CCMEE 5198 NMQF00000000 rrnA (type seq. draft genome;
Fischerella s CCMEE 5282 NMQCOOOOOOOO rrnA (type seq. draft genome
rischerella S 538 NHAA00000000 rrnA (type seq. draft genome
Fischerella s WC114 NGZUO00000000 rrnA (type seq. draft genome,
scherella thermalis WC442 NHAC00000000 rrnA type seq. dr ft genome species 1.15.4A
Fischerella thermalis BR2B NMQG00000000 rrnA ype seq. draft genome) (30)
Fischerella thermalis WC344 NHAF00000000 rrnA ype seq draft genome)
rischerella s WC245 NHAI00000000 Ngdﬂ % draft geno!
Fischerella s CCMEE 5208 (PCC 10003) N 00000000 rrnA (ty
Fischerella s WC1110 NGZS00000000 rrnA (type seq. draft gen
Fischerella s WC527 NHAB00000000 rrnA type seq. draft genome
scherella s WC213 NHAKO00000000 rrnA (type seq. draft genome
Fischerella alis CCMEE5 73 NMQBOOOOOOOO rrnA (type seq. draft genome)
scherella C 7522 M. Gugger

Fischerella sp. NIES-3754 AP017305 rrnA (complete %enome)
Fischerella major NIES-592 MRCA00000000 rrnA (draft genome)
Fischerella sp.” KatS3mg066 AP024677 rrnA (complete genome)

Fischerella thermalis CCMEE 5201 NMQKOOOOOOOO rrnA (type seq. draft
Mastlgocladus ambika] 8uren5|s TA-9 21

Fischerella th ermalls
Mastigocladus s|

Fischerella sp. RV14 DQ78617:

Fischerella thermalis CCMEE 5205 NMQJOCOOOOOO rrnA (type seq draﬂ genome)

Fischerella sp. JS2 CP135918 rrnD (complete
Fischerella muscicola PCC 741

Fischerella sp. PCC 7520 M Gugger

ruaululc a sp. PCC 7603 M. Gugger

Fischerella sp. PCC 7115 M. Gugger

Fischerella sp. JS2 CP135918 rrnA g:omp ete genome,

Fischerella muscwola CCMEE 5323 NRQW00000000 rrnA (draft genome) 4
J rg;)nospecmc genus 1.15.5 Fischerella

Fischerella sp. PCC 8703 M. goqo
Fischerella sp. PCC 9605 ALVT00000000 rrnA (draft genome)

Calothrix sp. 3 6/3 CP011382 rrnA (Scomplete genome)

Calothrix sp. CCAP 1410/14 HF6

Calothrix sp. HA4236-MV1 HQ847553

Rivulariaceae cyanobacterium BACA0006 OM732218
Rivulariaceae cyanobacterlum BACA0242 MT176758

100

100
100

9" Calothrix epiphytica TAU-MAC 0399 chimeric MN062680

Calothrix castellii 123 PV037607

Calothrix sp. PCC 7716 AP025018 rrnE (complete genome
Calothrix sp. PCC 7716 AP025018 rrnA complete genome
Dulcicalothrix alborzica Alborz MH014811

Calothrix sp. PCC 7709 M. Gugger

Calothrix sp. PCC 7716 M. Gugger

Calothrix sp. PCC 7715 KMO01 9

Calothrix sp. HK-06 A3594935

Dulcicalothrix alborzica BG3 P.

(2)
othrix S‘F NIES 2871 AP018255 rrnB (complete genome)
Calothrix sp. N 4105 AP018290 rrnB (draft genome)

Calothrix sp. YK 03 AB694930

Calothr xsp NIES-4071 AP018255 rrnA §com lete genome)

Calothrix sp. NIES-4105 AP018290 rrnA (draft genome)

Calothr x desertica PCC 7102 JGI rrnA

Ca ohrxdesertlca PCC 7102 NZ RSCLOOOOOOOO rrnA (draft genome)
R vtonematopsia crusta 315AIIEJUPOI\?IT55%9518

cytonematopsis crustacea

Agylonemalopsis cristacea A b g species 1.15.7E

me
p)e )seq draft genome)

NMQAOOOOOOOO rrnA (type seq. draft genome)

KX0 5 01
Fisc .e.e.athermalls CCMEE 5198 NMQFO00000000 rrnB (type seq. draft genome) species 1.15.4C
Fischerella sp. MV11 DQ78617 (6)

AJ KOO(?OOOOO rrnA (c}raﬂ genome)

species 1.15.7A
(9)

058983
Calothrix sp. PCC 7103 ALV, J00000000 rrnA (draft genome) Jspecnes1 15.7B
Calothrix sg IPCC 7713
———— Ca

genus 1.15.4 Mastigocladus
(50)

species 1.15.4B
(6)
genome)

species 1.15.4D
(6)

monospecific genus 1.15.6 Phayaothrix
8)

species 1.15.7C
(5)

: genus 1.15.7 Calothrix
} (s;)emes 1.15.7D 33

family 1.15
(290)




er
na Kyrtuthrix dalmati ica Cr5 PQ627892 gf

#f Nunduva kania C4

""""" 42

°!f Calothrix sg 28
P E— hrlxs NIES— 71 AP018255 rrnB (complete genome)

10| Calothrix s NIES—4 05 AP018290 rrnB (draft genome) .

Calothr st YK-03 AB694930 9 Species 1.15.7C
Calothrix sp. NIES-4071 AP018255 rrnA (complete genome)

%! Calothrix sp. NIES-4105 AP018290 rrnA draft genome) .
Calothrix desertica PCC 7102 JG } syemes 1.15.7D
Ca ohrxdesertlca PCC 7102 NZ RSCLOOOOOOOO rrnA (draft genome) (2)

100 rix sp. MU27 UAM-315 EU00915!

moL Scytoremato sis crustacea AU 1 MT509518
%) Calothrxsp UAM-372 EU009154
I— Calothrix scopulorum SAG 3679 KM019957
Calothr UAM 373 HM 5 855
% Calothrxparletlna 2710 FR798917
PCanthrlx sp. CBUCES-K 9914 JBXXZH000000000 rrnA
Calothrix sp. 2T08 FR798918
10| Calothrix desertica PCC 7102 ARB_6FDC4764 rrnB (complete genome)
Calothrix sp. RN41 KP681 563 sgecles1 15.7F
X Sp. HA4395 MV3 HQ847571
A4186-MV5 clone B2 + p10AB HQ847580
HA4186 MV5 clone B2 + p10D HQ847581
Calothrlx sp SEVS 4-C5 KT336448
—— Calothrix parietina SRSBG 4 clone 144-1A AF334695
sp SP- S—9A—PS PQ3 4562 species 1.15.9
sp 'w1-P. Sclone1 OK1388
sp. 25C-PS OK138872 )
x necrlduformans V13 KY863521 (ref. seq.) species 1.15.9C
-orewssma AKM12 HM573459 ;
. PCC 7714 Ay 133164 }59“'35”5-9“
PS PQ314564 species 1.15.9A 1©®
057223
057225
PCC 7914 M Gugger

M. Gu
7406

sg)emes 1.15.7E

x
wn

} species 1.15.71
3)

si)ecles 1.15.7G
ecies 1.15.7H

)

} sgeaes 1.15.9B

Calott

al p
Calothrlx 39
Calothrix sp. PCC 7915
«f Dulcicalothrix sp.
Calothrix sp. P C M. Gugger
Calothrix sp. PCC 7913 M Gugger
I Calothrix sp. PCC 7916 M %
Duicicalothrix sp. AUR1058 PZb00324
| Rivularia sp. VP4-08 FR798919
Rivularia sp. MU24 UAM-305 EU009149
Macrochaete psychrophlla TS40B/09 KR350574
Macrochaete psychrophila NU16B/09 KR350580
Macrochaete psychrophila CCALA 1092 clone 1 KR350577 (ref. seq.)
Macrochaete psychrophila TS40B/09 KR350575 lgtype seq.

species 1.15.8B nge)nus 1.15.8

species 1.15.8A
@)

=

J enus 1.15.10

100

Macrochaete psychrophila TS40B/09 KR350576
Macrochaete psychrophila ANT SPH 13/96 KT3
Macrochaete psychrophila CCALA 32 KT336439
Macrochaete psychrophila CCALA 1092 clone 2 KR350578 (ref. seq.
Macrochaete psychrophila CCALA 1092 clone 3 KR350579 (ref. seq.
Macrochaete sp. Hindakova AL227/8 OR164893
uncultured Macrochaete sg clone AL555 OR142638
Macrochaete lichenoides SAG 3292 020001
Macrochaete santannae CCALA1093 KT336 40

m?nospecmc genus 1.15.12

P018280 rrnA &)omplete genome)
0171 JAYGHNOOOOO 000 rrnA” (draft genome)
P BECID9 AM230688

g1t|e asp. PCC 6303 CP003610 rrnA (ref. seq. complete genome
brgwtlellas PCC 6303 CP003610 rrnB (ref. seq. complete genome
ECID4 AM230690
wrix sp. PCC 8909 M ?
xparletlna (S:é:AP1410 1 HE974991
. (P4B AM230692

3ECID26 AM230695
ﬁ BACA0338 PP8472
bharadwajae 18G-PS OK161230 (]ref seq.)
. Fulbri ella bharadwajae 18G PS OK08362 (ref seq.)
Neocalothrix thermalis TPB-2 0509_5
109 FuIbr| htiella oahuensis HA4248—MV3 ON 06997 spe0|es1 15.13C
5 othrlx sp XSP10A AM230679

Calothrix sp. BECID1 AM230680
| Calothrix sp. 3412 AM2306
Calothrix sp. BECID16 AM230682

Sherwoodiella mauiensis HA4860-CV1 operon 1 KT336444 1 (ref. seq.)
Sherwoodiella mauiensis HA4860-CV1 operon 2 KT336445 2 (ref. seq.)
! Calothrix sp. BECID33 AM230683 species 1.15.14B
ol Calothrix sp. NIES-3974 AP018254 rrnA (complete genome) species 1.15.14C
! Microchaete bulbosa BACA0111 MT17674
Microchaete sp. CENA176 KC695868 (9
Calothrix paraglcné:a N!SE% -267 AP01822

b
Fulbrig

species 1.15.13B
(5)

rrnA (draft genome)

Rivularia sp P003549 rrnA (complete genome) species 1.15.15D
Rivularia sp. PCC 7815 M. Gu @)
Rivularia sp. PCC 7426 Gu

«f Rivulariaceae cyanobacterium C708_ M3 c oge)s KT936564 species 1. 1515

r—— Nunduva biania C708_M1 0cTone1 KT936561 (t pe seq.) sfemes1 .15.15E
*' Nunduva biania C708_M10 clone2 KT936562 (type seq

Microchaete grisea CCAP1 5/1 HE797730

Nunduva britannica CCAP 1445/1 HE797730 (type seq.)

species 1.15.15F
7

Nunduva sp. LEGE 07159 K0989702 tp gil
Nunduva fasciculata FCME C 148 KT1936567 (type seq.)
Rivularia sp. PCC 7 0 G ggY
uncultured Rivularia sp. BC3217 762007 rrnA (complete genome)
Rivularia sp. LEGE 07177 951799
Nunduva fasciculata C58 M5 clone 2 KT936572 (t esegs)
uncultured Nunduva fasciculata C57 M6 clone 1 936 species 1.15.15G
uncultured Nunduva fasciculata C57 M7 clone 2 KT9365 P o
Nunduva fasciculata FCME C694-M8-K148 clone 2 MW981328 (ref. seq.)
58-M16-K66 clone3 MF383372 (type seq.)
Nunduva komarkovae C1088- K 18.1 PP218111
yrtuthrix huatulcens‘llsAC 08 ¢ %nes 123 KT936560 (type seq.) species 1.15.15C

mg“
1N
N

hrix sp. XP9A AM230670
aria sp. XSP25A AM230665

Rivu

1 Jg-ectonema cf. radlosum LEGE 06105 JADEWLOOOOOOOOO rrnA (draft genome)

viilaria halonhila Pl)

species 1.15.13A
9)

species 1.15.14A
@)

epecies 1 15 15A

genus 1.15.7 Calothrix
(33)

genus 1.15.9 Dulcicalothrix
(9)

?agmospecific genus 1.15.11 Macrochaete

J E;}nospecific genus 1.15.20

genus 1.15.13 Fulbrightiella Neocalothrix
(14)

genus 1.15.14 Sherwoodiella
©)

genus 1.15.15 Nunduva
(34)
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i3 uncultured cyanobacterium clone C_ORG_C26

& Petalonema Sp. ANTG

1 j Species 92.19
!E Nunduva kania C458-M16-K66 clone 3 MF383372 (type seq.)
Nunduva komarkovae C1088-K118.1 PP21811 .

Kyrtuthrix huatulcensis C708 clones 123 KT936560 (type seq.) species 1.15.15C
Calothrix sp. BECID14 AM230671
Rivularia sp. XP3A AM230672

alothrix sp. XP9A AM230670

vularia sp. XSP25A AM23066
ectonema cf. radiosum LEGE 06105 JADEWLOOOOOOOOO rrnA (draft genome)
vularia halophila_ PUNA NP3_PCI185B KY29660
vularia sp. PCC 7111 M.'Cug er
vularia atra BIR MGR1 AM230675
vularia atra BIR KRIV1 AM230674
vularia sp. PCC 7204 M. Gugger
vularia sp.
alothrix sp
ivularia sp
vularia sp. 1PA4 FJ66
vularia sp.
vularia sp.
vularia sp.
vularia sp.
vularia sp.
vularia sp.
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z‘gg)nospecific genus 1.15.16

DIDDIDIDD

1PA19 FJ660976

Phyllonema tangolundensis FCME C76M18K59 MG754003 species 1.15.17B
4| uncultured Phyllonema ansata M54 MG74
uncultured Phyllonema ansata M55 MG7

i uncultured Phyllonema ansata C694-M4 KT936573
tigocoleus testarum BC008 LMTZ00000000 rrnA (type seq. draft genome)
chelia intracellulari Y00000000 rrnA type seq. draft genome

4 "‘,.c a intracellularis HMO1 CAIS00C ) rrnA e seq. draft genome

ntracellular; S000000000 rrnA ype seq. dra
g (Aalothrlx rhlzosolenfﬁRﬁgg‘} ;\Z(B&%%%ooooo rrnA (draft genome)
mazonocrinis s ie
r Scytonematopsis gontorta HA4267-MV1 HQ847558 }&;gmospecmc genus 1.15.19
é:ontorta HA4292-MV4 HQ847559

yemes 1.15.17C
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obylunvnmum
Stigonema turfaceum C F
onema turfaceum C| SA 031 clone CAT5C-S3 KM046997
onema turfaceum C| A-031 clone CAT5C-S2 KM046996
onema lechangense YN2 2 KT867217
Stigonema lechangense YN2-3 KT867218
ultured Stigonema turfaceum clone Q1-2 KT867159
Stigonema cf. robustum C A-027 clone CR-S12 KM047001
Stigonema cf. robustum C A-027 clone CR-S16 KMO047003
omentosum C A-028 clone CAT1C-4 KM047013
BFS A-028 clone CAT1C-5 KM047014
ide: CBFS A-030 clone CAT3A-1 KM047007
1ormoides CBFS A—030 clone CAT3A 3 KM047008
dinghuense DHS0071 786941 s?emes 1.16.1C
dinghuense DHS0072 KJ786940
uncultured Stigonema hormoides clone Q9-5 K 867140 species 1.16.1H
uncultured Stigonema juriensis clone JUR147 MK471331 species 1.16.11

WWUJ.

@

species 1.16.1A
&

vl elue]ss]
m
[}

} (s‘{))ecies 1.16.1B

2
‘

Stigonema lichenoides SYKOAs03918 MT090674

Stigonema informe CBFS A-033 clone CDBWA-S7 KM046998

Stigol 1a informe CBFS A-033 clone CDBWA-S9 KM047000
1a informe CBFS A-033 clone CDBWA-S8 KMO046999

Stigonema ocel :atum CBFS A-032 clone NRO-1 KM047015

St onema ocellatum CBFS A-032 clone NRO-2 KM047016

gonema ocellatum CBFSA 032 clone NRO-3 KM047017
onema sp. 00001 K0854773

Stig
Stlggnema sp 04070 00001 KC854
tigonema panniforme CBFS A- 026 clone Hawaii-1 KM047018

Stigonema panniforme_ CBFS A-026 clone Hawaii-3 KM047020
Stigonema ocellatum CBFS A-029 clone CAT1llI-7 KM047011
Stigonema ocellatum CBFS A-029 clone CAT1llI-10 KM047012

R BDE19 KT884019
KT88404

species 1.16.1D
8)

} (sy)ecies 1.16.1E

} (s‘i))ecies 1.16.1F

} species 1.16.1G
3)

1izonema sp.
1izonema sp.
nizonema sp.
hizonema sp.
11zonema s

species 1.16.2A
&

TVIID

ERI/19b KT883984
uncultured Rhizonema sp. clone T82129 PV683343
Scytonema sp. Leucking_16563 EU818959
- uncultured Si reptostemon Iutescens clone JUR201 KJ566946 species 1.16.2B
& B06-T7 JQ310243
uncultured cyanobacterium clone B_ORG | 353 HO04-T7 JQ310269
uncultured bacterium clone YF924 KF037922
uncultured cyanobacterium clone C_ ORG_C36_F06-T7 JQ310250
ENTNER28 AY493624
Stigonema ocellatum SAG 4890 JADQBA000000000 rrnA (draft genome)
Stigonema ocellatum_SAG 4890 PCC 9435) AJ544082
Stigonema ocellatum PV15 MW04289
Stigonema ocellatum SAMA 35 G0354275

940

0 monospecific genus 1.16.5 Heteroscytonema
@)

ﬂ
*' Heteroscytonema sp. UCFS10 HM629428

species 1.15.15A
(12)

] sgecies 1.15.18A
genome) species 1.15.18B

A-031 clone CAT5C-S1 KM046995 ]

a genus 1.15.17 Phyllonema
®)

genus 1.16.1 Stigonema
(34)

?ae)nus 1.16.2

monospecific genus 1.16.3

} monospecific genus 1.16.4
(@)

} ﬂ%nus 1.15.18

family 1.16
(58)

family 1.17
(18)




uncultured éap'é sira brebissonii S23 clone7-2 MT795945 species 1.17.1A
cies 1.17.1A

uncultured Capsosira brebissonii S23 clone8-1 MT795947 (ref. seq) spe!
uncultured Capsosira brebissonii S23 clone10-1 MT795950 species 1.17.1A
uncultured Capsosira brebissonii S23 clone10-4 MT795952 species 1 A7AA
uncultured Capsosira brebissonii S23 clone7-3 MT795946 species 1.17.1A
1| uncultured Capsosira brebissonii S23 clone7-1 MT795944 species 1.17.1A
wf Capsosira brebissonii clone 8-1 MT795947 ref 33
uncultured Capsosira brebissonii S23 clone3 ON 6044 1.17.1B species 1.17.1B
uncultured Capsosira brebissonii S23 clone6-4 MT795943 1.17. 1B (:?) s
%% uncultured Capsosira brebissonii S23 clone3-4 ON936043 1.17

1B

1w Aetokthonos hydrillicola B3 Florida clone NC SC (CCALA 1050) 'KF934178 (ref. seq.)
wf Aetokthonos hydrillicola AEL04-Oct-6-03 A
| Aetokthonos hydrillicola B3 Florida clone NC 8A CALA 1050) KF934176 (ref. seq.)
Aetokthonos hydrillicola Thurmond2011 J /A000000000 rrnA (draft genome)
Aetokthonos hydrillicola Thurmond2011 JAALHAOOOOOOOOO rrnB (draft genome)
of Aetokthonos hydrillicola clone MIZ23 AB17!
o Scytonematopsns maxima LCR-FBC HQO 12 41 sgecles1 A7.2A
ol cytonema crispum U55-MK385(§:CALA 10073 HF911526 species 1.17.2B
00 Cro ergia amazonensis CMAA1
00 Cronbergla amazonensis UFLAO
00 yllncros ermumcp P12-PS KU 6623 6

Richelia sinica FACHB-800 JACJTTOOOOOOOOO rrnA (draft genome)
“! Richelia sinica FACHB-800 CP021058 rrnA (complete genome)

1p| Cronbergia siamensis TISTR 8012 L
% Cronbergia siamensis SAG 1182 KM019950 (ref. seq.)
Cronbergia siamensis NQAIF308 KJ636961

Cronbergia sp. MBDU 012 KX913929

+ Neocylmdrospermum variakineticum NUACC17 LC700484
ocylindrospermum variakineticum NUACC18 LC700483

Bras onema sennae CENA114 CP030118 rrnA (complete genome) 1

Brasilonema octagenarum U 1 CP 030 21 rrnA (complete genome)

brasiionema ocia ""Iﬂll.lm HA4 86 MV1 Q 56

Brasilonema octagenarum UFV E1 50854

:ld§ onema octagenaru U EF 5

Brasilonema sennae CENA114 CP030118 rrnC (complete genome)

8

100

cytonema sp. SAG 6781 KM019951
rasilonema octagenarum BLCC—T71 MT396511
octai el.-Enarum BLCC-T74 MT396515

species 1.19.4A
(22)

. 6
rasilonema fioreae BLCC-T72 MT396512
rasilonema fioreae BLCC-T73 MT396514
rasilonema fioreae BLCC-T83 MT396516
rasilonema fioreae BLCC-T86 MT396513
rasilonema roberti-lammi _los manantiales1 GQ443308
rasilonema lichenoides CDV2 MF423481
rasilonema sp CENA366 KR13 87
ras HA4187-MV1 HQB 566 -
ras wernerae BLCC T49 MT396508 species 1.19.41
Brasilonema santannae BLCC-T64 MT396507
of Scytonema sp. 00557_00001 KC854780 species 1.19.4E
o| Brasilonema santannae BLCC-T43 MT396506

species 1.19.4B
(6)

o] Brasilonema bromeliae SPC 951 DQ486055 (ref. seq.)
Scytonema sp. JAAUSCOOOOOOOOO rrnA (draft genome)
Brasilonema sp. CENA114 EF117246

8 chlonema toly othrichoides VB-61278 JXCA00000000 rrnA (draft genome) species 1.19.4C
rasilonema terrestre CENA116 EF490447 s ecles1 19.4F
of Brasilonema tolantongensis Tolantongo JN676147
I Brasilonema burkei HA434 8 LM4 clone 38A KU161663 species 1.19.4G
o Brasilonema terrestre. AUR1038 PZ600321
o| Brasilonema sp. LEGE 16502 MW790911
Brasﬂonema sp. PT5-MK70 KY365510 species 1.19.4H
na sp. NQAIF325 KJ636963
na tolantongensns LCC-T51 MT396510
ema tolantongensis BLCC-T61 _MT396509
phinoe spelaeobios LO2-B1 HM748317 (ref. s q7)
Iphianassa zackieohii TAU-MAC 2318 0L31062 (ref. seq.)
Iphinoe cf. spelaesobios DKA-1 JQ435484

ym phyonemo sis sp. VAPOR1 AJ544085
Iphinoe sp.” HA-4291-M 1 clone 1A KF934175
uncultured cyanobacterium clone HAVOmat34_EF032787

Stigonematales cyanobacterium SA1301/Zammit 2007/7_HQ917695

Stigonematales cyanobacterium S 302/Zammlt 2007/8 HQ917696
4] Spelaeonaias floccida PH00323987 KY018918 (ref. se
uncultured Symphyonemopsis sp. cIoneTRK1 AY874099
Nostocales cyanobacterium HT-58- P019636 rrnA (complete genome) species 1.19.5C
Kalymmatonemah alinum TAU-MAC 0218 OL310660
cytonema sp. -1 N—N PC32 clone NCP9A KF934173
cytone ahyallnum CMT-1BRIN-NPC32 clone T2 KY365454
blellU a sp. CXA 08—5—BZ clone 5BZ KF9341
cytonema sp. HK-05 MRCF00000000 rrnA (dr: ﬂ e)
S Ytonema sp. HK-05 (NIES-2130) AP01819 rrnA (draft genome)
K /ymmatonema mateoae VKM Al-477 PV995.
1SWIN-NPC17 clone CGP:;!‘I1\7I1(F934170

species 1.19.4D
&

species 1.19.5A
(6)

species 1.19.5B

L

onema sp.

by onema sp. WJT9 NPG6A clone PS3A K
cytonema sp. PCC 7814 M. Gu

i Scytonema hyalinum HAF2-B2- 365447

cytonema arcangeli_ CCIBt3134 KCGB2101

cytonema arcangelii MX1 6

cytonema sp. AB!
cytonema sp. NIES-4073 AP018268 rmA graﬁ genome)
cytonema hyalinum FI-8A clone 144-3B Al
Scytonema hyalinum FI-8A clone 144-3C AF334700
cytonema hyal num FI5-JRJO3 clone 13_KY365441
cytonema hyalinum CMT 1SWIN-NPC17 KV365455
cytonema sp. WJT9-N BGGB clone PS4A F93417.
q aymmatonema desertorum SRI-3B-NA3 PZ480534 (type seq.)
ymmatonema sp. APE409 ARB 2D4E2164
¥l Kalymmatonema sp. APE409 PX353838
18 e0|es1 19.2A

Symghyonemasp 1269-1 AJ544
mphyonema sp. 1517 AJ544084 ;
yonema bifilamentata 9728 MW565974 species 1.19.2B
4 MastlgocladopSIS repens PCC 10914 ALVWO00000000 rrnA (draft genome)
3 —— Mastlgocladop5|s 'S repens MOF%\‘ AJ544079

DOV NDDNUC

} &e;\us 1.19.2

&enus 1.17.2

monospecific genus 1.18.1 Cronbergia
9)

?1e0r;us 1.17.1 uncultured Capsosira

genus 1.17.3 Aetokthonus
(6)

family 1.18
(11)

] ErQ\;)nospecific genus 1.18.2 Neocylindrospermum

genus 1.19.4
(39)

genus 1.19.5 Iphinoe Sy
(11)

monospecific genus 1.19.1 Kalymmatonema
(25)

J monospecific genus 1.19.3
(]

. Qauvianama hAatmannii NNONNONON vrmA Yuno cor dAraft

e montie 1 10 8 Crutnnamea

family 1.17
(18)

family 1.19
(137)




':cytonema hyallnum CMT-1SWIN-NPC17 KY365455

tonema sp. WJT9-NPBG6B clone PS4A KF93417.

ymmatonema desertorum SRI-3B-NA3 PZ480534 (type seq.)

Ka ymmatonema sp. APE409 ARB_2D4E2164

Sa ymt:natonema sp12%5E4OR PX353838 119.2

mphyonema s| emes .19.

y gxy h onen")na sp. 1517 AJ544084 _s }&enustw.z
yonema bifilamentata 9728 MW565974 species 1.19.2B

m(‘

)
M%stlgocladopSIS repens PCC 10914 ALVWO00000000 rrnA (draft genome) J monospecific genus 1.19.3
Mastigocladopsis repens MORA AJ544079 2)
Scytonema hofmannii PCC 7110 ANNX00000000 rrnA (ggpe seq. draft genome) } monospecific genus 1.19.6 Scytonema
ncultured cyanobacterlum clone CAR-Z26*c-D11 (2
a sp. IU 1 l\g-262 6%3093483 ] rr2\onospec|f|c genus 1.19.7
a sp glc 1S 0036K l.\i\(I)JFC()(a)OOOOOO rrnA (draft genome genus)
1 Ecyt‘élnema tolypothrlchmdes :AMIN0022519 CDRNEJOOOOOOOOO rrnA
Scytonema pachmarhiense Al

UR1002 PX40:
OR2081

Brasilonema sp. VBCCA 052036 23
[ Scytonema sp. PMC 10701 8 MN823177 enus 1.19.14
bl Scytonema ambikapuren MS-23 PX397031 ﬂ;enus 1.19.8

uncultured cyanobacterium clone Z4MB53 FJ484853

Scytonema crispum ER051501 MG970546

Pl Brasilonema sp., VBCCA 046001 PP967715

Scytonema sp. TM794 LC909706

Scytonema ct. ‘fritschii UCFS23 JN565282 monospecific genus 1.19.9
bl Scytonema cf. fntschu UCF522 JN565281 (4)

Scytonema javanicum U41 1525

1 E Brasilonema genlculatum AUR1022 P2600316 } monospecific genus 1.19.10 Petalonema

Scytonema sp. CCl Bt3569 K0682 03 }syecies 1.19.8A
(3)

==

Petalonema alatum CBFS A-035 clone SK-12 KM047022
woff’ Petalonema alatum_CBFS A-035 clone SK-11 KM047021
Scytonema hyalinum HAF2B2c1 clone P11 KY3
Plasmid 4 Scytonema sp, HK-05 (NIE —2139')*3Iasmld AP018198 rrnE (complete genome)
cytonema sp. HTT-U-KK4 clone p6B HQ
cytonema sp. HAF2-B2- C1 clone p11A HQ847553
il cytonema sp. CMT-1BRIN-NPC39 clone CGSFD1 KF934156
cytonema sp. CMT-1 BR'N NPC39 clone CGSFD2 KF934157
cytonema hyalinum WJT9- NPBG6A KY365499
. WJT9- NPIBGGA clone PS3C KF934163

WIN-NPC17 clone CGPNG 4160
y . WT2-NBBGT Clone %!gaA“J%%zﬁ’é1"F934‘59
cytonema sp. —| clone e
cytonema ss. NPC21 clone RTCS2P1_KF934158 (e ospecific genus 11911
cytonema sp. WJT4-NP JG1 clone PS2D KF934162
cytonema sp. CMT-1BRIN-NPC30 clone CGP14D KF934152
cytonema hyallnum CMT-1BRIN-NPC32 clone T1 KY365500
"l Scytonema sp CMT-1BRIN-NPC32 clone NCP9B KF934155

Scytonema yalmum CMT— SWIN-NPC17 KY365501

sp. WJT71-NPBG27 clone PS11A KF934164

. C
. %\IJT73SNPBGC clone PS12B Ki

o
==
=
l._.
=
ws

O
=
=
L
.
2]

Al Sy sp. WJT71-NPBG27 clone PS11C KF934165
Jl Sey TA-SAL-Ali1 clone A KF9
il Scyto AL_RM1 clone B_KF934169

tonema SB HA4185 MV1 HQ847565
al

Ka ¥mmatonema sp. AUR1033 PZ583555
-:cy onema millei VB511283 JTJCOOOOOOOO 2 rrnA (draft genome)
tonema arcangelii MX1 KY365486

Sc
Scytonema gp WJT73-NPBGC clone PS12A chimeric? KF934166 . 4 o
Ewamiania thermalis T30513 clone E4 KX781313 (ref. seq. ] monospecific genus 1.19.12 Ewamiania
Ewamianja thermalis TSOS clone E6 KX781314 (ref. seq. (2)
Chakia ciliosa CCALA 015 KC875343 (ref. seq.) o .
Chakia ciliosa 8 KC8753 {Q;Jnospecmc genus 1.19.13 Chakia

P

Chakia ciliosa 5 KCS75344

=* Chakia ciliosa 27 KC875346 4
oreocelis s YELO1-JP2 PV987954 1 ] 1
oreoce s YEL62-JP1B PV98
oreoce s YEL29-JP2 clone 3 PV987958
oreoce s YEL29-JP2 9879
il mRarras 15 PgE

armoreocelis S - i
armoreocelis minervensis YEL62-JP3 PV987 sremes 2.2.7A
armoreocelis minervensis YELO1-JP2 clone 4 PV987955 genus 2.2.7 Marmoreocelis
armoreocelis minervensis YEL01-JP2 clone 1 PV987956 (16)
armoreocelis minervensis YEL29-JP2 clone 1_PV987960
armoreocelis minervensis YEL62-JP1A PV987

100 drnmoreoce! m S SQG-RHZ P 879

100 armoreocells m s YEL29-JP2 clone 2 PV987959 R

Marmoreocelis tal s KOS1-JP4C clone 2 PV987952 ] s;emes 2.2.7B
w] Marmoreocelis tal KOS1-JP4C clone 3 PV987953 (2)
10|~ Marmoreocelis xerophlla CA I'CBS MT311247 (ref. seq.) 2.2.7C B

Ancylothrix terrestris 10PC KT819199

Ancylothrix terrestris 12PC KT819201
| Ancylothrix terrestris ACKU675 OR367309
| Ancylothrix terrestris BEA 1480B ON803465 family 2.2
10 Am.y othr x terrestris 13PC_KT819202 ?;g)nospecific genus 2.2.1 Ancylothrix o y 2.

Ancylothrix sp. D30 JAMXEX000000000 rrnA (draft genome)
Knc Iothrlx rivularis 8PC KT819197 (ref. seq.)

Ancylothrix rivularis 9PC KT819198

Ancylothrix rivularis 7PC KT8

__ ' Cyanobacteria bacteriun UO 0L7425 3

Hormoscilla pi CCALA 1054 KP412629 )

o Hormoscilla SAG 1407-1 KM019982 s‘Pemes 2.2.3B

wof Hormoscilla SAG 1407-1_KC57.

wof uncultured cyanobacterium_clone B1072120 HQ189093
Katagn: mene terrestrls FBCC-A195 MZ536612 species 2.2.3D

uncultured cyanobacterium clone B109204H HQ188995 species 2.2.3E

=,

=,

Crinalium epipsammum PCC 9333 CP003620 rrnA (complete genome) (gfs’;”s 223

Crinalium epipsammum_SAG 2289 AB115964 species 2.2.3A

Crinalium magnum SAG 3487 AB11 5965 (5") e order 2
"o uncultured cyanobacterium clone B108212A HQ189052 (70)
18} uncultured bacterium clone SINI971 HM .

Crinalium magnum Hg-6-6 MK211234 femes 2.2.3C
| Hormoscilla ct. pringsheimii Us-s-6-2 MH688842 (2)
“;':' Starria zimbabweensis SAG 7490 AB11 M;;muspecific genus 2.2.4 Starria

_ uncultured bacterium clone LOXA-f09 EU869561
Za[ ChamaeSIphon polonlcus RCC103 PQO03

lhhamancinmhar mnalarmiaires 07 WAIN4 ﬂ'l

1 species 2.1.1D 1 1
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Crinalium epl)sammum PCC 9333 CP003620 rrA (complete genome) (gfs’;”s 223
Crinalium epipsammum_SAG 2289 AB115964 species 2.2.3A
Crinalium magnum SAG 3487 AB11 5965 (5") o
"o uncultured cyanobacterium clone B108212A HQ189052

lﬂﬂm uncultured bacterium clone SINI971 HM12

Crinalium magnum Hg-6-6 MK211234 fecies 2.2.3C
Hormoscilla cf. pringsheimii Us-s-6-2 MH688842 ( )
Starria ZlmbabweenSIS SAG 7490 AB11 J monospecific genus 2.2.4 Starria
uncultured bacterium clone LOXA-fg.i) EU869561 (2)

1amaesiphon po ullluus RCC10309 }species 2.1.1D

100|
100
100

1amae: 1o0n UUIIIbuS SAG 3287 KM
|u|| polymorphus CCALA 037 PVWOOOOOOOOO rrnA (draft genome)
minutus PCC 6605 CP003600 rrnA (complete genome, JspeciesZJJA
uun sp. PCC 8308 M. Gu 4qg%er 2)
amaesiphon sp. LEGE 16586 PP 677
} uncultured Chamaesiphon sp. clone 84.1 PZ433466 species 2.1.1E
Chamaesiphon subglobosus PCC 7430 AY170472 @)
Synechocystis sp. PCC 7809 M. Gu?&
anoplacoma regulare UCFM PR 264594 species 2.1.1C
Chamaesiphon investiens UAM'386 JQ070061 species 2.1.1B

3

uncultured cyanobacterium clone CBS2-75 JQ249823 (genus)

Komvophoron hindal clone K9 3P1 KJ140090 .
Komvophoron hindakii clone K9_3P2 KJ140094 monospecific genus 2.1.2
Komvophoron hindal clone K9_3P3 KJ140093 4)

Komvop! 10ron hinda clone K9~3P6 KJ140091

Komvophoron kgarii Wan uu n Creek KC342459 (genus)

E

Synechococcus sp. PCC 7 6%%
Synechococcus sp. :'CC 7902 AF21 6 monospecific genus 2.1.3

Synechocystis sp. PCC 7 |ga 4
# uncultured clone CRYS SPR 10G 357997
orpnyrosiphon sp. FBCC-AT260 MW880693
Porbhyrosibhon sb. FBGG-A1263 MWG8004 | monespecitc genus 214 Porphyrosiphon
orphyrosiphon sp, FBCC-A1264 MW880695 |
Porph rosiphon notarisii KHS17 LC331913

Symbiothallus taiwanensis ASV000002 PP902526 (ref. seq.) Jmonospecific genus 2.1.5 Symbiothallus
mblothallus taiwanensis ASV000006 PP902 2

yanosarcina radialis HA8281-LM2 clone 42A KU161671 (genus)
Pycnacronema brasiliensis 44PC MF5.
Pycnacronema brasiliensis 46PC MF581662 species 3.1.20A
Pycnacronema sp. B-Tom EU196618 4
Pycnacronema brasiliensis 45PC MF581661 (ref. seq.)
Pycnacronema marmoreum 42PC F581658 specles 3.1.20B
Pycnacronema rubrum 43PC M 581659 species 3.1.20C genus 3.1.20 Pycnacronema
Pycnacronema savannensis 49PC MF581663 species 3.1.20D (12)
Pycnacronema conicum 7PC_MF581656 species 3.1.20E
Pycnacronema edaphica CATCA7 MT3 11244 spemes 3.1.20G
Pycnacronema arboriculum 41PC MF581657 siaemes 3.1.20F
Pycnacronema caatmgensns CA TCCZ MT311243
Pycnacronema sp. Cep 6-1 PX596658

icrocoleus steenstrupii MOA2- MC2 clone 177-5A AF355389 } s&)ecies 3.1.8A }

o=

Microcoleus steenstrupii USPCI-MC1 clone 173-1A AF355388

enus 3.1.8
Microcoleus steenstrupii MOA1-MC4 clone 177-2A A'355390 ?4)

1! Microcoleus paludosus SAG 1449-1a EF654090 species

1 Paludothrix granulosa WZU 2010 not_Prowde (ref. seqs) 31 28A Jgenus 3.1.28 Paludothrix
Oscillatoriales cyanobacterium CYAN3 MT667356 (genus) 1.28B 2

'?I- Parifilum solicrustae SON57 MT664820 ref seqo% 2 Jgenu531.30

'#- Coleofasciculaceae ¢ anobacterlum CH 731225 2]

-3

:P‘
P
P

cronema sp. RI-4C-NA1 .
um aerugineo-caeruleum MNZ clone7 JN382237 s‘Pecles 3.1.7C
um aerugineo-caeruleum MED clone 17 JN382234 4)
r1ormidium aerugineo-caeruleum MED clone 31 JN3822 .
Potamolinea aerugineo-caerulea 1PC_KX001786 sgeues 3.1.7D
Potamolinea aerugineo- caerulea 38PC KX001788 (2)
Potamolinea sp. 5PC KX00179 .
Potamolinea sp. 36PC KX001795 s‘?emes 3.1.7A
Potamolinea sp. 34PC KX001793
Potamolinea sp. 33PC_KX001 92
Potamolinea magna_47PC_KX001 S‘ef se%g species 3.1.7B
Phormidium murrayi ANTPENDANT2
Wilmottia murrayi CR47_USMFM_PQ470341 (type seq.)
Microcoleus glaciei UTCC475 AF21

Phormidium sp. CCAP 1462/11 HF678504
Phormidium murrayi nt—Ph58 DQ493872

genus 3.1.7 Potamolinea
(11)

Wilmottia murra'\é GI28 HQ873481 (ref. seq.)

Wilmottia sp. ANTMISKA KU219706 species 3.1.5A

Wilmottia murrayi CYN75 JF925319 (type seq. (14) genus 3.1.5 Wilmottia
Wilmottia murrayi CYN76 JF925320 type seq. (16)

Wilmottia sp. C NU0052 PP920421
Wilmottia sp. 26CP KY288991

ol

1l

Wllmomas 23CP KY288988
Phormidium s% GE 07317 HM217043
Wilmottia sp. UIC 10069 KT89957.
Phormidium aeru meo-caeruleum 9N-01 FR798943 specles31 5B
Schizothrix sp. M 403 KF544968 4
Crustifilum hlspallculae CHAB7535-4 PP703005 (type seq.)

Crustifilum hispaliculae SEV30 MT664819 (ref. seq monospecific genus 3.1.6 Crustifilum

unidentified Oscillatoriales ¢! anoaacterlum CMT-2BRIN NPHLC14 clone 9B KM083600

Symplocastrum torsivum C ER-KK1

uncultured Symplocastrum clone

Microcoleus sp. FACHB-S 5 JACJNUOOOOOOOOO rrnA (draft genome)

Symplocastrum sp. APEQ: 2 X313985

Symplocastrum sp. APE922 PX260484

Arizonema sp. 15 MT664812

EymplocastrumHtgaglvuhrnn SN!;'I:';ASS -BJ6 0Q784114
fizonema s| ;

Arizonema sg HS035 MT664814 genus 3.1.9 Arizonema

Arizonema commune HS024 MT664815 ref se g species 3.1.9D

Microcoleus steenstrupii CAU8 clone 1 (6)

Microcoleus steenstrupii CAUS8 clone 2 MGG41920

Arizonema sp. HS0411 MT667354

unidentified Oscillatoriales cyanobacterium CMT—2 RIN-NPHLC14 clone 9A KM083599 (4)

species 3.1.9B
(]

—1= o
(=2
O)

Symplocastrum sp. DG6-MC1 clone 173 2E AF355394 i

uncutured Symplgcastrum clone ATA2-3-EC04 K0311879 }syecnes 3.1.9A
Symplocastrum flechtnerii WJT32NPBGF KF312349

iYmplocastrum californicum WJT9 NPBG9 KF312350 species 3.1.9C B

Microcoleus steenstrupii ATA12-3-DP02

locoleopsis franciscana PCC 7113 P003g?501r8rnA (type seq. complete genome)
'7 asmld AIIocoIeopsns francnscana PCC 7113 Rlasmld CP003632 rrnA (complete genome) species 3.1.10A

genus 2.1.1 Chamaesiphon
(11)

family 2.1
(29)

order 2
(70)




Microcoleus steenstrupii CAU8 clone 2 MG641920
| Syl abim s DGOTG] oo 173-2E AF355394
mplocastrum s — clone i
Acutared Symplgcastrum clone ATA2-3-EC04 K0311879 }syecnes 3.1.9A
ymplocastrum flechtnerii WJT32NPBGF KF312349
Ymplocastrum californicum WJT9 NPBG9 KF312350 species 3.1.9C
locoleopsis franciscana PCC 7113 _CP003630 rrnA (type seq. complete genome)
icrocoleus steenstrupii ATA12-3- DPO KC311
Plasmid Allocoleopsis francnscana c71138|asm|d CP003632 rrnA (complete genome) species 3.1.10A
locoleopsis franciscana FFKU-PNG 10g9 PV210898 (type seq.) (6)
ccoleops s, DIIGET Tessort
crocoleus s| -U-| ;
locoleopsis ’f,ranmscana VKM Al-517 PV640460 type seq ?fs';"ss"'w Allocoleopsis
locoleopsis franciscana VKM Al-518 PV642431 ty pe s
locoleopsis franciscana YJ-1 clone2 PQ219390 (type seq.)
crocoleus steenstrupii LSB38 OR770081
crocoleus sp. SAG 2212 EF654075
uuw eus sp. FACHB-1 JACJPROOOOOOOOO rrnA (draft ?enome
H coleus sp. FACHB- 3 JA CJPDOOOOOOOOO rrnA’ (draft genome)

" S &Vt bUliiniuiie

Microcoleus steenstrupii CAUS clone 1 MG641919 J ©

wnc

b
&

P

species 3.1.10B

rassmlums BN27 MT664818 .
rassifilum Sg SON60 MT664821 n:;onospemflc genus 3.1.26 Crassifilum
Crassifilum sonorensis SON62 MT664816 (ref. se%)
Jaaginema sp. CHAB TP2017221 clone 3 MT48818:
J3aginema b GHAB TP2017353 clone 2 MT465190
Jaaginema sp. clione . N
.l Jaaginema sp. CHAB TP2017224 clone 6 MT488195 femospecific ganus 3.1.18 Ramsaria
d uncultured Microcoleus clone DM1-23 KC329587
uncultured Microcoleus clone DM1-8 KC329601
Ramsaria avicennae SM/S12C clone 1 MF348315 ref. seq.)
- Oscillatoriales cyanobacterium BN28 MT664817 (genus)
Flavicapitulum vaporiphilum YEL34-JP2 PV9879 &%p %
Flavicapitulum vaporiphilum YEL55B-JP2 YEL55B-J clone PV987973 (type seq.)
EIaVICﬂpI}qum vaporlpnllum \)(IELL3646 JJFE’11 YPI%/I?:?79J7|§1 (tY 2 PV987968 (t )
avicapitulum vaporiphilum clone e se! i i nani
FIawcaEltulum vagorlghllum YEL55B-JP2 PV987971 (t pe seq.) e @ g?nospemflc genus 3.1.32 Flavicapitulum
Flavicapitulum vaporiphilum YEL34-JP1 PV987966 (re q)P
Flavicapitulum vaporiphilum YEL34-JP1 YEL34-JP1 cIone1 V987969 (type seq.
Flavicapitulum vaporiphilum YEL34-JP1 YEL34-JP1 clone 3 PV987967 (type seq.
Flavicapitulum vagorlphllum YEL55B-JP3 PV987972 (types q.)
Microcoleus sp. KT731160 species 3.1.1 J monospecific genus 3.1.11
Y Microcoleus sp. DAl EF654029 species 3.1. 11B (2)
10| Moorena bouillonii 1406-23 LC17227 1
«| Moorena bouillonii PNG5-198 MKZSOOOOOOOO rrnA (draft genome)
Moorena producens PAL-8-15- 8— CP017599 rrnA (type seq. draft genome)
Moorena producens PNG5-194 EU492877
10| Moorena producens PNG7-19 FJ041307
Moorena sp. SIO3E8 JAAHHMO000000000 rrnA (draft genome)
'@ Moorena sp. SIO3F7 JAAHHP000000000 rrnA (draft genome)
I\ngbya sp NIH309 AY049752
oorena bouillonii_ PAL08-16 GU111927
0| Lyngbya sp. VP417a AY049750
10| Moorena sp. SIO3I8 JAAHHWO000000000 rrnA (draft genome monospecific genus 3.1.31 Moorena
Moorena sp. SIO4A5 JAAHHZ000000000 rrnA (draft genome (22)
9% Moorena sp. SIOASIH JAAHIH000000000 rrnA (draft genome)
Lyngbya golychroa LP5_FJ602 3
! Moorena bouillonii PNG7-63 FJ151518
&orena producens JHB CP017708 rrnA (type seq. draft% nome)
Moorena Producens JHB CP0177082 rrnA (type seq. draft genome)
| Moorena producens 3L AEPQ00000000 rrnA (type seq. draft genome
1od[ Moorena producens 3L MKZROOOOOOOO rrnA (type seq. draft genome,
Moorena producens BCBC11-14 KC196264
'“| Moorena producens HECT AY599503

‘)O(‘-

% Moorena producens NAC8-52 GU72420 4
d Limnofasciculus baicalensis BBK-W- 15 MN970098 (ref. seq. genus

Limnofasc baicalensis BBK-W-15 JAMZMMO000000000 rrnA (draft genome type seq. genus) monospecific genus 3.1.3
"} Limnofasci sp. PZ400688 @
i’ Limnofasc sp. PZ400689 family 3.1
o« Caldora penicillata FK09-8 KP164815 1 (259)y .
ol Hyalidium penicilliforme FK09-1 KP164816

| Caldora penicillata FK12-2 KF746601
Caldora penicillata BCBC11-38 KF746592
| Caldora penicillata NAB11-8 KF74659
" 8a{gora penlgclilgta c:DF{T(9)9457 KP164823
aldora s -
w| Caldora pgnlcnlata FK13-1 KF746605 g‘ef. seq.) ﬁg;“’s"ec'f'c genus 3.1.1 Caldora
—— Symploca s VP642c AY032934
Caldora penicillata CBC12-2 KF746593
Caldora penicillata FK09-3 KP164821
wf Caldora penicillata SJVI08-1 KP164819
wf Hyalidium penicilliforme FK09-6 KP164818
o Symploca sp. VP642b AY032933
dora penicillata PNG06- 651 HMO0720
oca atlantica PCC 800 Dryad rrnA (draft genome) Jspecies 3.1.2A
loca atlantica CCY9617 GQ40! 2)
ul.a sp. 2
nema formosum UPMC-A0101 4175
: O:ﬁ: ?é?‘g?ngafg?;ggﬁa1 BJDALI’\SBGQOOO(E?QOOG()%Z"“A (draft genome genus) monospecific genus 3.1.27 Karukerafilum
Karukerafilum mangrovensis PMC 1050.18 JAWQFUOOOOOOOOO rrnA (type seq. draft genome) ®
M—— Karukerafilum mangroven5|s PMC 1050.18 MN823169 o
————— Coleofasciculus sp. LEGE 1 JADEWWO000000000 rrnA (draft genome) J monospeclflc genus 3.1.25
#l Coleofasciculus sp. LEGE 07092 JADEWYOOOOOOOOO rrnA (draft genome)
# Coleofasciculus chthonoplastes SAG 2209 EF654055 (ref. seq.)
Coleofasciculus chthonoplastes NDN EF654040
Coleofasciculus chthonoplastes GNP5 EF654034
Coleofasciculus chtho tes PCC 7420 ABRSOOOOOOOO rrnA (type seq. draft genome) species 3.1.4A
1l Coleofasciculus chthonoplastes NCR E ®8) (gebr;us 3.1.4 Coleofasciculus
1

} genus 3.1.2
3)
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Coleofasciculus chthonoplastes HUW 153 DQ460700
'31 Coleofasciculus chthonoplastes Oldenburg 1022 DQ460701

Coleofasciculus chthonoplastes BRE EF654027 .

Coleofasciculus chthonoplastes ASK5 EF654026 } Sfemes 3.1.4B

Coleofasciculus chthonoplastes DAO EF654030 (2)

o Gracilinea arenicola CATCB9 MT311246

1ol Gracilinea arenicola CATCC10 MT311245 (ref. sec&;

uncultured cyanobacterium cl BkfYyy 200 KC463 monospecific genus 3.1.12 Gracilinea
‘m uncultured Cyanobacterium sp. clone MC82 KJ192151 (6)

uncultured cyanobacterium ¢ one MD28_KJ192049
Microcoleus steenstrupii FB3-1 clone 150-4A AF355380
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Coleofasciculus chthonoplastes Oldenbur 12 DQ460701 J
Coleofasciculus chthonoplastes BRE EF654 .
9 Coleofasciculus chthonoplastes ASK5 EF654026 }si)emes 3.1.4B
Coleofasciculus chthonoplastes DAO EF654030 (2)
o Gracilinea arenicola CATCB9 MT311246
ol Gracilinea arenicola CATCC10 MT311245 (ref. se ;
uncultured cyanobacterium cl BkfYyy 00 KC463 monospecific genus 3.1.12 Gracilinea
‘% uncultured Cyanobacterium sp. clone MC82 KJ192151 (6)
uncultured cyanobacterium clone MD28_KJ192049
'#f Microcoleus steenstrupii F33 1 clol ne 150 4A AF355380
1 Kastovskya adunca ATA6-11-RM11
Kastovskya adunca ATA6-11-RM4 C KF312344 ref. seq.
Kastovskya adunca ATA6-11-RM4_A KF312343 (ref. seq.
Kastovskya adunca ATA3-5Q-CV5_KF312340
| Kastovskya adunca ATA3-4Q-CV17 KF312342
hroococcidiopsis sp. PCC 7439 MK484710 1 1

(ngsanospecific genus 3.1.13 Kastovskya

1r00COCC
Nro0COC(

thermglés7PCCJ|203 CP003597 rrnA (type seq. draft genome)

Gugger
sp. PCC 7433 M
cﬂbana SAG 3979 Rg%KOOOOOOOO rrnA (draft genome) species 3.1.14A
psis thermalis CCAP 1423 (18)
hroococcidiopsis thermalis SAG 4279 KM020000
wroococcidiopsis sp. CCNUC1 CP097480 rrnA (col flete genome)
hroococcidiopsis thermalis PCC 720 RDP Chro7203 (type seq.)
hroococcidiopsis thermalis CCAPE113 X057230 (tklpe seq)
hroococcidiopsis thermalis CCAPE113 PX057229 ‘Sa/&
opsis sp. FACH§53243 JACJQXOOOOOO rrnA (draft genome)

p . Ci

coccidiop: 8ENA367 KR137588 -
cytonema millei VB511283 JTJC00000000.3 rrnA (draft genome)

cytonema millei VB511283 QVF Wtﬁgggggg rrnA (draft genome) } (s“p)ecies 3.1.14D

opsis sp. PGC 9819 MK484706

nroococc

S B8R e600 0
o

o
X

[elelelololole]ololelololole)
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1roococcidiop: sp. SAG 2025 Al
coccidiopsis sp. 9E-07 FR798923
roococcidiop! p PCC 7434 MK484709 J3114B
roococcidiol PCC 7434 Dryad rrnA (draft g enomg)

unidentified cyanobacterlum TDX16 NDGV00000000 rrnA (draft gel nomg Iv,aeCIes31 .14C 4
Chroococcidiopsidales cyanobacterium Hutten- 4135-NP13 clone PCI5 G869771 (genus)

uncu llred \EOI’IEHOPSIS sp. c:one I\C'|_11ll)) %%2%1(1)
uncultured Loriellopsis sp. clone ; :
Loriellopsis cavernicola EF 8318 (ref. seq.) . fonus 3.1.15 Lorlellopsis
Loriellopsis vromonerensis 9 PQG szecles 3.1.15B

uncultured cyanobacterium clone OTU 28 KR923210 s_,)ecne531 .15B (2)

uncultured cyanobacterlum clone HAVOmat106 EF032780 (genus)

Aphanocapsa ﬁ S$121 0Q079417

yanothece aeruginosa SAG 8779 clone 11 MF781038 jref seq;

OOOO

ll

} species 3.1.15A
@)

Cyanothece aeruginosa SAG 8779 clone 14 MF781039 (ref. seq
" Cyanothece aeruginosa SAG 8779 KP412631 (ref

—— Chlorogloea microcystoides SAG 099 KC57
0| Chlorogloea microcystoides” SAG 1099 KMO019955
100 lénculnt_red cyanﬁlbacter hlImAclg%e\ lél\sllsl}“B Icl 185;1 IGFWgQgOG
100 anothece svehloval - clone ifi

caotord cyanobacterlum CMT-3FBIN-NPC3 clone PCI148B MG869804 Mg;)nospecmc genus 3.1.22
8| Cyanothece svehlovae NIVA-CYA 258/1 clone 1 MF781048
coccoid cyanobacterium CMT-2FBIN-NPC27 clone PCI142A MG869800
10| coccoid cyanobacterium CMT-3BRIN-NPC115 clone PSF55A MG869765 monospecific genus 3.1.23
coccoid cyanobacter um WMT—WP5 NP15 clone PCI157B MG869805 (4)
#" Aphanothece sp. CMT-3B -NPC111 JAHHGUOOOOOOOOO rrnA (draft genome)

1 {{ seudocapsa sr() Ryu8 L0325262(

el

monospecific genus 3.1.21 Cyanothece
(6)

Sinocapsa zengkensis CHAB 6571 clon% 01 I?IIK567948 (ref. seq.)
Haliplanktos anthonyquinnii TAU-MAC 3018 OL310625 (ref. seq.)

" —— Sinocapsa zengkensis CHAB 6571 MG282255 (ref. seq.)
Sinocapsa zengkensis CHAB 6571 clone 02 MK567949 (ref. seq.)
el '™ Sinocapsa elllpsmg%aMEJwG MZ160913

o[ Chroococcidi E 029 AF27 }species 3.1.18B
Ch sp. CCMEE 029 CP083761 rrnA (Icomplete genome) (2 genus 3.1.18
)sis sp. CC2 DQ914864 Js;ecless 8A
2 EE705 SAG 2023) A1baass2
C )! sSp. T
diopsis sp. BBYST (SAG 2038) AJ3a4228 mf"“Pec'"c genus 3.1.17
occidiopsis s| EcFngXI?OO KC463196 »
Sorospora montana G2 H237674 (type seq.) ] monospecific genus 3.1.29 Sorospora
Sorospora montana G4.1 MH237675 %ﬁ’e seq.) . (2)
| Gloeocapsopsis sp. SNI-TA17-BJ23 0Q784083 species 3.1.16E

wdf Gloeocapsopsi % SNI-TA20-JG1 OQ784096 species 3.1.16E
| Gloeocapsa sp. PCC 7701_M. Gugger species 3.1.16E

Gloeocapsopsis sp. A12 PQ588 (6)
188 Spelectesa chialus TAU MAC 1118 OL310683 (ref seq)
«l G S sp PJ S16_MT986030 .

G sp. IPPAS B-1203 PE draft genome) }sgemes 3.1.16D
188 G crepldmum LEGE 061 000 rrnA (type seq. draft genome) (2)
100) G sp NAPY00000( A (draﬂ genome)
o G spU 55M 544047

G sp. 1H9 KU847399 species 3.1.16A

sloeocapso ? AAB1 PTJNOOOOOOOO rrnA (draft genome) (7”) o

Gloeocapsopsis sp. AAB KF88617!
l—— Gloeocapsopsis dulcis AAB1 CP119968 rrnA (complete genome)
10| Gloeocapsopsis dulcis AAB1 CP119968 rrnB (complete genome)
100) ? oeocapsa sp. E(S)ﬁ %1.\'/?42 8MKGu er

aloeocapsa sp. - — .
«| Gloeocap -ss. BRSZ JBEGHCOOOOOOOOJ A fhectes 31.168

—— Gloeocapsa sp. PCC 7. CP00364 rrnA (complete genome)

*{ Chroogloeacystis siderophila 52 sc1 MR( "000000000 rrnA (type seq. draft genome)

=*; Chroococcidiopsis sp. TS-821 MVDIO0000000 rrnA (draft genome genus)

»! Gloeocapsopsis sp. UKPC PQ649832

& Cephalothrix komarekiana CCIBt3279 KJ994515

Phormidium tergestinum SAG 7579 EF654083

Cephalothrix komarekiana CCIB13277 KJ994514 (ref. seq.)

| uncultured bacterium clone A10 JQ814731

100 gephalothrlx komarekiana Cexk02 PP575124 gtype seq.

species 3.2.1A
7,

ephalothrix komarekiana Cexk03 PP575125 (type seq.
| Cephalothrix komarekiana Cexk01 PP575123 (type seq.

Cephalothrix lacustris CMAA1561 KY873320

Phormidium sp. KS AB510147 genus 3.2.1 Cephalothrix
lacustris CCIBt3261 KJ994513 species 3.2.1B (18)

o

genus 3.1.14 Chroococcidiopsis
(25)

Sinocapsa zengkensis' CHAB 6571 clone 03 MK567950 (ref. seq.) ?;;)nospeciﬁc genus 3.1.24 Haliplanktos Sinocapsa

genus 3.1.16 Speleotes
(20)

order 3
(403)



o AloelLldpsUpsis osPp. UAFL FWoaJo
Cephalothrix komarekiana CCIBt3279 KJ994515 1 1
Phormidium tergestinum SAG 7579 EF6540:
Cephalothrix komarekiana CCIBt3277 KJ994514 (ref. seq.) species 3.2.1A
wo| uncultured bacterium clone A10 JQ81473 s -
| Cephalothrix komarekiana Cexk02 PP575124 (type seq.
Cephalothrix komarekiana Cexk03 PP575125 (type seq.
| Cephalothrix komarekiana Cexk01 PP575123 (type seq.
Cephalothrix Iacustrls CMAA1561 KY873320
Phormidium sp. KS Al 0147 genus 3.2.1 Cephalothrix
Cephalothrix lacustris CCIBt3261 KJ994513 species 3.2.1B (18)
Cephalothrix lacustris FBCC-A1473 ON775548 6)
#| Cephalothrix komarekiana CMAA1558 KY873317
| Cephalothrix komarekiana CMAA1563 KY873322 .
Cephalothrix magna Cexm01 PP575126 (type seq. Js?emes 3.2.1C
i#! Cephalothrix magna Cexm02 PP575127 (type seq. (2)
100 cw 1a ui rix alaskaensis KL18 MK86 species 3.2.1D
rix alaskaensis KL6 MK861866 &) e
1) Osclllatorla sp. SAG 7779 KM019970

o

=

100) LImnOnemanunJunJlIS ACKU-691 OR644270
Limnonema hangangris ACKU-693 OR644271 (type seq.)
Limnonema gris ACKU-685 OR644266 .
timnonema gangris ﬁg&ﬂ—ggg 82222588 : ) ?gsemes 3.2.10A

w00ff LIMNONema hangangris - ref. se i
Limnonema hangangris ACKU-696 OR644273 (type sgq ?1‘*,';”53-2-‘°'-""“°"e’""
Limnonema hangangris ACKU—697 0R644274 type seq
Limnonema hangangris 272 ype seq

Limnonema anseonga ACKU 700 0R6 species 3.2.10B
Limnonema anseonga clone A ACKU 700 OR644705 (g’) <
——  Oscillatoria sp. PCC 8 M. Gugger

LAerosakkonema funlforme Lao31 ABGSGZE

.

Aerosakkonema funiforme Lao34 AB686264
Aerosakkonema funiforme Lao26 AB686261 (ref.seq.)
b[— Aerosakkonema funiforme Lao28 AB686262 enus 3.2.2 Aerosakkonema
| Aerosakkonema funiforme FACHB-722 ON623012 (type seq. ?8)
Aerosakkonema funiforme FBCC-A397_MN911406 type seq.
I Aerosakkonema funiforme Akkf02 PP575122 (%pe seq.)
°- Aerosakkonema funiforme BLCC F183 PP819
o/ Microseira wollei NO97 HQ419203 1
Microseira wollei NO99 HQ419204
| Microseira wollei JW- 20100 HQ419202
Microseira sp. BLCC-F43 PP819735 species 3.2.3A
croseira sp. CC-F43 JBHFNP000000000 rrnA (8)
crosejra wollei ROEVE OP796222 (type seq.)
rix ganeshii Mex - :
oth |xgverm|cular|s HL KM276543 herbarium spemes 3.2.3D ?ﬁ,’;”s 3.2.3 Blennothrix Microseira
ennothrix ganeshii Mex3 KM276544 s ecles323
croseira wollei AW2009 clone B37 K 7452
croseira wollei AW2009 clone B19 KM077450 .
croseira wollei YC2010 clone B9 KM077455 Sé)emes 3.2.3C
Microseira wollei YC0404 clone E43 KM077453
off Microseira wollei K8 MT813680 (t ese
Microseira wollei_ YC1109 clone A4 MO7
Microseira wollei NIES—42 6 BLAY00(8)0(9)(7)g(2) rrnA (type seq. draft genome) species 3.2.3E B

1% Aerosakkonema funiforme BLCC-F180 P
Potamosiphon australlens 5 FHC(I)V?#:(;)::;SSSI\@HO47862 (sr)ecles 3.2.6A ?e)"us 3.2.6 Potamosiphon
’ 5

g

10

2 sz
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Microseira sp. CHAB 4136.02-6
PotamOS|Bhon australiensis FHC091401 MH047860 .
100 otamosiphon australlen5|s FHC091402 MHO047861 species 3.2.6B
Argonema galeatum A003/A1 OK173633 (ref. seq.)
Argonema galeatum AQ003/B4 OK173629
Agenems gaestum AlkiR: oXirces
rgonema galeatum :
’ Argonemac eatum A003/D1 species 3.2.7A
| Argonema antarcticum A004/BZ JAIQZNOOOOOOOOO rrnA ggraﬂ genome)
s¢o| uncultured Antarctic cyanobacterium clone Fr147
Argonema antarcticum A004/B2 OK1 3625
©f Argonema antarcticum A004/D5 OK1736
| " uncultured cyanobacterlum clone B107207H HQ189086 species 3.2.7B
1o Funiculus tenuis BUMUZ
1| Scytonema foetidum coml1037 FR P26550
4| Oscillatoria prlnceps NIVA-CYA 150 species 3.2.5A
cillatoria sp. PCC 10802 (NIVA CYA150) ANKOO00000000 rrnA (draft genome) (6)
Oscﬂlatorla dupllsecta ETS-06 Al
8 Oscillatoria princeps FG10 Rupne MG20795
%sclllllattorla awamura% (I:(awam%rase |ABZ?=§14ﬁG32 ec|7e8s?2f50 )
scillatoria princeps clone rel. se :
Oscillatoria p’;lncepps CCALA 1115 clone F5 MG255279 (ref. seqq } (s:?)emes 3.2.58
Oscillatoria princeps CCALA 1115 clone F3 MG2552K,|7 ref. seq. A
re seqi

DJN:\):\D

genus 3.2.7 Argonema
(10)

genus 3.2.5 Oscillatoria
(10)

Ammassolinea attenuata UPOC 64/2013 clone p1 K 1923
Ammassolinea attenuata UPOC 64/2013 clone p3 KM491922 (ref. seq
Ammassolinea attenuata UPOC 64/2013 clone p4 KM491926 (ref. seq
1| Ammassolinea attenuata UPOC 61/2013 clone p2 KM491921
Ammassolinea attenuata UPOC 61/2013 clone p1 KM491920 .
Geminocystis sp. SKYB97 JANXDF000000000 rrnA (draft genome) Jmonospecmc genus 3.2.8
Oscillatoriaceae bacterium SKYG93 JANWZK000000000 rrn (draft genome) 2
100 Edaphophycus epilithus FBCC— 3 MZ700337 (ref. seq.) ] enus 3.2.9 Edaphophycus
«| ' Edaphophycus epilithus FBCC-A205 MZ 00338
«{| Coleofasciculus sp. FACHB-64 JACJOWO000000000 rrnA (draft genome) ] ]
1| Konicacronema caatingensis APE190-2 P0559042 ggge seq.)
Oscillatoriales cyanobacterium WJT32 NP GB
Trichocoleus delicatulus ANP1-KK1 EF65406
uncultured Osclllatorlales cEanobacterlum clone QB95 FJ790643
| Microcoleus sp. TAA: 738
«f| Funiculus sp. HNSO131 MT667355
| Funiculus tenuis HSN023 MT667357 ((ref seq.)
Konicacronema sp. SCI-4-BJ10 PP903
! Coleofasciculus sp. FACHB-1 120 JACJTV000000000 rrnA (draft genome)
Trichocoleus sociatus LS 16 MWM'N
i ——— Trichocoleus sociatus SIK29 331
1 Coleofasclculus chthonoelastes EcFYynyOO KC463195
Oscillatoria sr WY04
us chthonopla stes EcFYyXX_'yOO KC463190 species 3.3.2B
311248 (ref. seq.) 6)

—~—

Eg;)nospecific genus 3.2.4 Ammassolinea

species 3.3.2A
(12)

genus 3.3.2 Coleofasciculus Funi Koni onema Trich
(18)

1d] Coleofascicu
Konicacronema caatingensis CATCB1
Konjcacronema caatingensis CATCBG
' Oscillatoriales cyanobacterium ACSSI 163 Y283061
Funiculus sociatus GB2-M2 JAMPKHO000000000 rrnA (draft genome
«ofl Trichocoleus sp. FACHB-90 JACJOKOOOOOOOOO rrnA draft genome
«f—— Trichocoleus sociatus SAG 2692 EF65408!

l monaenacrific aente 222 family 3.3




1MICNOCOIeUs S0cCialus Lob 10 Wivv
Trichocoleus sociatus SIK29 M267733
4| Coleofasciculus chthonoglastes EcFYyyy500 KC463195
Oscillatoria SP wYo04
us

4| Coleofasciculus chthonoplastes EcFYyX’Y_}/OO KC463190
Konicacronema caatingensis CATCB1 311248 (ref. seq.)
163

Konicacronema caatingensis CATCB6 M
Oscillatoriales cyanobacterium ACSSI Y283061

Funiculus sociatus GB2-M2 JAMPKH000000000 rrnA
Trichocoleus sp. FACHB-90 JACJOKOOOOéJ'gggg rrnA

species 3.3.2B
6)

{draﬂ genome}
draft genome

E

1 Trichocoleus sociatus SAG 2 .

«fll Trichocoleus sociatus LSB101_MW403952 ?;;’"”pec'f'c genus 3.3.3
Porphyrosiphon sp. CKU_Y DB1 H492753

b Por%hyrosmhon sp. ACKU Y DB2 MH492751

9 Trichocoleus sp. ACHB-832" JA MO :3000000 rrnA éd{gﬂ genome)

CJO
Lyngbya martensiana H3b/33 JN854141
LD) bya martensiana H3b/7 JN854142
scillatoria sp. LEG 05292 GU085101
9 JADEWGOOOOOOOOO rrnA (draft genome)

s;)ecles

J species 3.3.1C
(2)

1orm idium ? E?EBOLCC
10 d uviatile -F
oraiara IrHoaun VKN AL-433 PoASsAT Ffjecies 331D

ium irriguum f. minor ETS- 02 FN813342

anema aerugineum BLCC-F46 PP 19749 8 g

anema aerugineum BLCC-F 6 JB 00000 rrnA (type seq. draft genome)

anema flaviceps BLCC-F50 P 819752 species 3.3.1F

anema flaviceps BLCC-F50 JBHFNROOOOOOOOO rrnA )

danema evergladense BLCC-F1 HFNTO000000000 rrnA species 3.3.1G

daenema evergladense BLCC F167 CM171625 rrnA (type seq. circular genome;

daenema evergladense BLCC-F167 CM171625 rrnB (type seq. circular genome;
s:?emes 3.3.1B

} species 3.3.1E

TOO

(=
o

0scnll atoria sp. RBD01 KT445936
Phormidium SP DVL1003c JQ77162
Phorm dlumc |rr| uum CCA A759 FN813343
Aliterella s| —-2293 MH023997
unculture: bacterlum clone YL1022 KF037769
Aliterella antarctica CENA408 KU29145
uncultured bacterium clone LICLN5 AB696285
Aliterella compacta PJ105 MZ160912

Aliterella atlantica CENA JYONOOOOOOOO rrnA draft genome
Aliterella gigantea PJ102 2160909

Synecho gstls sp. PCC 7509 ALVU00000000 rrnA (draft genome)
uncultured cyanobacterium clone B108204C HQ18

uncultured cyanobac terium clone B10802C HQ1 89006

Aliterella sp.’ E5. JEYCCVOO.JOOOOOO rrnA (draft genome)
Synechocystis sp PCC 7510 M. Gugger
Synechocystis sp. PCC 7511 u1g er
Pseudocapsa sp. Ru3-14 L 526
ifilum tharense EA01 MF39

monospecific genus 3.4.1 Aliterella
@)

monospecific genus 3.4.2
(6)

ws

Dese! 89 pe seq. draft genome) 7
o[ Desertifilum tharense A KR2 69853 ty| eseq dra genome)
10| Desertifilum tharense P11 MW41 g

Desertifilum tharense IPPASB 1220 C 2909 rrnB type seq. complete genome
‘o Desertifilum tharense IPPA P182909 rrn e seq. complete genome;

—— Desertifilum s| FAC JACJRAOOOOO
Desertifilum sp. FACHB-868 JACJRBOOOOOOOOO rrnA

Desertifilum andamanense FFKU- NG 10b PQ733565

Desertifilum sp. TU 9 93

Desertifilum sp. RBD02

Desertifilum sp. FACHB-1 129 JACJQZOOOOOOOOO rrnA (draft genome)

Desertifilum sp. IPPAS B-1220 KU556389

Desertifilum tharense KS01 P2519989 (type seq)

Desertifilum tharense AN6 OM523929

Desertifilum tharense PD2001/TDC17 FJ1 8997

Desertifilum tharense PD2001/TDC4 FJ15

Desertifilum tharense PD2001/TDC14

Desertifilum tharense PD2001/T DC7 FJ158995 } raft Gt_:l:eno &

—— Kamptonema cortianum NRMC ASNGF000000000 rrnA (draft genome)

Desertlfllum ontinale KR2012/2 J028038 s ecies 4

+ Desertifilaceae ¢ anobacterlum X05 222

r Roseofilum sp. M143 JAQOSQOOOOOOOOO rrnA

5880 rrA - (draft genome)
(draft genome)

species 4.3.1A
(19)

ref seq.)

(graﬂ genome genus)
Roseofilum sp. enrichment culture clone2 Cy1A K

©)

species 4.1.1A
&

}s&ecies 41.1B

{

Roseofilum sp. PMC 1058.18 MW432

Roseofilum epilithicum FFKU-ACRSD PQ7335

Cyanobacteria bacterium UBA1583 DCN200000000 rrnA (draft genome)
Cyanobacteria bacterium UBA2566 DDLS00000000 rrnA (draft genome)
Roseofilum reptotaenium RR100-1 NEXP00000000 rrnA (type seq. draft genome)
Pseudoscillatoria coralii BgP10 4S FJ210722 ref. seq.
~ Roseofilum reptotaenium AO1-A \W00000 00 rrnA (type seq. draft genome)
Jacksonvillea apiculata UPOC 58/ 2013 clone p1 KX23

Jacksonvillea apiculata UPOC 58/2013 clone p3 KX236192

Jacksonvillea apiculata UPOC 58/2013 clone p4 KX23
| Jacksonvillea apiculata UPOC 77b/ 2013 clone p1 KX236194 (ref. seq.)
JcvC412901 CHAB 4129 PX410089 e seq(}p

Jacksonvillea apicu 410090 (type seq.) species 4.1.1B
Hormoscilla spongel 09

Hormoscilla sp GUMO007 FFBOOOOOOOO rrnA (draft genomeb

uncultured Hormoscilla sp. 8e647e88-4706-4a17-b8b9-b52c092b67df 0Z001295 rrnA

metagenome
metagenome,

k Jnculture_ﬂ Hormoscilla sp. §e2é7e88 -4706-4a17-b8b9-b52c092b67df 0Z001295 rrnB
9 scilla spongeliae - EF337060
scilla spongeliae S104-46 EF537061 }(szgemes 44.1A
§ scilla spongeliae S104-40 EF537057
wff Hormoscilla spor 33P1 AY615502
| Hormoscilla sp GUM202 RFFC00000000 rrnA (draft genom 2
wj| Hormoscilla sp. GM7CHS1pb JACONN0000000 0 rrnA (draft genome) species 4.4.1C

ormoscilla spons%ellae KR04-1 EF537054
JACOMV000000000 rrnA

ormoscilla sp. SP5CHS1 JACONAOOOOOOOOO rrnA}

ormoscilla spongeliae 310P1 AY615504 species 4

Geitlerinema splendidum P014 JQ712602

Geitlerinema splendidum P017_ JQ712599

Geitlerinema splendidum SERB 48 KP890770

Geitlerinema splendidum PSE0519C KP412630

Geitlerinema splendidum CCALA 1004 KT315929 (ref. seq.)

Hillbrichtia pamiria TAU-MAC Cylx 151 OK490 145 (ref. seq.)

Hillbrichtia pamiria TAU-MAC Cyix 152 OK49

Hillbrichtia pamiria TAU-MAC CyIx 153 OK49

ormoscilla sp draft genome)

raft g¢énome)

d

{g?nospecific genus 4.5.1 Geitlerinema

} Eg;)nospecific genus 4.5.2 Hillbrichtia

I

Mlcrocystsaeru lnosa PCC 9806 CAIL00000000 rrnA (type seq. draft genome)
Microcystis sp. 4 CAIP00000000 rrnA (draft genome)
Microcystis sp. MC19 CP020664 rrnA complete genome

! Microcystis sp. MC19 CP020664 rrnB Iete genome
Microcystis aeruginosa NIES-1211 BEI 000 0000 rrnA ( pe seq. draft genome)
Microcystis aeruginosa NIES-2519 BHVO00000000 rrnA (type seq. draft genome)

family 4.2 monospecific genus 4.2.1 Pseudoscillatoria

family 4.1
6) v

family 3.3
(42)

genus 3.3.1 Floridanema
(17)

family 3.4
(14)

family 4.3 genus 4.3.1 Desertifilum
(20)

order 4
(58)

genus 4.1.1 Jacksonvillea
species 4.4.1B
4

family 4.4 genus 4.4.1
(14)

family 4.5
®)




8|

Hillbrichtia
Hillbrichtia

elrterinem
VEGeltlermem
! Hillbrichtia

g

2

£

g

£

g

g

a splienaiaum FokEuUo 190 Kral S
a splendidum CCALA 1004 KT315929 (ref. seq.)
pamiria TAU-MAC Cylx 151 0K490145 (ref. seq.)
pamiria TAU-MAC Cylx 152 OK49

pamiria TAU-MAC Cylx 153 OK49

Microcystis aeru lnosa PCC 9806 CAIL00000000 rrnA (type seq. draft genome)
Microcyst 4 CAIP00000000 rrnA (draft genome)

} Eg;)nospecific genus 4.5.2

§ Mlcrocystssg MC19 CP020664 rrnA {;:omplete genome}

s sp. MC19 CP020664 rrnB complete genome
s aeruginosa NIES- 121 000 0000 rrnA ( {pe seq. draft genome)

s aeruginosa NIES-25 BHVC 0 rrnA
s aeruginosa NIES—25 BHVR 0000000 rrA
s aeruginosa NIES—3804 BJCICOOOOOOO rrnA (type seq. draft genome)
s aeruginosa NIES-44 BBPA00000000 rrnA lStype seq. dratt genome)
s wesenbergii TW10 QQWDOOCOOOOO rrnA (draft genome)

s aeruginosa NIES-2549 CP011304 rrnA (type seq draft genome

s aeruginosa NIES-2481 CP012375 rrnA (type seq. draft genome

s aeruginosa NIES-87 BFACOOOOOOOO rrnA” (type seq. draft genome)
s aeruginosa NIES-87

s aeruginosa TAIHU98 ANKQOOOOOOOO rrnA (t¥Pe seq. draft f?enome)

n

s aeruginosa NIES-3787 BJCHOO 0 rrnA {type seq. dra
s aeruginosa NIES-4264 BHVSODOOOOO rrnA (ty

aft genome

s aeruginosa NIES-3806 BJCJ00000000 rrnA (type seq
s aeruginosa NIES-3807 BJCKO00000000 rrnA

s aeruginosa PCC 9443 CAIJ00000000 rrnA gype seq. draft genome)
Microcystis aeruginosa PCC 9717 CAII00000000 rrnA (type seq. draft genome)
Microcystis aeruginosa HUW 226 DQ460704

Microcystis protocystis VN111 AB666054

Microcystis aeruginosa PCC 7806 JGI rrnA 6aldae seq. draff genome
Microcystis aeruginosa PCC 9808 CAIN0000 0 rrnA (type seq. draft genome)
Sphaerocavum brasiliense CCIBt30
Sphaerocavum brasiliense CCIBt3179 KY460551
Sphaerocavum brasiliense CCIBt3316 KY46!

icrocystis panniformis FACHB 1757 CP011339 rrnA (complete genome)
Microcystis aeruginosa D C 1905 JGI rrnA (type seq. draft gen
Microcystis aeruginosa PC 806SL CP020771 rrnA (type seq. draft genome
Microcystis aeruginosa DIANCHI905 CP089094 rrnA (type seq. draft genome,
Microcystis aeruginosa P AF139300
Microcystis aeruginosa PCC 9432 CAIH00000000 rrnA (ty{)e seq. draﬂgenome)
Microcystis aeruginosa CACIAM 03 MCIH00000000 rrnA (type seq. dra
Microcystis aeruginosa DA14 QQWEOOOOOOOO rrnA type seq dratt genome
Mlcrocystsaerugmosa DA14 QQWE00000000 rrnB (type seq. draft genome
Microcystis aerugi PCC 7941 CAIK00000000 rrnA (type seq draft genome)
Microcystis sp. CC 9804 AF13930
Microcystis aeruginosa PCC 9805 AF139305
Microcystis aeruginosa PCC 7005 AQPYOOOOOOOO rrnA (type seq. draft genome)
Microcystis aeruginosa PCC 9905
Microcystis flos-aquae PCC 981 F 39327
Microcystis ichthyoblabe OBB39802 AJ635433
Microcystis aeruginosa Sj BDSG00000000 rrnA ( tlpe seq. draft genome)
Microcystis flos-aquae TF09 QQWC00000000 rrn

Microcystis aeruginosa KLA2 VTR 000000 rrnA (type seq. draft genome)
Microcystis panniformis MCYS-OBO U541974
Microcystis aeruginosa NIES-98 089032 t eseq)
————— Microcystis robusta VN
Microcystis aeru lnosa SPC ASZQOOOOOOOO rrnA (type seq. draft genome)
Microcystis sp. PCC 7813 M. Gu%%
Sphaerocavum brasnlense CCIB{3094 KY460548 (ref. seq.)
Sphaerocavum brasiliense UFMG 168 KY 605
icrocystis aeruginosa NIES-1123 LC2152 8
crocystis aeruginosa NIES-102 D89033
Microcystis aeruginosa PCC 9809 CAIOOOOOOOOO rrnA (t¥pe seq. draft genome)
crocystis flos-aquae_DF17 QQWB00000000 rrnA (draf genome)
crocystis viridis NIES- 102 AP019314 rrnA 6com Iete? me)
crocystis aeruginosa PCC 9701 CAIQOOOOO 00 rrnA (fype seq. draft genome)
Microcystis smithii CHAB139 GQ4960
Microcystis aeruginosa NIES-98_MDZH00000000 rrnA (t%(pe seq. draft genome)
Microcystis aeruginosa PCC 9807 CAIM00000000 rrnA (fype seq. draft genome)
Microcystis aeruginosa NIES-843 AP009552 rrnA (type seq. dratgenome)
Microcystis aeruginosa Chao 1910 CP097576 rrnA (i pe seq complete genome)
Microcystis aeruginosa TA09 QQWA00000000 rrnA X q. draft genome)
Microcystis aeruginosa 11-30S32 BHVU00000000 rrn (type se . draft genome)
icrocystis aeruginosa NIES-88 JXYX00000000 rrnA (type seq. draft genome)
Microcystis aeruginosa FD4 CP046973 rrnA (type seq. draft dgenome)
Microcystis aeruginosa S—88 P024565 rrn (type seq. draft genome)
Microcystis bengalensis VN486 B666082
Microcystis pseudofilamentosa VN511 AB666084
Microcystis ramosa VN519 AB666085
Microcystis aeruginosa NIES-1082 LC215291

Microcystis aeruginosa NIES-298 BEYQO00000000 rrnA (type seq. draft genome)
Microcystis aeruginosa NIES 298 BEIU00000000 rrnA (type seq. draft genome)
Microcystis aeruginosa NIES-298 CP046058 rrnA (type seq. draft genome)

Microcystis aeruginosa N
Microcystis aeruginosa DI NCHI905 CP089094 rrnB (type seq. draft genome)
Microcystis wesenbergii NIES-11
Synechocystis sp. 2LT05S06 FM 504 s ecies 5.1

Pannus brasiliensis CCIBt3594 JBAFSMO0O0 0000000 rrnA (draft genome)
Fannus brasiliensis CCIBt3594 KF668649

Cyanoarbor violascens C1 KU318400

Cyanoarbor violascens Z5 KU318399 lmonospecific genus 5.1.1.5
Cvanoarbor violascens C2 KU318401 4)

genome

type seq. draft genome;

genome)

Hillbrichtia

pe seq. dra genome;
type seq. draft genome

)

Pe seq. draft genome
s aeruginosa EAWAG127a SRLN00000000 rrnA (type seg draft genome)
r

Bl
Microcystis aeruginosa N ES-2521 BHVQ00000000 rrnA (t ype seq. draft genome)

draft
Microcystis aeruginosa NIES-4285 NZ BIFY0000000$) rrnlg (ty eseq draft genome)

species 5.1.1.1A

Microcystis aeruginosa NIES—2520 BHVPOOOOOOOO rrnA (type seq. draft genome)

Microcystis aeruginosa NIES—4325 BJKPOOOOOOOO rrnA (type seq. draft genome)

} monospecific genus 5.1.1.2
(3)

uncultured bacterium clone LAH72 96 JQ640251

Chlorogloea purpurea SAG 1399 KMO019990 species 5.1.1.3A

Cyanothece aeruginosa SAG 8779 KM019992 (ref. seq.) (3") S genus 5.1.1.3 Cyanothece
Eucapsis minor SAG 1499 KM019991 4

Cyanothece sp. PCC 6910 M Gugger species 5.1.1.3B

Gloeocapsa sp. PCC 7512 M Gugger ] Sfemes 5.1.1.4B

Gloeocapsa sp. PCC 7513 M g ( 3

Chalicogloea cavernicola CCALA 75 JQ967037 (ref. seq.) species 5.1.1.4C

Chroococcus varius K1A-4 PP962261 nus 5.1.1.4 Chalcicogl
Chalicogloea cavernicola Esc1.1_PP849362 (type seq.) ?ge) us 5.1.1.4 Chalcicogloea
Chroococcus sp. 9E-04 FR7! .

Chalicogloea sp. BACA0626 PP847290 srecles 5.1.1.4A

Chroococcus sp. VP2-02_FR798932 (4)

Chroococcus sp. 9E-05 FR798922

species 5.1.1.1A
(85)

genus 5.1.1.1 Microcystis Sphaerocavum
(86)

family 5.1.1
(109)




g Gloeocapsa sp. FCC 7015 M. Gugger (<)

100]

Chroococcus varius K1A-4 PP962261

10 genus 5.1.1.4 Chalcicogloea

1

- Chroococcus sp. FPU101 BLJIO0000000 rrnA (draﬂ genome) species 5.1.1.6B

9

o

e

1) Aphanothec gewaldu SAG 25380 KM019993 s;ecies 5.1.1.6A

Chroococcus sp. 9E-04 FR798921 .
Chalicogloea sp. BACA0626 PP847290 srecles 5.1.1.4A
Chroococcus sp. VP2-02_FR798932 4)
Chroococcus sp. 9E-05 FR798922
of| Cyanoarbor violascens C1 KU318400 "
Cyanoarbor violascens Z5 KU318399 monospecific genus 5.1.1.5
Cyanoarbor violascens C2 KU318401 (4)
o Cyanoaraorvu—- cens C5 KU318402

Eucapsis sp 01 } genus 5.1.1.6

+ Radiocystis sp. JJ30-12 AM710388 kg;’“"s"“'fm genus 5.1.2.1 Radiocystis
g Radiocystis sp. JJ30-3 AM710389

genus 5.1.1.7 Eucapsopsis

it** Rhabdogloea smithii SAG 4791 KM020002 &qenus) 5.1.1.7B J(z)
oeothece tepidariorum PCC 6909 HE97501

oeothece sp. PCC 7109 M Gugger
oeothece sp. PCC 8302 M. Gugger
oeothece membranacea PCC 1 ()%AG 2684) clone 1 MF781049
oeothece membranacea CC G 680 species 5.1.3.1A
oeothece tepidariorum CCA| 1112 clone 7 MF780989 (1p1) o
loeothece tepidariorum CCALA 1114 clone 3_MF781009 genus 5.1.3.1
oeothece tepidariorum ACOI 604 clone 6 MF781021 (14)
oeothece tepidariorum PCC 6909 clone 3 MF781033
oeothece sp. Bad Sachsa AY422695
oeothece sp. PCC 7. g;;
oeothece aeqLatorlaIls SAG 3687 clone 2 MF781059 species 5.1.3.1B
oeothece guizhouensis CHAB 5847 clone 2 PP512748
oeothece sp. HA4964-KK MH481819 species 5.1.3.1C B
Gloeoﬁece S PCC 8803 M. Gugger

OOODND 00000000 "

Gloeothece sp. PCG 8804 M. Gugger } (mss;)nospemflc genus 5.1.3.2

Gloeothece sp. PCC 73108 M. Gugger

Gloeothece aurea CCALA 1111 clone 2 MF781012 s;emes 5.1.3.3A

Gloeothece aurea CCALA 1111 clone 8 MF781017 enus 5.1.3.3
Gloeothece reniformis CCALA 1113 clone 2 MF780996 Sé)ECIeS51 .3.3B (95) us 5.1.3.
Gloeothece reniformis CCALA 1113 clone 3 MF780999

Gloeothece citriformis PCC 7424 CP001291 rrnA (complete genome) species 5.1.3.3C

Gloeothece verrucosa PCC 7822 CP002198 rrnA (complete genome) species 5.1.3.4A } genus 5.1.3.4
Gloeothece tonkinensis Vietnam 01 AB774154 species 5.1.3.4B

)
Hydrococcus sp. CRU 1 1 JAAUOGO000000000 rrnA (draft genome) Jmonospecmc genus 5.1.3.5
Hydrococcus sp. RU_ 2 2 JAAURN000000000 rrnA (‘ raft genome) (2)

eurocapsa sp, PCC 7327 _CP003590 rrnA com Ie e genome genus)

Myxacorys californica WJT24-NPBG17 ON51
r——  Crocosphaera subtrog)lca ATCC 51472 AGJCOOOOOOOO rrnA (draft genome)
Crocosphaera sp. KO30
Crocosphaera subtropica ATCC 51142 CP000806 rrnA Scomplete genome)

Cyanothece sp. ATCC 51142 Drgad rrnB (draft genome
Grocoshhacra Sh. KO38GUs ABOG7A7S
0COSp S| .
Grocosphaera sp. MAL CBOQ2 KJ018699 Sppcies 5:1.4.1A
rocosphaera sp. MAL CB031 KJ018901
Crocosphaera sp. K

MAL CBO J018904

Cyanothece sp. BG0011 PRLHOO:)OOOOO rrnA (draft genome)

Crocosphaera sp. MAL CB05 03

unicellular cyanobacterium SU3 NETF 00000000 rrnA (draft genome)

Crocosphaera chwakensis CCY0110 AAX 0 rrnA (draft me)

Crocosphaera watsonii OceanDNA-b160 CAWRPGOOOOO 000 rrnA (type seq. draft genome)
[—— Cyanothece sp. TW3 A8557945

Crocosphaera watsonii WH 8501 AADV00000000 rrnA type seq. draft genome,

Crocosphaera watsonii WH 8502 CAQK00000000 rrnA (type seq. draft genome

Crocosphaera watsonii WH 0401 CAQM 00000095|’£\A type seq. draft genome;

symbiont of Climacodium frauenfel 0 A
Crocosphaera watsonii WH CAQLOOOOOOOO rrnA ((type seq. draft genome))
Crocosphaera watsonii WH 0402 CAQNO00000000 rrnA (type seq. draﬂ genome

Crocosphaera watsonii WH0003 JGI rrnA_(type seq. drafY genome)

Aphanocapsa sp. HBC6 EU249123 's%e g .
Cnd. Atelocyanobacterium sp. 9 JAKUPS000000000 rrnA (draft genome) ]s&emes 5.1.4.2A
Cnd. Atelocyanobacterium thalassa ALOHA CP001842 rrnA (complete genome)

Cnd. Atelocyanobacterium thalassa S1064986 (UCYN-A) JPSP000 0000 rrnA draft enome)

species 5.1.4.1B
(10)

family 5.1.2
(8)

family 5.1.3
(28)

genus 5.1.4.1 Crocosphaera
(23)

genus 5.1.4.2
} species 5.1.4.2B @)
2

' cyano erium endosymbiont of Braarudosphaerab elowii CPSB-1 AP024987 rrn (complete genome)
s Unid ed endos¥ iont of Epithemia turgida EtSB_AP012549 rrnA (complete genome) Jspecness1 ATA
s unid ed cyanobacterium ESSB Univ Tsukuba AB546731 2
unid ed Rhopalodia gibba symbiont 0 AJ582391 ]s&)emes 5.1.4.7B
#! unidentified cyanobacterium Ré SB Namiki park RG AB546730
o cyano bacterium endosymbiont of Rhopalodia gibberula RgSB AP018341 rrnA (complete Igenome) species 5.1.4.7F

5 J Zehria sp. SKTU126 AB06758

o[ cyanobacterium endosymbiont of Epithemia clementina EcSB NZ_CP123991 rrnA (com
Cyanobacterium sp. uoEpiScrs1 0X373462 rrnA (complete genome ]S ecies 5.1

Cyanobacterium sp. UOEpiSc X373462 rrnB (complete genome;

unicellular cyanobacterium SU2 NEED00000000 rrnA (draft genome) species5.1.4.7E

Crocosphaera sp. UHCC 019 ? JAYGHP000000000 rrnA (draft genome genus)

=
]
=

{7
W,
by

Zehria sp. SK40 AB067576 s‘Pecies 5.1.4.4A
Zehria sp. KO68DGA AB067580 | (4)

genus 5.1.4.4 Zehria
Zehria sp. KO11DG AB067577 - ®

Rippkaea orientalis PCC 8802 CP001701 rrnA (ref. seq. draft genome

Rippkaea orientalis PCC 8801 CP001287 rrnA éref seq. draft genome; ](Sf)ecies 5.1.4.5A
uncultured bacterium clone FeAsN50 KY287522 species 5.1.4.5B

Aphanothece sta nlna H5 FR848374
Cyanothece sp. PCC 9 M. Gu %

Aphanothece sacrum FPU1 BDQK00000000 rrnA (draft genome
Aphanothece sacrum FPU3 BDQLOOOOOOOO rrnA (draft genome
Chroococcldlop5|sELEGE 06174 083292 } sgecnes 5.1.5.2A

monospecific genus 5.1.4.6 Aphanothece

Pleurocapsa sp. CENA351 KR137572

Pleurocapsa sp. CALU 1126 DQ293994
Pleurocapsa minor SAG 499 AJ344564 femes 5.1.5.2D
Pleurocapsales c anobacterlum ATA3-5Q-K0O4 MG869762 (2)

Pleurocapsa minor UAM 388 JQ070059 Lsg)ecies 5.1.5.2C

Pleurocapsa minor HA4230 clone 2B KC525080 1 species 5.1.5.2F

ete genome) species 5.1.4.7C

genus 5.1.4.7
9)

} genus 5.1.4.5 Rippkaea
3)

Pleurocapsa sp. PCC 8959 M. Gugger _species 5.1.5.2B (g1e2r;us 5.1.5.2 Odorella Pleurocapsa

species 5.1.5.1A

family 5.1.4
(51)
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Pleurocapsa sp. CENA351 KR137572

of Xenococcus sp. PCC 7307 AB074510 s_‘)emes 5.1.5.1B

Stanieria sk PCC 7302 KM

& Hyella caespifosa PCC 7516 X7 8681 (ref seq.) species 5.1.5.3E
PCC 7314 AB074511

| \II xosarcina sp. PCC 7312

3t Stanieria sp. NIES-3757 AP017375 rrnA (com lete genome

Chroococci dIOpSIg LEGE 06174 H083 924 }syeéies 5.1.5.2A

Pleurocapsa sp. CALU 1126 DQ293994

Pleurocapsa minor SAG 499 AJ344564 } sgecies 5.1.5.2D

Pleurocapsales ¢ anobacterlum ATA3-5Q- K04 M6869762 (2)

Pleurocagsa sp. PCC 8959 M. Gugger specie 5.2B genus 5.1.5.2 Odorella Pleurocapsa
Odorella benthonica CalAg792 clone 1 M 702368 (ref seq.) species 5.1.5.2C (12)

Pleurocapsa minor UAM 388 JQ07005 s 19

Odorella benthonica CalAg792 clone 2 MH702369 (ref. seq.

Pleurocapsa fuliginosa HA4302-MV1 clone 7c JN 8 285 _(ref. squFspe0|e551 .5.2E

Pleurocapsa minor HA4230 clone 2B K s;ecles 5.1

Pleurocapsa minor HA4230 clone 2C KC52 i

Pleurocapsa sp. FMAR1 OY762512 rrnA (complete genome) species 5.1.5.2G

Pleurocapsa sp. PCC 7320 M. Gugger

Pleurocapsa sp. PCC 7321 M. Gi ugger species 5.1.5.1A

Pleurocapsa sp. PCC 7322 M.Cu(?oq0 @) genus-species 5.1.5.1
Pleurocapsa sp. PCC 7319 LVL 00000 rrnA (draft genome) 6)

Pleurocapsa sp. LEGE 181225 PQ515111

species 5.1.5.1A
(22)

p.
Chroococcales cyanobacterium E34 P,

Chroococcales cyanobacterium_E36 PX711226

Xenococcus sp. S1-5 OR103356

+ Dermocarpella incrassata PCC 7326 gSAG 2984) AJ344559 (genus)
Dermocarpa sp. MBIC10056 AB058218 species 5.1.5.3A
Dermocarpa sp. MBIC10768 AB058287 f

Dermocarpa s MBIC10001 AB058199

gttanlerla Sp. quz OR10 3330 9 species 5.1.5.3B
anieria s -
Stanieria s,',’ PCC 7304 AB% 2:3%}3 Zs species 5.1.5.3C e 51.5.3 Hyella

} s;ecies 5.1.5.3D
enococcus sp. PCC 7306 M. Gugger

Waterburya agarophytonicola Kl4 0K04428 species 5.1.5.3F
Waterburya agarophytonicola K14 MW113706

Pleurocapsa sp. A
Pleurocagsa sp. PCC 731 gu&%er {gf"“pec'f'c genus 5.1.5.4

AJ
Chroococcopsis sp. LEGE 07187 H0832904 J monospecific genus 5.1.5.12 family 5.1.5
xxosarcma sp. CC 7325 AJ344562 (2) (76)
Chlorogloea sp. PCC 7330 M. Glé‘%qer (%;
(érl‘llondrocyséls sp. NIEEB“;\I%SA%QB) MNrarznzA g:omplete genome genus)
roococcidium s, —
Stanieria cyanosph%era SAG 3387 M019986 monospecific genus 5.1.5.11 Stanieria
Stanieria cyanosphaera PSRCEW WH-7 KR758749
Foliisarcina bertiogensis CENA333 KT731153 (ref. seq.)
Foliisarcina bertiogensis CENA346 KT731162 species 5.1.5.6A
Foliisarcina bertlogen5|s CENA337 KT731155 (5’; e
Chroococcus minor NTDV53 KM657213 enus 5.1.5.6 Foliisarcina
Gloeocapsopsis crepidinum BDU 20121 KM350251 species 5.1.5.6B 99) -9
Myxosarcma sp. GI1 JRFE00000000 rrnA (draft genome, species 5.1.5.6C
Myxosarcina sp. GI1 JRFEOOOOOOOO rrnB_(draft genome; (3?) e
uncultured cyanobacterium Gl-1 JN20262

Foliisarcina bertiogensis CENA331 KT731151 species 5.1.5.6D

Cyanoplacoma adriatica 2020-MF12 LC6427 .

Cyanoplacoma adriatica 2020-MF30 LC642729 monospecific genus 5.1.5.13

Cyanoplacoma adriatica 2020—MF33 LCG42730 (4)

Cyanop a adr dl ca 2020 M C

Hyella pate| es LEGE 071 # Jgenus 5.1.5.14

Hyella pate LEGE 071 79 CAACVJ000000000 rrnA glraft genome genus) )
hroococcidiop 8 CC 6712 JGI rrnA  species 5 Jgenu55.1.5.8

Pleurocapsa sp. PCC 7324 M. Gug specles 5.1.5.8

uncultured cyanobacterium clone 062 FJ358910 s;emes 5.1.5.9A

uncultured c\‘anooacterlum clone SO78 FJ358911

uncultured clone bac241c JX504371 (ﬁecles 5.1.5.9B

uncultured cyanobacterium clone RODAS—076 JF344054
Xenococcus sp LEGE 181208 PQ515110
Xenococcus spongiosum TAU-MAC 0615 KY744806
Xenococcus spongiosum TAU-MAC 1915 MN833628 species 5.1.5.9C
Xenococcus schousboei PCC 7305 ALVZ00000000 rrnA (ref. seq. draft genome) @)
uncultured bacterium_clone bac174cb JX504499
Synechocystis aquatilis NTDV12 KM657206 .
gtzn S:zg%anli?é h7a4%rg ﬁlKgéC SCTB211 MF405388 (s‘%e0|e55.1.5.10A genus 5.1.5.10 Stanieria Synechocystis
Stanieria cyanosphaera_P! #4%7 CP003653 rrnA (type seq. draft genome) ®
% spemes 5.1.5.10B

Chroococcopsis gigantea SAG 1 MO01998 1{ref seq. genus) B
Prochloron didemni P1 JGI rrnA ‘t){‘pe se% draft genome
uncultured Prochloron sp. clone H 57950
Prochloron didemni P3-Solomon AFSK00000000 rrnA gtype seq. draft genome)
Prochloron didemni P4-Papua_New_Guinea JGI rrnA (type seq. draft genome)
Prochloron didemni P1 JGI rrnB type seq. complete genome enus 5.1.5.10
Prochloron didemni P1 JGI rrnC gpe seq complete genome ?11)
uncultured Prochloron sp. clone LV 1266
uncultured Prochloron sp. clone AO-101 DQ35796

uncultured Prochloron sp. clone HW-6 DQ357949
Prochloron didemni eOb542ec-6849- 4844—89b9 41a3d830f4e0 CAWUFF000000000 rrnA (type seq. draft genome)
Prochloron didemni eOb542ec-6849-4844-89b9-41a3d830f4e0 CAWUFF000000000 rrnB (P(pe seq draft genome)
Cnd. Paraprochloron terpiosi LD05 CP073341 rrnA (complete genome ]monospecl cgenusS 13
Cnd. Paraprochloron leBr;();:ogl Ik[ﬁJQISCF8’073341 rrnB (2)

genus 5.1.5.9 Xenococcus
)

complete genome

g:roococcus Sh: gﬁWBGﬂs KU513783
rooCOCCUS S ifi
Chroococcus sg CAWBG126 KU513784 Eg?nospeclflc genus 5.1.6.2
Chroococcus sp. CAWBG110 KU51
Chroococcus turgidus HUW 799 DQ460703 Esherbarlum
°F Gomphosphaeria aponina SAG 5296 KM01999 enus
epeicsthons fholews WAt iniclne o inaisie os 51100
r ochroococcus tibeticus clone species J5.1.0.
Crzgtochroococcus tibeticus YW-2019b TP2017164 clone 02 MN215483 (ref. seq.) } (AP) ?se)nus 5.1.6.14 Cryptochroococcus Pseudochroococcus

Cryptochroococcus tibeticus YW-2019b TP2017165 clone 01 MN215
Pseudochroococcus couteii PMC 88514 MT985488 (ref. se%g emes 51 6.14B o
Neochroococcus gonggingensis CHAB4018 clone 1 MT011 0 (ref. seq } monospecific genus 5.1.6.12 Neochroococcus
Neochroococcus gongglngensm CHAB4018 clone 3 MT011392 (ref. seq (2)

Chroococcus cf. membraninus CCALA 054 GQ375049 species 5.1.6.10A

Cryptococcum komarkovae PMC 1154.19 MW405071 :f

genus 5.1.6.10 Cryptococcum
Cryptococcum komarkovaum CCALA 054 MFO 2346 )]

Cryptococcum brasiliense CCIBt3410 MF072345 (ref. seq.) species 5.1.6.10B
Inacoccus carmineus CCIBt3411 FO72347 (ref. seq.)
Inacoccus carmineus CCIBt3418 MF072348 species 5.1.6.3A

Inacoccus carmineus VCA-255 OR326673 (type seq.) (4) genus 5.1.6.3 Inacoccus
Inacoccus sp. AICB1013 KJ746508 (6)

==
T
O

family 5.1.6
(58)

suborder 5.1
(575)




14| Cryptococcum komarkovae PMC 1154.19 MW405071

Chroococcus cf. membraninus CCALA 054 GQ375049 } s:;)ecies 5.1.6.10A
Cryptococcum komarkovaum CCALA 054 MF072346 ©

genus 5.1.6.10 Cryptococcum
(4) family 5.1.6
(58)

: species 5.1.6.3A
@)

Inacoccus sp. AICB1013 KJ746508 .
%} Gloeocapsa sp. PCC 7007 M. Gugger ]s;emes 5.1.6.3B

genus 5.1.6.3 Inacoccus
(6)

¢! Gloeocapsa sp. PCC 9440 M. Gugger
© Chroococcus sp. CCALA 057 GQ375045 .
Chroococcus sp. JUCV_AM710385 sremes 5.1.6.4A
| Chroococcus minutus CCALA 055 GQ375047 4) enus 5.1.6.4
«| Chroococcus sp. CCALA 701 GQ375046 . ?6)
Chroococcus turgidus AICB61 KJ746515 ]syecles 5.1.6.4B
Chroococcus cf. turgidus CCIBt3508 MF072352
Chroococcus sp. CCALA 702 GQ375044 species 5.1.6.5A Jgenus 5.1.6.5
Gloeocapsa sp. PCC 7501 M. Gugger SEH.!-:; 5.1.6.5B | (2)
Chroococcus subviolaceus CCIBT3505 MF072350 ]sgemes 5.1.6.9A enus 5.1.6.9
Chroococcus subviolaceus CCIBt3506 MF072351 (2) &) s
Chroococcus subviolaceus CCIBt3549 MF072353 species 5.1.6.9B

Gloeocapsa sp. PCC 73106 ALVY00000000 rrnA (draft genome genus)

Johannesbaptistia pellucida kopara-GC AJ621836 species 5.1.6.11B ] enus 5.1.6.11
Johannesbaptistia floridana BLCC-M67 MT321576 species 5.1.6.11A ?2)
1 } monospecific genus 5.1.6.7 Limnococcus

uncultured bacterium_clone B07-41-BAC GQ340127 (2)
Chondrocystis sp. PCC 7333 M. Gu&%er J monospecific genus 5.1.6.8
Chondrocystis sp. ANTLH59B1 AY493599 (3]
1w~ Cyanobacterium a%onlnum FACHB-4101 JACJRR000000000 rrnA (draft genome) 1 1 1
Cyanobacterium aponinum ETS-03 AM238427
Cyanobacterium aponinum PCC 10605 CP003947 rrnA (complete genome)
Cyanobacterium aponinum IPPAS B-1201 PEBC00000000 rrnA (draft genome)
Cyallu.ml.iel um aponinum 021ﬁ WMIA00000000 rrnA (draft genome)
Synechococcus elongatus strain Ramsar JQ771323
uncultured bacterium' clone PHS5 KX062019
Cyanobacterium aponinum 179053
anobacterium aponinum AL20115 CP138348 rrnA (complete genome
anobacterium aponinum AL20118 CP149437 rrnA (complete genome species 5.1.7.4A enus 5.1.7.4 Synechocysti
anobacterium aponinum UTEX 3222 CP141255 rrnA (complefe genome, (20) ?21)”5 -1.7.4 Synechocystis

erium aponinum UTEX 3222 CP141255 rrnB (complete genome
erium apo m AL20118 CP149437 rrnB (complete genome
erium apo AL20118 CP149437 rrnC completetgenome
erium aponinum UTEX 3222 CP141255 rrnC (complete genome)
oi———— Cyanobacterium sg. MCCB 115 KM275589
100 Cyanobacterium sp. MCCB 238 KM275590
uncultured Cyanobacterium sp. clone Fardillapur JX023443
Cyanobacterium sp. Dongsha4d NZ CP084098 rrnA (complete genome
‘%l Cyanobacterium sp. Dongsha4d NZ_CP084098 rrnB (complete genome B

0000000

100|

=] Synechocystis sp. PCC 9115 M. Gugger
! Synechocystis sp. SAG 3792 _KM020010

Synechocystis sp. PCC 8010 M. Gugger species 5.1.7.1B
Synechocystis sp. PCC 8931 M. Gugger @)
Synechocystis sp. PCC 9220 M. Gugger
Geminocystis sp. NIES-3708 AP014815 rrnA (complete genome) species 5.1.7.1C
Geminocystis papuanica PAP1 EF555569
Synechocystis sp. PCC 6701 M. Gugger species 5.1.7.1A
Synechocystis sp. PCC 6808 M. Gugsqzer (4)
Geminocystis sg. NIES-3709 AP014821 rrnA (complete genome)
wdf uncultured cyanobacterium GPENV21 DQ512811
ol uncultured cyanobacterium GPENV133 DQ512832 species 5.1.7.2A
Cyanobacterium sp. THH KC621874 (5") Sl
wll Synechocystis sp. PCC 9218 M. Gli%%er genus 5.1.7.2
wff Geminocystis sp. CENA526 KF246 .

uncultured cyanobacterium GPENV11 DQ512807 ]s;emes 5.1.7.2C
I uncultured cyanobacterium GPENV46 DQ512820 (2)
Synechocystis sp. PCC 6804 M. Gugger ?)ecles 5.1.7.2B
gemmﬁcysuts url |sg¢():vcz-139<8:1/-\Lh# 2375 MT463170

nechocystis sp. . Gugger -
=Y Synec¥10_ ysﬁs sp. PCC 6711 MoGugger E‘;;’"“pe""'c genus 5.1.7.3
Geminocystis urbisnovae CALU 1801 463172
°' Synechocystis sp. PCC 9027 M. Guqqer
10 Cyanobacterium sg. CR_23M_EF545611 (genus)
i Synechococcus sp. AICB1016_KJ746511
wdl Synechocystis sp. AICB51 KJ746512

«f Cyanobacterium sr. CENA527 KF246493 species 5.1.7.6A
wdl Cyanobacterium stanieri PCC 7202 _CP003940 rrnA (ref. seq. complete genome) (8)

Cyanobacterium stanieri LEGE 03274 JADEWCO000000000 rrnA (type seq. draft genome) genus 5.1.7.6 Cyanobacterium
188 Synechococcus sp. PCC 8806 AF448077 (12)
uncultured bacterium clone Y8-3 KF912998
# Cyanobacterium sp. IPPAS B-1200 LWHCO00000000 rrnA (draft genome)
wf uncultured bacterium clone SINI1030 HM126696

Cyanobacterium sp. HL-69 CP024912 rrnA (Scomplete genome)
' uncultured bacterium clone SINH445 HM128012
0| Merismopedia gigas MiG12 PV75530 ]
| Merismopedia gigas MiG17 PV755309
o/ Merismopedia convoluta K-2MCo1 PV613814

Merismopedia sepulta 4MG2 PV755363
¥ Merismopedia sepulta 4MG6 PV755364

Microcrocis obvoluta 2MC PV755378 monospecific genus 5.1.7.22 Microcrocis Neomerismopedia
Microcrocis obvoluta 3MC3 PV755385 (14)

} monospecific genus 5.1.7.5 Geminobacterium
4

genus 5.1.7.1 Geminocystis
9)

3

species 5.1.7.6B
4

2~ Meriesmobedia vanaoorii M10 PV755370




.RP‘ Merismopedia sepulta 4MG6 PV755364
1~ Neomerismopedia abscondita 3ME4 PV755274 (ref. seq.)
Microcrocis obvoluta 2MC PV755378

Microcrocis obvoluta 3MC3 PV75 5385
Microcrocis geminata MC14 ON426375
Microcrocis geminata MC12 ON426373
Microcrocis geminata MC13 ON426374
Microcrocis geminata MC8 ON426379
wp| Microcrocis geminata MC11 ON426372
Microcrocis geminata MC16 ON426376

%~ Merismopedia vangoorii M10 PV755370
Annamia toxica HOs24 HQ658457 (type seq.)
uncultured cyanobacterium clone wr osc_01 LC130608
o uncultured l.ydnu..:aur: um clone W4359-20 JN646795
Annamia dubia NIES- 4'83 571519
—— Annamia dubia NIES-4383 AP025630 rrnA (com{alete genome)
- Annamia dubia NIES-4383 AP025630 rrnB (complete genome genus)
@' Annamia dubia NIES-4383 AP025630 rrnC (complete genome

uncultured cyanobacterium_clone BFF12 JF929667
W——- Limnothece alkaliphila FACHB-3576 OR162557 (ref. seq.) species 5.1.7
Picosynechococcus sp. L21 BG— K 8

Picosynechococcus sp. PCC 7 951 rrnA (com Iete genome)
cosynechococcus sp. OG1 FXBOOOOOOOOO rrnA (draf me
cosynechococcus sp. PCC 7002 FXWNO00000000 rrnA draﬂ genome)
ynechococcus sp. CC 7002 D88289
cosynechococcus sp. PCC 7003 CP016474 rrnA (complete genome)
cosynechococcus sp. CCMP1630 A
cosynechococcus sp. NKBG042902 BAWSOOOOOOOO rrnA (draft genome)
cosynechococcus sp. PCC 8807 CP016483 rrnA (complete genome)
cosynechococcus sp. PCC 11901 CP040360 rrnA (comFIete genome)
cosynechococcus sp. PCC 7117 CP016477 rrnA (complete genome)
cosynechococcus sp. PCC 73109 CP013998 rrnA (comp Ieteg nome)
cosynechococcus DU 130192 PCGE00000000 rrnA (draft genome)
epto*yngbya sp. PC 7376 CP003946 rrnA écomplete genome)
eptol¥ngbya fragile PCC 7376 ARB_9E289192

oo

rYouvuUuUuUuvo

monospecific genus 5.1.7.22 Mi
(14)

Cyanobacterium sp CENA169 KC695862 2onospecltg c genus 5.1.7.8

species 5.1.7.9A
3)

} species 5.1.7.9B
3)

species 5.1.7.9C

(6)

imnothrix rosea” IAM M-220 (NIES-208) MRBY00000000 rrnA (draft genome)
it Geminocystaceae cyanobacterlum LEGE 181151 PQ515105
Picosynechococcus sp. NKBG15041c BAUB00000000 rrnA (draft genome)
Picosynechococcus sp. NIES-970 AP017959 rrnA (complete genome)
Picosynechococcus fontinalis FG1 MG207959 (ref. seq.)
Picosynechococcus sp. Salton Sea DQ45
4l Picosynechococcus sp. NKBG15041C LC006088
Picosynechococcus sp._T71 .
o Ls(ynec 0COCCUS Sp. i7 AF 448074 Jmonospecmc genus 5.1.7.10
4~ Chroococcale: cyarobacterlum LEGE 11426 KU951883 (2)

ynechocystis sp. PCC 6714 CP007542 rrnA (complete genome)
0| Synechocystis sp. PCC 6805 ABD 1938
ynec IUbybl s sp. PCC 6702 AB041936
ynechocystis sp. CACIAM 05 CP019225 rrnA (complete genome)

ynechocystis sp. PCC 6806 M 0%%

ynechocystis sp. PCC 6803 BAOO 2 rrnA (complete genome)

ynechocystis sp. PCC 6905 M. G

ynechocystis sp. C 7919 M. Gll er

ynechocystis sp. PCC 8906 M. Gugger

ynechocystis sp. PCC 8962 M. Gu ger

ynechocystis sp. PCC 8912 M. Gugger

ynechocystis sp. PCC 8915 M. Gugger

ynechocystis sp. PCC 6803 substr PCC-N AP012277 rrnA (complete genome)
ynechocystis sp. PCC 6803 substr GT-| AP012276 rrnA Lcomp ete genome)
ynechocystis sp. PCC 6803 substr CC AP012278 rrnA (comple e genome)

ynechocystis sp. IPPAS B-1465 CP028094 rrnA (complete ?enome
ynechocystis sp. FACHB-898 JACJ GgOOOOOOOO rrnA édratgenomeg

ynechoc awsp. FACHB-908 JACJTH000000000 rrnA (draft genome

Synechocystis sp. FACHB-929 JACJTI000000000 rrnA (draft genome)

Synecwcystssp. PCC 6803 LT CP073017 rrnA écom plete genome)

1| Synechocystis sp. PCC 6803 substr GT-T_CP094998 rrnA (complete genome)
Synechocystis sp. PCC 6803 D90916 rrnB (type seq. complete genome)

#o| Synechocystis sp. PCC 8805 M

ynechocystis sp. PCC 7201 M.rll N‘

ynechocystis sp. PCC 7339 M. Gugger

ynechocystis sp. PCC 7338 M. Gugger

ynechocystis sp. PCC 7338 CP054306 rrnA

ynechocystis sp. PCC 7338 CP054306 rrnB

°| Synechocystis sp. PCC 7339 CP063659 rrnA

1| Synec |uuyal

sp.. PCC 7719 M .?ED
ynechocystis salina LEGE 06099 EWKO000000000 rrnA (draft genome)
ynechocystis sp. PCC 8932 M. Gu‘?ggr
8} Synechocystis salina LEGE 0615 00 rrnA t(ldraﬂ genome)
o] Synec lul.yal s sp. FACHB-383 JACJT A (dra
nechocystis salina LEGE 00 JAD )0 rrnA (draft genome)
nechocystis sp. LEGE 06083 JAD 00000000 rrnA (draft genome)
1o nec| .u.,yu;sallna LEGE 00041 JADEVWOOOOOOOOO rrnA (draﬂ genome)
6 nec IUbybl S Sp. L GE 07086 HM217067
o) Synechocystis sp. LEGE 06079 HM21 7076 species 5.1.7.11B
ynechoc al S SP. CHAB QH201 7|(()11 clone 01 MT488060

complete genome
complete genome
complete genome

I'I1-

ynechocystis sp. UTEX B 3001 KP76!
ynechocystis sp. CHAB Q 2017021 cIone 02 MT488062
ynechocystis sp. PCC 8974 M. G ?
ynechocystis sp. CHAB QH201702 clone 03 MT488063
Synechocystis sp. CHAB QH2017021 clone 01 MT488061 species 5.1.7.11C
18 nechocystis sp. PCC 7008 M. Gu. gge (12)
|e||>|""p dia glauca SAG 1448-1 4705
Synechocystis'sp. PCC 6902 M. Gugger
Synechocystis sp. PCC 7921 M. G ugger
tis sp ULEGE 06005 Ki 51820

ynechocys
R I ynechocysti

TEX B 3003 KP762.

ynechocyst inuscula SAG 25880 KM019989 JspecI9551-7-11D

ynechocyst sp PCC 8938 M G ger

LII\'—'U 10 wybl PCC 6906

nowella sp. ABGGOS clone 03

Snowella rosea, 1LM40S01 AJ78

nowella litoralis OTU35S07 AJ781039

Snowella litoralis 1LT47S05 AJ781041

Snowella sp. ULC335 QBMS00000000 rrnA (draft genome)
LC151466 8

wmlll

=
[$19:17,1%2)

ﬂﬂ\?r sd)ex:les 5. 1(7) 11E

g

| Coelosphaerium s% G2
nowella sp. CHAB6601 clone 07 M

S 796
Snowella sp. CHAB6606 clone 03 MN796296
r a sp. CHABGGOZ clone 04 MN796288
1 alla en RAANA clone 02 MIN79629Q%

species 5.1.7.11A
(38)

monospecific genus 5.1.7.12 Snowella
(10)

monospecific genus 5.1.7.7 Annamia
(5)

genus 5.1.7.9 Picosynechococcus
(23)

genus 5.1.7.11 Synechocystis
(54)

family 5.1.7
(209)




Sy .

oo gnowella sp. AB6603 clone 03 796290
Snowella litoralis OTU35S07 AJ781039
Snowella litoralis_1LT47S05 AJ781041
Snowella sp. ULC335 QBMS00000000 rrnA (draft genome) monospecific genus 5.1.7.12 Snowella

| Coelosphaerium s% G2 LC151466 (10)

nowella sp. CHAB6601 clone 07 MN796286

4
/4

nowella sp. CHAB6606 clone 03 M J
nowella sp. CHAB6602 clone 04 M

onhowella sp. CHAB6604 clone 02 MN796293
9!\88 Coelomoron pusillum AICB1012 KJ746507

.. Woronichinia naegeliana WA131 CP073041 rrnA }g;’"“pecmc genus 5.1.7.13 Woronichinia
Merismopedia glauca OBB39S01 AJ781044 } monospecific genus 5.1.7.14 Planktopedia
ol Merismopedia glauca CCAP 1448/3 HF678499 @
Synechocystis sp. CCALA 700 GQ37504
Spirulina sp. LEGE 11439 KU951804 } s:?ecies 51.7.17A

(3)

Spirulina sp. MPI S4 Y18792
Spirulina subsalsa P7_AF091109

9077
Spirulina major CCY15215 JACSWAO000000000 rrnA (type seq. draft genome) species 5.1.7.17B

Spirulina sp. CCC Snake P Y-85 Y18793 species 5.1.7.21B
Spirulina subsalsa FACHB351 FJ8266: monospecific genus 5.1.7.16
pirulina subsalsa FACHB-351 JAIHOM000000000 rrnA (draft genome) @) P g e
Spirulina subsalsa PCC 9445 ALVR00000000 rrnA (draft genome)

Spirulina subsalsa M-223 AB003166 (genus)

Ssgii:bjlliir?aa ssg ('\:A&I:sé;azlggig 3 Y18790 monospecific genus 5.1.7.18 Halospirulina
Spirulina sp. EEW1 HQ008224 ®

gpirulina majoGrLFs’%%GI'i:L%“.é?hrrnA (type seq. draft genome)
irulina sp. - -
Spirulina subsalsa CCAP 1475/2 HF678507 fanospecific ganus §.1.7.19 Spirulina

[=1

“|; Chlorogloea sp. CENA150 KC695844 ]&enus 5.1.7.20
«| "' Chlorogloea sp. CENA152 KC695846 )

il Phormidium sp. LEGE 07162 _HQ832899 } (s‘{:y)ecies 5.1.8.1A

1" Lusitaniella coriacea LEGE 07157 JADEWZ000000000 rrnA (type seq. draft genome) species 5.1.8.1B
u:i Anagnostidinema sp. LD27 KT315931

%! Microcoleus sp. GA_180221_E-2-1-MAG-45 12 JAIMKT000000000 rrnA (draft genome)

Geitlerinema carotinosum AICB 37 AY423710 species 5.1.9.1A
w| Anagnostidinema Sé) CCM-UFV064 MG563375 (1"1)
0| Geitlerinema sp. PCC 8907 M. Gugger

mu_ Geitlerinema sp. PCC 9222 AF317510

w| Anagnostidinema amphibium MK80 KT315947 species 5.1.9.1B
[ Anagnostidinema carotinosum P013 JQ712598 (6)
Anagnostidinema amphibium HA4216-MV1 KC525097
" Anagnostidinema amphibium JR21 KT315945
b~ Amazoninema SE. BFS2HR30 0Q647421
il Loriellopsis sp. BFS1LP10 0Q647246
1wl Amazoninema sp. BFSTHP8 0Q647185 species 5.1.9.7
Nodosilineaceae cyanobacterium S1-E LC890353 6)
uncultured cyanobacterium SHWN_night2 FJ745191
Cyanobacteria bacterium J06582 2" JBECBBO0000000000 rrnA (met %enome genus)
Otohimella japonica plastid LC093492 ]monospeclflc genus 5.1.9.
Otohimella japonica plastid LC093491 (2
Porphyra umbilicalis chloroplast MF385003 rrnA (complete genome) Jmonospeciiic genus 5.1.9.4
1o Porph"rﬁx pur, ltlrea chloro;l)la?.tdlil\léllgiéozl7 GIIan(ics%r{lgslete genome) 2
phora tetracyanea plasti - -
«f| Cyanophora bilobg’ plastig UTEX 2766 LN735522 }'";’"°Spe°"'° genus 5.1.9.2
ol Cyanophora paradoxa Cyanelle U30821 rrnA (complete genome)

=2

= = =
o

(2)
<
o,
=3
=}

hof Cyanoptyche gloeocystis’ Cyanelle SAG 3490 AM084275 {genus) .
I~ Gloeochaete wittrockiana plastid SAG 4684 LN73552 ] monospecific genus 5.1.9.3
! Gloeochaete wittrockiana plastid X82495 2

st Glaucocystis nostochinearum Cyanelle X82496 (genus) species 5.1.9
Planktothrix sp. 49 AJ133167 1
Planktothrix agardhii NIVA-CYA 15 AVFS00000000 rrnA (type seq. draft genome)

Planktothrix sp. CYA127 AJ133168
Planktothrix rubescens 82 OW445656 rrnC (complete genome)

Planktothrix agardhii PCC 10110 CAJCFV000000000 rrnA (type seq. draft genome)
Planktothrix aggrdhu 758 LR882949 rrnB gy e seq. draft genome)
Planktothrix rubescens 108 LR882941 rrn &:omp ete genome)

Planktothrix agardhii NIVA-CYA 56/3 AVFY00000000 rrnA (draft genome)

Planktothrix rubescens NIES-1266 FJ184421
Planktothrix rubescens NIVA-CYA 55 AB045937

anktothrix prolifica NIVA-CYA 98 AVFZ00000000 rrnA (draft genome)
anktothrix rubescens NIVA-CYA 407 AVFW00000000 rrnA (draft genome)
anktothrix prolifica NIVA-CYA 406_AVFV00000000 rrnA (draft genome)
anktothrix rubescens PCC 7821 CZCZ00000000.2 rrnA (draft genome)
anktothrix rubescens CCAP 1459/14 GQ995000

anktothrix agardhii 758 LR882949 rrnA Aty e seq. draft genome)
anktothrix rubescens 108 LR882941 rrnA “(complete genome’

anktothrix rubescens 82 OW445656 rrnB (complete genome,

species 5.2.1.1A
(45)

TUUTVUTUUUT

nechocystis sp. PCC 6906 M. Gugger Species 5.1.7.11E 4

| Synechocystis sp. LKSZ1 AP031572 rrng (complete genome) }m?nospecific genus 5.1.7.15 Synechocystis

Spirulina subsalsa NIES-527 LC 35 J(szp)ecies 5.1.7.17B

genus 5.1.7.21 Thermospirulina
3)

genus 5.1.7.17

family 5.1.8 genus 5.1.8.1 Lusitaniella
(5)

family 5.1.9 genus 5.1.9.1 Anagnostidinema Olisthonema
17)




anktothrix prolifica NIVA-CYA 98 AVFZ00000000 rrnA (draft dgenome)
anktothrix rubescens NIVA-CYA 407 AVFW00000000 rrnA (draft genome)
anktothrix prolifica NIVA-CYA 406_AVFV00000000 rrnA é raft genome)
anktothrix rubescens PCC 7821 CZCZOOOOOOOO 2 rrnA (draft genome)

an rix rubescens CCAP 1459/14 GQ995000

an| x agardhii 758 LR882949 rrnA Aty e seq. draft genome)

an| rix rubescens 108 LR882941 rrnA "(comp! ete genome species 5.2.1.1A
an rix rubescens 82 OW445656 rrnB (complete genome (&) e

TYUUVUTIUTUT

0000

anktothrix agar 1025 JAJDMS000000000 rrnA (type seq. draft genome)
anktothrix agard NIES- 20 AP017991 rrnA gtype seq. draft genome

anktothrix agardhii PCC 7811 LR882969 rrnA (type seq. draft genome
anktothrix agardhii PCC 7811 LR882969 rrnB (type seq. draft genome;

TUUTU

anktothrix agardhii PCC 7805 L0018304 rrnA (type seq. draft genome)

anktothrix suspensa NIES- 3736 003 9

anktothrix suspensa
3
O

G 581 KMO019!
an rix agardhii NIVA-CYA 126/8 ASAKOOOOOOOO rrnA (type seq. draft genome)
an rix sp. st147 JGI rrnA (draft genome)
an rix sp. 585 JGI rrnA (draft genome)

anktothrix rubescens 82 OW445656 rrnA écomé)lete genome) 4
anktothrix paucivesiculata PCC 9 enus 5.2.1.1 Planktothrix
anktothrix paucivesiculata PCC 96 31 CZCSOOOOOOOO rrnA (draft genome) (993) e
anktothrix paucivesiculata PCC 8954 GQ351576 species 5.2.1.1B
anktothrix sp. PCC 11201 CZCT00000000 rrnA (draft genome) (6)
anktothrix oaucwesnculata PCC 89 26 GQ3515
anktothrix sp PCC 9018 GQ35157
anktothrix jranjca ASSSA clone 1 MF360984 ]sgemes 5.2.1.1C
anktothrix iranica ASSBA clone 2 MF360985 (2)
anktothrix spiro| 912972
ANKLONrix spi
dNKLOINrix spiro
ANKLOINrix spiro
ANKLOINrIX SPIrol
P!
P
P

roi

es sx2 HQ912988 (sé))ecies 5.2.1.1D

ANKLotnrix spiro
ankKtothrix spiro.

8065000000
®
[
=
=2
(3]
T I
(s}
©!
=
N
©!
0!
B

ANKLIOINrix spiro
anktothrix spiroides NIES-45 LC096262 order 5
anktothrix pseudagardhii HAB639 GQ457311 (1274)
lanktothrix pseudagar T1-8-

anktothri 1

ankKioinr
anktothr
anktothr
anktothr
anktothri
anktothr
anktothr
anktothr

syecies 5.2.1.1E

59724 :
pseudagardh FJ184386 (sg)emes 5.2.1.1F
pseudagardh 88
anktothrix pseudagardh
anktothrix mougeotii HAB3343 FJ
Snidois mouBol HASds Edidagis
anktothrix mougeotii i
anitothrix mougeolii HAB3348 F.434249 fpocies 5.21.1G
anktothrix mougeotii CMAA15! KY873316
anktothrix mougeotii LEGE 06226 JADEWU000000000 rrnA (draft genome)
anktothrix mougeotii CMAA1564 KY:
anktothrix mougeotii TR1-5 ABO45971
anktothrix mougeotii TR2-4 AB045972
anktothrix mougeotii TK4-5 AB045969 species 5.2.1.1H
anktothrix mougeotii HAB626 FJ184391 (6)
anktothrix mougeotii HABOOZ
anktothrix sp. FACHB-1365 JACJSCOOOOOOOOO rrnA &draft genome)
anktothrix tepida PCC 9214 CZDF00000000 rrnA (draft genome) .

Planktothrix te |da PCC 9214 LR882970 rrn. (complete enome) S‘Pemes 5.2.1.11
Planktothrix tepida PCC 9214 CZDF00000000 rrnB (draft genome (4)
Planktothrix tepida, PCC 9214 LR882970 rrnD glete

XXX X X XX X X X

=5

UUYUUTUUUUUUUTUUUTUU Uy U UUUTUUpUIUUUUUUUUUUU U U DU UUUUUUTUUUT

Q.

Planktothrlx serta PCC 8927 CZCUO000 000 rrn/f\] (draft genome) Jspecies 5.2.1.1J
Planktothrix sp. UVFP1_AJ630646 2

biscaynensis BLCCM96 MT371818 ;
eo ;::35;; b sca¥nen5|s BLCCM97 MT371821 } FRectes 5.2.1.2D
eolyngbya biscaynensis BLCCM69 MT371816 )

eolyngbya arenicola BLCCM52 MT371813 sseCIes 5.2.1.2E

eolyngbya aren pola BLCCM60 MT371815
eolyngbya regalis BLCCM54 MT371824
eolyngbya Ia usa NIbSnb1 LC535000 ?Ie“r;us 5.2.1.2 Neolyngbya

sp. LEGE 181188 PP490699
€0 yllguya P- 188 PQ515104

eolyngbya sp. LEGE 18

eolyngbya sp. FFKU KT1 PQ651 58 .
eolyngbya |rregu|ar|s ALCB114382 KY824054 species 5.2.1.2B

eolyngbya intertidalis Ynbr1 LC535005 fg:nzily5.2.1

olyngbya nodulosa ALCB114383 KY824057 species 5.2.1.2C 4
Affixifilum granulosum BLCCM110 MT371830

Affixifilum granulosum BLCCM117 MT371829

Affixifilum granulosum BLCCM101 MT371833

Neolyngbya granulosa ALCB114378 KY824053 monospecific genus 5.2.1.3 Affixifilum
Neolyngbya sp. sunaimo33 AB863133 (8)

® @

Arthros
rnros
Arthros

ra s? PCC 8005 CAFNOOOOOOOO rrnA (draft genome)

ra platensis C1 (PCC 9438) CM001632 rrnA (draft genome)
ra sp. PCC 8005 F081864 rrnA (complete genome)
Arthros mpatens15 SAG 8679 Ki

Arthrospira sp. TUSD092 TJSD092 CP028914 rrnA (complete genome)
Arthrospira indica PD2002/ana AY575932

Arthrospira sp. 0913F PKGD00000000 rrnA (draft genome)

Ar |lu>a|nlndlca PD1997/ram AY575931
A vt "/10 AVEZEQNQ

TTVTTTT
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filum floridanum BLCCMGZ MT371826
Affixifilum florldanum 825

Arthrospira s? 05 CAFNOOOOOOOO rrnA (draft genome
Arthrospira platensis C1 (PCC 4382)

Arthrospira sp. PCC 8005 F081864 rrnA (complete genome)
Arthros mpatenS|s SAG 8679 Ki

Arthrospira Ssp. TJSD092
Arthrospira indica PD2002/ana AY57!

Arthrospira sp. 0913F PKGD00000000 rrnA (draft genome)
Arthrospira indica PD1997/ram AY5 93

Arthrospira fusiformis ABZOOZ/ 0

Arthrospira maxima CS-328 A 00000000 rrnA glraﬂ genome)
Arthrospira sp. JSD091 LAYTOOOOOOOO rrnA (draft genome)
Arthrospira sp. PCC 9901 EU183352

Arthrospira jenneri EB 9604 GQ18418

Arthrospira erdosensis Inner Mongolla JN831261

Arthrospira sp. Burma 7771

Arthrospira sp.. Mad

=

TV TTT

TTTT

=

Arthrospira platenSIs C1 (PCC 943? CP019998 rrnA (comp
Arthrospira platensis DD

ra fusiformis NRMCF6962 JBFUXN000000000 rrnA
ra platensis DD CP146095 rrnB (complete genome)
ra platensis RRGK-AP KT250929

ra platensis NIE

ra alensis P 9108 D
ra ensis_PCC 7 X75C
ra maxima FACHB438 EF564663

ra platensis Paraca ACSK00000000 rrnA (draft genome)
ra platensis YZ_CP013008 rrnA (complete genome)

ra sp. CH1 MG777138

p
p
o]
pla

'.h.h
.h

ra sp. PCC 9108 CP066886 rrnA (com Iete enome)
ra platensis NIE! 39 AP026945 rrnA

Arthros
Limnospira platensis ESA255 PX
- Limnos |ra maxima FMAS2_PX5.
grinifilum phangngense FFKU-PNG 1—21 PQ733569
grinifilum tloridanum BLCC-M107 MZ127491 (type seq.
grinifilum floridanum BLCC-M119 MZ127493 (type seq.
grinifilum floridanum BLCC-M102 MZ127490 (type seq
grinifilum floridanum BLCC-M120 MZ127494 (type se
igrinifilum floridanum BLCC-M51 MZ127497 S‘ty e seq
filum querandens: Pype seq.)
filum floridanum BLCC-M57 MZ127498 type seq
filum floridanum BLCC-M73 MZ127500 (type seq.
ifilum floridanum type seq.
ifilum floridanum 2127501 (type seq.
filum floridanum BLCC-M85 MZ127502 (type seq.
filum floridanum BLCC-M48 MZ127495 (ref. seq.
filum floridanum BLCC-M50 MZ127496 type seq.
filum floridanum BLCC-M66 MZ127499
inifilum floridanum BLCC M118 MZ127492 Kype seq )
bya sp. PCC 8992 N%ﬂ)
bya sp. CCY1209 JAJE 00000000 rrnA (draft genome)
bya s| PCC 8937 M. Gu

s.n.‘.t.x.n.n.uu‘.n.g(.ﬂ
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Capglllphycusfawceps BLCC-| M137 MZ1274 75

Capllllghycus flaviceps BLCC-

Cyano acteria bacterium J065
Capilliphycus troplcals BLCC—M 06 MZ1274

Lyngbya confervoides BLCC-M349

q ya confervoide:

Cap liphycus tropicalis ALCB114392 M

Capilliphycus tropicalis BLCC-M182 PX634568

| Capilliphycus trop BLCC-M182 PX634567

Capllllphycus sa nus LEGE 221510 PV275283 (type se%%>

———— Capil ||: ycus sp. 21 KF644563 species 5.2.1

(D

Capi Ilphycus sa
Capilliphycus salinus PMC 1106.19 0Q693638 (type seq

' Capilliphycus salinus LEGE 221510 PV275277 u#)e seq

Lyngbya sp. PCC 8106 AAVU00000000 rrnA (dra
Lyng bya aestuarii PCC 7419 AJ00071

qbya aestuarii BL J AUZM0000C( ---m rrnA _;draft genome)
Cap illiphycus guerandensis BLCC-M76 MZ127477
Capilliphycus guerandensis BLCC-M92 MZ127478
Capilliphycus sp. PMC 1121.19 0Q69364

Capllllphycus sp. PMC 1127.19 0Q693649

Capilliphycus sp. PMC 1137.19 0Q693648

Limnoraphis robusta CCALA 966 JN854138

I Sirenicapillaria glauca FFKU-RBBB 15 PV210895

Limnoraphis hieronymusii CN4-3 AB045906 Stype seq.)
Limnoraphis hieronymusii N 929 JN854140 (ype seq.)
Limnoraphis hieronymusii 0Q890715 (type seq.)
Limnoraphis sp. WC205 JAGTJTOOOOOOOOO rrnA (draﬂ genome)
Limnoraphis cryptovaginata 3/Kutnar09 JN8541
Lyngbya majuscula CCAP 1446/4 HQ419207

|ren|cap| aria glauca type seq.
3 1] ] BLCC-M125 MZ127483
Sirenicapillaria glauca FFKU-| RBBB 8 PV210892
Sirenicapillaria Stauglerae BLCC-M121 MZ127486 ref. seq.)
Sirenicapillaria stauglerae BLCC-M123 MZ127488 (type seq.
Sirenicapillaria stauglerae BLCC-M138 MZ127489 (type seq
Sirenicapillaria stauglerae BLCC-M122 MZ127487 (type seq
Sirenicapillaria rigida BLCC-M116 MZ127484 (type seq.
Sirenicapillaria rigida BLCC M134 MZ127485 type seq.
Okeania plumata” BCBC12-21 KC986934
Oscillatoria margaritifera NACS—54 GU724207

Oscillatoria subbrevi SG 04 2
>C|Ilator|a margaritife AC8-55 GU724208

keania SIO117 JAAHGF000000000 rrnA (draft genome)
eauapumata FK12-4 KC986933
eania sp. PNGOS— EU253968
eania sp. BLCC-M348 PX560098
eania lorea FK12 25 C93693

--<n
UJ
>3
>
[
Q
(=}
(=<}
W
NG
.h

70000000

eania sp 1504 LC1

| Py, )

ra pratenss NIES-46 BIMWO00000000 rrnA (draft genome)

01632 rrnA (draft ge)nome)

TJSD092 02828914 rrnA (complete genome)

MG777131
Limnospira fusiformis SAG 8579 CP051185 rrnA (ref. seq. draft genome)
Limnospira fusiformis KN _JACGXW000000000 rrnA (type seti draft genome)
lete genome)

ren v(gomglete o%e
|I:|||||Ua ra tusiformis PMC 851 JBBW 00000 rrnA §!ype seq. draft genome

ra fusiformis PMC 851.14 J'BBWYZOOOOOOOOO rrnB (type seq. draft genome
J type seq. draft genome,

ra platensis NCB002 JARH UMOOOOOOO 0 I’I‘I'IA (dgraft genome)

er
gbya awceps BLCC-M1 BLCC-M137 JBXXJF000000000 rrnA (draft genome)
bya flaviceps BLCC-M230 JBXXJA000000000 rrnA (draft genome)

476
JBCBCI000000000 9rrnA (metagenome)
M349 JBXXJDOOéOOOOOO )rrnA (ref. seq. draft genome)

} sp)ecles 5.2.1.2G
nus ALCB114379 KY824052 (ref. seq.) species 5.2.1.6C

species 5.2.1.6B
(8)

species 5.2.1.6A
®)

species 5.2.1.7A
(6)

s ecies 5.2.1.7B
1%

species 5.2.2.1A
(13)

monospecific genus 5.2.1.5 Tigrinifilum
(19)

species 5.2.1.6E
(1)

genus 5.2.1.7 Sirenicapillaria
®)

monospecific genus 5.2.1.4 Arthrospira Limnospira
(36)

genus 5.2.1.6 Capilliphycus Limnoraphis
(32)

suborder 5.2
4;
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Okeania plumata BCBC12-21 KC986934 1
Oscillatoria margaritifera NACS—54 GU724207
Oscillatoria subbrevis SGBRA J008364
cnllatorla margaritifera NAC8-55 GU724208
keania SIO117 JAAHGF000000000 rrnA (draft genome)
ean apumata FK12-4 KC986933 species 5.2.2.1A
eania sp. NG05— EU253968 (1%) o
eania sp. BLCC-M348 PX560098
eania lorea FK12-25 KC986931
eania sp. 1504-34 LC164723
eania lorea BCBC12-1 KC986932
ydrocoleum glutinosum M2 GU238270
drocoleum glutinosum M34 GU238272
1ol Okeania sp. Odo1 LC155112_ species 5.2.2.1B
Okeania erythroflocculosa FFP12-7 KC986930
Okeania sp. Kiy11 LC534985
A Lyagoyap OIVChsrfg I(-:P16AAJI-?8NI7[;‘050000000 A (draft )
eania s rrn ra enome "

Okeania hirsuta PAB-21-JUN-10-2 KC86937 g fhocies 5224C
Okeania hirsuta PAB-10-Feb-10-1 KC986936 (ref. seq.)
"fl| Okeania sp. 2405-12 LC932088

Okeania sp. SI01H2 JAAHGAO000000000 rrnA (draft genome
‘4l Okeania sp. SIO1H5 JAAHGC000000000 rrnA (draft genome
Dapis sp. PMC110819 0Q693640
Dapis pn NAB11-40 MF061809 s‘Pecles 5.2.2.3D
Dapis pn 4 806 @)
Dapis pnigousa NAB11-16 M .
jydrocoléum glutinosum M17 GU 8276 Js;ecles 5.2.2.3A
Hydrocoleum glutmosum M21 GU238269 (2)
Dapis pleousa” FFP12-2 MF0617 X
Dapis pleousa NAC8-50 GU72 s‘{)emes 5.2.2.3B
Dapis pleousa FFP12-5 MF061798 (ref seq) 4)
i Dapis pleousa FFP13-13 MF0618
Lyngbya sp. MA2 AB857842 specles 2.3C
Trichodesmium hildebrandtii 0 (arb 53) AF091322 species 5.2.2.2C
10odesmium thiebautii 0 (arb 342'54\870 13027 f e

")OQOOOO

genus 5.2.2.1
(23)

o o

genus 5.2.2.3 Dapis

10desmium pelagicum il

10desmium contortum 0 garb 512) AF013028 Sé.)emes 5.2.2.2B

C

C|

~ : .
1 Trichodesmjum tenue 0 (arb genus 5.2.2.2 Trichodesmium

C

C

(¢

10desmium erythraeum ™ 1 CP000393 rrnA (type seq. draft genome)
10odesmium sp. NIBB 1067 species 5.2.2.2A
10desmium havanum F34—5 F5 8 70 @)
it g ceI mium e; thrgeum SHééQ(g 0%399706 herbarium

rocoleum cantharidosmum ifi
| Hydrocoleum lyngbyaceum. HL (L0055299) GU238281 (herbarium) }"‘°“°s|°e°'f'° genus 5.2.2.4
Hydrocoleum majus M5 GU238273
Tenebriella amphibia RMCB19 clone 2 MT756343
Tenebriella amphibia ’Ute Lake f||ament3 MT756337
Tenebriella sp. PCC 9014 M. Gugger
Tenebriella amphibia JM90/15 clone 5 MT756321

PX677580

Oscﬂlatorla Sp. EE
scillatoria san RCASBTAFHS01 PZ280559 monospecific genus 5.2.2.6 Tenebriella
Tenebr aamp-nbla PCC 7515 AF132933 (type seq. draft genome) (12)
Tenebriella amphibia RMCB14 MT756298 f. seq.)
Tenebriella curviceps RMCB17 clone 6 MT 56309
if Tenebriella curviceps S23 clone 10 MT756327
asp Fkv-3 EU196623
Hyoosieunt s ViF1 Frasess 5.2.2.5A
rocoleum s| species
Hydroc eum Igp% yaceum HBC7_EU249124 J }E’enus 5.2.25
ydrocoleum brebissonii HL (L0571047) GU238280 (herbarlum) species 5.2.2.5B
vermlplum |onogollum BLC% ne2 MT321gg; (ref. seq
ermifilum ionodolium
il Vermifilum jonodolium BLGG-M75 MT321594 Species 5.2.2.9A
@' Vermifilum ionodolium BLCC—M38 MT321586
Vermifilum ionodolium BLCC-M32 MT321584
onhi hRetlculonema bollgfggmmkgglﬁn%ggég PQ314729 (ref. seq.). sptsac2iezs75A.2.2.9B
th iophycus aerugineus species 5.2.2. ;
) OBhloBh%’lcus aeruglneus BLCC-M88 MT321581 (ref. seq.) J f }?se)nus 5.2.2.7 Ophiophycus
Ophiophycus aerugineus BLCC-M93 MT321582 = species 5.2.2.7B
Leptochromothrix engenel BLCC-M83 MT321578 (genus)
Laspinema thermale FBCC-A1475 ON775545 (type'seq.) 1
Laspinema thermale HKS5 clone 4 MF360991 . seq.
Laspinema thermale HKS3 clone 1 MF360981
wf| Phormidium sp. LEGE 06072 HM217077
Laspinema lumbricale UTCC476 AF21
| Phormidium pseudogrlestl?l TAC Y4936
Oscillatoria sp. HE XOT 0000000 rrnA (draﬂ genome)
Il Phormidium sp. LEGE 06078 HM
850l"a:orla sp. 588 6401 auM M Gugger
scillatoria s i .
Tychonema%ecoloratum SABC 9901 k807914 fpqyospecific genus 5.23.1 Laspinema
«f| Phormidium cf. formosum P-O E
Phormidium cf. terebriformis KP2003/25 AY575936
Laspinema etoshii KR2008/49 KCO14068
€| Oscillatoria acuminata PCC 6304 CP003607 rrnA {complete genome)
Laspinema sp. D2a JAMXFF000000000 rrnA (draft genome)
Bt | Lasplnema sp. D3b JAMXFA000000000 rrnA (draft genome)
Oscillatoria sp. PCC 8983 M. Gu g
«of| Phormidium terebriforme UAM 408 JN382220
Phorm dlum cf. formosum P-FW EU196625
i IF;hrf m(f:llI terel?_rllsfgismea UA (())95 J5N3%2221 4
of) Perforafilum s i '
Phormidium sS CCY1219 JAJENTOOOOOOOOO rrnA (draft genome) hg;’"“"“"'“ genus 5.2.3 Perforafilum
' Perforafilum tunellii PZ1 MK214466
4 Oxynema thaianum BDU 91992 KX452363
Oxynema thaianum BDU 70493 KX452362
Oxynema thaianum BDU 120161 KX452364
Oxynema sp. AP17 CP051167 rrnA (complete genome)
ff Oxynema sp. AP24 MG694265 monospecific genus 5.2.3.2 Oxynema
Oxynema thaianum BDU 41202 KU958128 (10)
of—— Oxynema thalanum DU 92 071 KU958129
Oxynema thailanum CCALA 960 JF729 J
°Ji Oxynema sp. CENA135 JAEOXHOOOOOOOOO rrnA (draft genome)
f' Phormidium sp. CENA135 HQ730084
! Koinonema pervagatum 37PC MF362670 } sg)ecies 5.2.3.3A

Tenebr

oqauamqo

(=]

?ee)nus 5.2.2.9 Vermifilum

UU

Koinonema pervagatum 61PC MF362671
Koinonema pervagatum 62PC MF362672
Koinonema pervagatum 6 GSPC MF362673 (ref. seq.) species 5.2.3. SB

“ genus 5.2.3.3 Koinonema
(7)

10

family 5.2.2
(71)

family 5.2.3
(49)

suborder 5.2
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Oxynema sp AP24 GG monospecific genus 5.2.3.2 Oxynema
Oxynema thaianum BDU 41202 KU958128 (10)
—— Oxynema thalanum BDU 92071 KU958129

Oxynema thailanum CCALA 960 JF729 J
Oxynema sp. CENA135 JAEOXHOOOOOOOOO rrnA (draft genome)
Ilzhormldlum sp. CE{\IA1 3:?7PCQ Mlgg%gem

oinonema pervagatum |
Koinonema bervagatum 81PG MF362671 }?ec'es 5.2.3.3A
Koinonema pervagatum 62PC MF362672
Koinonema pervagatum 63PC MF362673 (ref. seq.) species 5.2.3.3B
Koinonema sp 503 species 5.2.3.3C
Phormidium sp. ETS-0 5 P051168 rrnA (complete genome) @)
Koinonema sp. EIfPHct20 KM438195

genus 5.2.3.3 Koinonema
@)

Koinonema pervagatum CBMCmn%501 PZ092325 (type seq.)
Planktothricoides raciborskii INBa B045953
;an tothricoides racﬂ:oF;SO# HIIES 207 ABO459%0 (ref seq) ) 52348
anktothricoides s =] rrn draft genome species 5.2.3. c
Planktothricoide: s.'i FACHB-1261 JACJTFOOOOO 000 "OeRC draft genome, ®) g;)"““-z-a-“ Planktothricoides
1 Pan tothricoides sp. FACHB-1370 JACJSKOOOOOOOOO rrnA (draft genome
tothricoides raciborskii NSLA3 A
Osm latoria terebriformis OH-93-ot AF263343 species 5.2.3.4B
Cyanobacteria bacterium SW_12_48 29 PXQA00000000 rrnA édraﬂ genome) 1
Cyanobacteria bacterium SW_6 ZI T1 XQ 00000000 rrnA (draft genome)
—_ Cyanobacteria bacterium QA_1 7 _PXPJ00000000 rrnA (f raft genome)
Cyanobacteria bacterium QH_10 45 56 PXPKOOOOOOOO rrnA (draft genome)
Cyanobacteria bacterium QS™1 48 34 PR00000000 rrnA (draft genome)
Cyanobacteria bacterium QH_848" 20 PXPPO 000000 rrnA draff genome
Cyanobacteria bacterium QS_4 48 99 PXPT00000000 rrnA (draft genome)
Cyanobacteria bacterium QH_3748_40 PXPM00000000 rrnA draft genome
Cyanobacteria bacterium QH”7-48"89 PXPO00000000 rrnA (draft genome
Cyallu Jdb;l‘:l a Jdb;l‘:l um gvs\r%_#%_s‘l 6172 FI;))((FI;SZ%%%%%%%% rrnﬁ (((érafftt genome%
anobacteria bacterium rn raft genome i
C¥dlll} bacteria bacterium SW_5 48 _44 PXQB00000000 rrnA (draft ggenome) Erzlg)nOSpecmc genus 5.2.4.9
Cyanobacteria bacterium QS 5748763 PXPU00000000 rrnA (draft genome)
Cyanobacteria bacterium QS7 48 42 PXPWO00000000 rrnA (draft genome
Cyanobacteria bacterium SW_7_48 12 PXQD00000000 rrnA (draft genome
Cyanobacteria bacterium QS 874854 PXQG00000000 rrnA (draft genome
Cyanobacteria bacterium QS_6_48_18 PXPV00000000 rrnA (draft genome
Cyanobacteria bacterium QS_9 4830 PXPX00000000 rrnA (draft genome
Cyanobacteria bacterium QH 2748 84 PXPL00000000 rrnA (draft genome
yanobacteria bacterium SW_10_48 33 PXPY00000000 rrnA (draft genome)
Cyanobacteria bacterium SW_8 48 13 PXQE00000000 rrnA (draft genome
Cyanobacteria bacterium QH 9748 43 PXPQ00000000 rrnA (draft genome
4| Cyanobacteria bacterium QH" 6" 8 PXPN00000000 rrnA (draft genome E
- Cyanobacteria bacterium QS 8 64 29 PXQH00000000 rrnA (draft genome)
Halothece californica MPI 96P'605 KJ000724 (ref. seq.) Jmonospecuflc genus 5.2.4.4 Halothece

%' Halothece sp. PCyano42 DQO

1] Euhalothece sp MPI 9

(2
Rubidibacter lacunae KOR 151- 2 ASSJOOOOOOOO rrnA (type seq. draft genome)
Cyanothece sp. 109 DQ243688
Cyanothece sp. 113 DQ243689
Cyanothece sp. 115 DQ243690

Dactylococcopsis salina PMC 1177.19_MW405083 Spocies 5241 genus 5.2.4.1
Dactylococcopsi sallna PCC 8305 CP003944 rrnA (complete genome) ®)
Dactylococco| 6714 PQO378

)Sis S
— Cyanothece ESL007 FJ546715
E halothece sp WR7 KY415997 species 5.2.4.1B
H13 AJ000710 species 5.2.4.3C

c
a
pd

wf Halothece sp. PCC 741 CP003945 rrnA_(complete genome) species 5.2.4.3B

‘4| Euhalothece natrono

&

1

2

[
o
o
5
.®
3
o
@

=2

ila Z-M001 EU628548

Halothece sp. PCC 9 11 AJ000709 %peues 5.2.4.3D

Euhalothece SPp- Pl 96N304 AJ0007 J species 5.2.4.3E
Cyanobacteria bacterlu GSLBin1 JAAANX000000000 rrnA (draft genome) 2
Jaaginema Iltorale LECE07176 KR676350

Jaaginema sp. LEGE 181207 PQ515106

Jaaginema sp. LEGE1 1154 ON311284 species 5.2.4.5A

Jaaginema sp. Ik (6) enus 5.2.4.5
Jaaginema sp. C 107318 8 3180 ?9) -2.4-
filamentous cyanobac!erlum ESFC-1 ARCP00000000 rrnA (draft genome)

Euhalothece natronoph Z-M001 CP042326 rrnA (complete genome) J(s;;ecies 5.2.4.3A genus 5.2.4.3
7)

i Jaaginema sp. PerGgm14 KM438189

Jaaginema gemlnatum SM S13 MF351541 } s:?ecles 5.2.4.58
ThrJGé;m18 438187
Gei Ierlnema s, 9228 LNDCOOOOOOOO rrnA %\haﬁ genome) } monospecific genus 5.2.4.6
uncultured bacterium_clone LGNSa2_BC_067 E! (2)
Klisinema persicum SHAFA S10 clone 1 'IVIF348322 ref. s (ig J monospecific genus 5.2.4.10 Klisinema
unidentified Phormidiaceae cyanobacterlum CENA533 KF2 499 3]

- Leptochromothrix valpauliae 'BLCC-M82 MT321579 (ref. seq.)
Sodalinema komarekii PMC 88615 MF579889 1
Sodalinema komarekii PMC 88715 MF579890
Sodalinema komarekii PMC 86414 MF579887
Sodalinema komarekii PMC 86514 MF579888
Sodalinema komarek PMC 86914 MG772676 (ref. seq.)
Sodalinema orleanskyi Ey-1201 MT081571

Phormidium sp. CSSed162cmB_426 SLAY00000000 rrnA (draft genome)
Cyanobacteria bacterium T3Sed10 304 PXCV00000000 rrnA (draft genome)
Geitlerinema sp. P-1104 SMDP00000000 rrnA (draft genome)
Sodalinema komarekii ULC137 OK576191 (type seq.)
Oscillatoria sp. PCC 8989 Gu ger monospecific genus 5.2.4.8 Sodalinema
Phormidium sp. HBC9 (22)
odalinema stali HE10J0 FSSIOOOOOOOO rrnA (draft genome)
Sodalinema stali Schier EF654044
Sodalinema stali CCY9619 MT067567
:)sclllatorla cf. Iaetewrens Baa Osc—1 AF268490
— Phormidium sp. UTCC487 AF218376
Sodalinema gerasmenkoae D0802 MT067568
Oscillatoria sp. SAG 7679 KM019969
Phormidium sp. AB48 CP098611 rrnA com lete O%enome
Sodalinema gerasnmenkoae IPPA! DSO 00000 rrnA (draft genome)
Phormidium 'sp, PBR-2020 CP075902 rrnA (complete genome B
Baaleninema simplex PCC 7105 Arg%tmoooooo rrnA type seq. draft genome)

Baaleninema simplex Flo1 FJ04
Geitlerinema sp. MBIC10006 ABO058: species 5.2.4.7B
Baaleninema smplex FCIlI NRIUOOOOOOOO rrnA (draft genome) (-,p) e
Baaleninema 5|mplex é07 OR889413 (type seq.)
Baaleninema sp. CENA55:

5.24.7

(-

Baaleninema sg CENA556 MF084984
leninema sp. BTM_PX366763

Baaleninema sp. LEGE 181196 PQ515109

B sp. BBD_HS223 DQ680351 ]

=
2

family 5.2.4 (extremophiles)
(95)




Baaleninema simplex PCC 7105 ANFQ00000000 rrnA
Geitlerinema sp. MBIC10006 AB058204

Baaleninema sp. CENA552 MF084980
Baaleninema sg CENA556 MF084984
leninema sp. BTM_PX366763
Baaleninema sp. LEGE 181196 PQ515109
1inema sp. BBD_HS223 DQ680351 .
aleninema sp. BBD_P2b-1 EF372580 species 5.2.4.7A
Geitlerinema sp. W-1"EF154084
Baaleninema sp. BBD_HS217 EF110974

100

Uncultured cyanobacterium 2205-17terukufa LC920485

Microcoleus sp. AT9b-C3 JAUBUROOOOOOOOO rrnA (draft genome)
Oscillatoria sp. PCC 7823 M G ugger

Oscillatoria sp. 327/2 _FJ461

Oscillatoria amoena CCAP 1459/39 HF678512

scil

latoria sp. PCC 7928

ium autumnale CCALA 'Pfﬂi FN

ium papyraceum PACC 8600 Ki

3
770968
crocoleus sp. LEGE 07076 JADEWVOOOOOOOOO rrnA (draft genome)

===23170

Oscillatoria sp.
Phormidium nigroviride Malviya—

Microcoleus vaginatus PCC 9802 CP031740 rrnA
Microcoleus vaginatus PCC 9802 CP146622 rrnA
Microcoleus vaginatus PCC 9802 CP146622 rrnB
Microcoleus vaginatus PCC 9802 CP146622 rrnC

icrocoleus vaginatus FGP-2 AFJC00000000 rrnA
Oscillatoria nigro- Vm7dt'~l;(s)8PCC 7112 CP003614 rrnA

1g JBXGKD000000000 rrnA (draft genome)

crocoleus vaginatus PCC 980 JGI rrnA (type set; draft genome)

complete genome)

type seq. comp

Microcoleus sp. herbarium5 JAUPTD000000000 rrnA (draft genome)
Symploca sp. IsoS JBLILS 000%)0000 rrnA (draft genome)

icrocoleus sp. VKM A
Oscillatoria sp. PCC

Microcoleus sp. PoI12A4 JAUB&\%OOOOOOOO rrnA (draft genome)
Oscillatoria sp. PCC 891 M gg

Microcoleus sp. w2- 18b 1 JAUBOS000000000 rrnA (draft genome)
Microcoleus sp. M2-B5 JAUBRX000000000 rrnA (draft genome)

Cyanobacteria bacterium LSK-4c MZ020202
Phormidium sp. PSU_1120 PZ058576

Microcoleus sp. LAD1_D3 JAU 333000000000 rrnA (draft genome)

Microcoleus sp. MOSTC5

K000000000 rrnA (draft genome)

Microcoleus sp LD10 5700 TP _LN849921
Microcoleus sp. F10-A1 JAUBTD000000000 rrnA (draft genome)
Microcoleus vaginatus HSN003 CP031705 rrnA (type seq. draft genome)

Microcoleus sp. UAM641 Mz6 PV642623

Microcoleus sp. D3 18 C1 JAUBTH000000000 rrnA (draft genome)
Oscillatoria sp. PCC 8914 M. Gu

Microcoleus sp. LD43 5000 EK LN349935

Microcoleus sp. B4-C1 JAUBUC000000000 rrnA {draﬂ genome;

Microcoleus sp. N9 B2 JAUBRD000000000 rrnA

draft genome

Phormidium sp. KUD03 AB094351

Phormidium a’l?ltumnale SAG 7879 EF654084
Tychonema sp. LEGE 0 196 JADEXBO0OC(

Tychonema sp. LEGE 07199 JADEXCO0(
Mychonema sp. LEGE 07203 JADEXD000000000 rrnA

00 rrnA (draft genome
draft genome

00 rrnA %draﬂ genome;

icrocoleus autumnalis VKM AI 384 PZ626870
Oscillatoria sp. PCC 7929 M. G g%
Phormidium corium PMC29907 859
Phormidium setchellianum CCALA 144 JN2303 3
Tychonema sp. LEGE 06208 JADEWT000000000 rrnA draft enome,

Oscillatoriales cyanobacterium PH2015 08U 46 _1
OscnlLatonalesc anobacterium PH2015 07U
n
P ogm¥d|um autumnale Ant-Ph68
Microcoleus antarcticus UTCC47

Phormidium cf. uncinatum CAWB JX088098
Microcoleus sp. ARI1-A1 JAUBV 00000000 rrnA (draft genome)

M
Microcoleus sp. Aus8_D4 JAUBULO0O0O! 000%%0 rrnA (drafthenomeé
00000000 rrnA

sp. CCAP 1446/10 JAIGNIO%OOUOOOU rrnA (draft genome)

AF218373
G 2 23

U’I

Oscillatoria sp PCC 7816

Oscillatoriales cyanobacterlum PH2015 03D 45 235 REA

Oscillatoriales cyanobacterium PH
Oscillatoriales cyanobacterium PH2015_03U_45"

Oscillatoriales cyanobacterium PH2015-04D_45 965 RDZU00000000 rrnA
Oscillatoriales cyanobacterium PH2015"02U_"45 393 REAI00000000 rrnA
Oscillatoriales cyanobacterium PH201)?080840U7845 1042 RDZ0O00000000 rrn

Phormidium cf. uncinatum CYN108 J

Mlcrocoleus sp. UAM639_Mz2 PV642621

Phormidium cf. uncmatum CAWBG529 JX088097

Phormidium autumnale CYN122 JX84703

Microcoleus sp. CAWBG27 JAHREU000000000 rrnA (metagenome)
Microcoleus sp. herbarium12 JAUBOJ000000000 rrnA (draft genome)
Tychonema sp. LEGE 16530 PP490665

Tychonema sp. (cf) SAG 2388 KF417637

Tychonema bourrellyi B0820 JAVCBQO000000000 rrnA (draft genome)

Tychonema bourrellyi FEM_GT323 OR452856
OR08843

Tychonema bourrellyi B0820 4

Tychonema bourrellyl FEM MT1127 LT546476

'_I;y honema bornetii NIVA-CYA 60 LM6514
ychonema bourrellyi FEM GT703 XIRﬂﬂﬂ;\qflmﬂ rrnA (draft genome)

11'y honema sp. K27° GQ324965_species 5.3
yc

WO

honema bourrellyi CHAB663_ MK209091 i
Tylg:"nonema bourrel'yi HAB663 FJ184385 }s:?emes 531.1C

ychonema bornefii NIVA-CYA 95 LM6514

Oscillatoriales cyanobacterium PH2015_01U 44 212 REAP00000000 rrnA

Oscillatoriales cyanobacterium PH2015 01D 44 513 REAYO&OOOOOO rrnA

coleus rus¥1forthu UTCC296 AF218377 species 5.3.1.1

rlIUlllllululllbp. FRN=4AVAV UiV IJdave 11H1HTA bUIII 1CLlC %Ellulllb‘ d ft )
type seq. draft genome

type seq. draft genome)

type seq. draft ?enome)

ete genome
type seq. complete genome
type seq. complete genome

00000 )rrnA
46_. 236 RDYNOOOOOOOO rrnA

2015" 12U 45 315 RDXJ00000000 rrnA
708 REAA00000000 rrnA

Baaleninema simplex_FC Il NRIU00000000 rrnA (draft genome)

species 5.2.4.7B
7

} genus 5.2.4.11 Zarconia
&)

(46)

draft genome
draft genome

draft genome
draft genome
draft genome
draft genome
draft genome)
(draft genome)

species 5.3.1.1H
7

draft genomeg
draft genome

species 5.3.1.1A

species 5.3.1.1B
(32)

] (sy)ecies 5.3.1.1G

g 5.2.4.7
(13)

family 5.3.1 genus 5.3.1.1 Microcoleus
(104)

suborder 5.3
(132)




" 1YCHoricitid Doulicilyl DUO<cU LNUOOS. (7) -
4 Tychonema bourrellyl FEM MT1127 LT546476
Tychonema bornetii NIVA-CYA 60 L

ychonema bourrel Iy| FEM GT703 NXIBOOOOOOOO rrnA (draft genome)
ol Tychonema sp. K27° GQ324965 s&ec es 5.3.1.11

ychonema bourrellyi CHAB663_ MK209091 species 5.3.1.1C
Tylg"nonema bourrellyi HAB663 FJ184385 f R

ychonema bornefii NIVA-CYA 95 LM6514 i
Oscnlatorlales cyanobacterium PH2015 01 U 44 212 REAP00000000 rrnA (draft genome ]sge0|es 5.3.1.1G
Oscillatoriales cyanobacterium PH2015°01D"44"513 REAY00000000 rrnA (draft genome (2)

18 Microcoleus rushforthii UTCC296 AF218377 species 5.3.1.1G

Microcoleus autumnalis CA WBG623 KXOO 02

Phormidium autumnal e CYN127
Phormidium autumnale CYN116 JX847019
i m@croco eus sp. LHM- JJ OR582729 sp)ecies5.3.1.1D

hormidium cf. uncinatum CYN10
hormidium autumnale CYN131 JX847025
hormidium cf. uncinatum CYN107 JX088077
scillatoria limosa SAG 4287 KMO019961 species 5.3.11E
icrocoleaceae bacterium UBA11344 DMYKO00000000 rrnA (draft genome) (3")
& Microcoleaceae bacterium UBA9251 DPL| 00000000 rrnA (draft genome)
ydrocoleum sp. SAG 3887 KM019963 species 5.3.1 E
— "Kamptonema formosum CCG 07 AL 00000000 rrnA (draft genome) 1 1
Oscillatoria sp. PCC 6412 M Cg&;
ol Kamptonema sp. PCC 6506 CACA00000000 rrnA (draft genome)
Oscillatoria sp. PCC 9029 M. G er
Kamptonema formosum P001 2611
o[ Phormidium nigroviride K3 JBSLHBOOOOOOOOO rrnA
Kamrtonema animale K2C-2 PP962269 (type seq.)
Oscillatoria sp. PCC 7926 M Gugger
Oscillatoria sp. PCC 7930 M Gu%er
Oscillatoria lutea SAG 1459-3 KM019965 species 5.3.2.1A
Kamptonema sp. PCC 7926 CASGHX000000000 rrnA (draft genome) (20)
o] Phormidium animale CCAP 1459/6 HF678514 family 5.3.2 genus 5.3.2.1 Kamptonema
Phormidium animale SAG 1459-6 EF654087 (24)
Kami)tonema animale CCALA 761 JQ712644
Oscl latoria sp. PCC 6602 M
Kamptonema animale INDIA 92 221930
"fl Kamptonema sp. BACA0643 PP847291
Kamptonema ahimale CCALA 139 KP221931 (ref. seq.)
4 Kamptonema animale CCALA 771 KP221932
lium formosum POA JQ712603 4
um formosum P0010 J0712600
um formosum P07 JQ712606 species 5.3.2.1B
atoria sp. PCC 7934 M. Gu&;g (@)
Oscillatoriales cyanobacterium R001 MBRE00000000 rrnA (draft genome)
® | Microcoleusiopsis ganfuensis CHAB4138 clone 1 . . . .
Mlcrocoleusmtpsw ganfuensis, CHAB4138 clone 2 OK422507 family 5.3.3 monospecific genus 5.3.3.1 Microcoleusiopsis
'©| uncultured Arthrospira jenneri clone A10 1 MH586776 (4)
(" uncultured Arthrospira Jenneri clone S8 2 MH 4
2 Pseucanabaena galeata CCNP1313 CP1128 74 rrnA 8complete dgenome) 1 1 1 1
Pseudanabaena galeata UHCC 0370 JAYGIE0000000 0 rrnA (draft genome)
Pseudanabaena epilithica UHCC 1008 OP59463
Limnothrix sp. MR1 AJ580008
Pseudanabaena catenata SAG 1464-1 KM020005
Pseudanabaena catenata SAG 25480 KM020004
Pseudanabaena sp. PCC 7408 AB039020
| Pseudanabaena sp. M110S1SP2A07QC JADBWZ000000000 rrnA (draft genome
Pseudanabaena sp. M085$1SP2A07QC JADBWKO000000000 rrnA (draft genome
10| Pseudanabaena I|mnetlca 191132 P 92 39
Pseudanal uclla sp. IMP-BG-631 PX647161
Pseudanabaena sp. Salubria— 1 JALQCR000000000 rrnA (draft genome)

icrocoleus anatoxicus PTRS2 JBBJL)%SB%%OOOOOOO rrnA (draft genome) species 5.3.1.1D

00TV

T

Aa
11d

species 5.4.1.1A
(18)

Limnothrix redekei PCC 9416 ad rrnA %xge seg draft genome)
w| Pseudanabaena sp. 7429 A WB00000 rrn (draftf?enome) species 5.4.1.1C
Pseudanabaena fri glda ULC MLOOOOOOOO rrnA° (draft genome) (28)
Limnothrix redekei” CCAP 1459’29
w0 Limnothrix redeke Meffert 6705 W. Schoenhuber
o] Limnothrix redekei NIVA-CYA 277/1 AB045929
Pseudanabaena sp. UWO311 SJEEOCOOOOOO rrnA (draft genome) species 5.4.1.1B
Arthronema gygaxiana UTCC393 AF218370 species 5.4.1.1B
Pseudanabaena sp. Roaring Creek L| RE00000000 rrnA (draft genome) (:5 e
| Pseudanabaena sp. U 0_SELU000 0 rrnA d(draft genome)
Pseudanabaena sp. w0831 BBJBOOOOOOOO rrnA (draft genome)
«| Pseudanabaena sp. |W0831 KF208379

| Pseudanabaena sp. ULC068 QBMKO00000000 rrnA (draft genome | :

Pseudanabaena sg BC1403 Ponmoooooooo rmA ((draﬂ ggenome)) gepus 5411 Limnothrix Pseudanabacna
of Pseudanabaena sp. 16660 PV2921
| Portococcus catenata NIVA- CYA146 PV263567 4
100 Pseudanabaena suomlen5|s UHCC 1009 OP594632 species 5.4.1.1J
w[— Pseudanabaena sp. Cep Il 6-3 PX596659G+C:
wj Pseudanabaena cinerea 17662 PV292143 (type seq.
w| Pseudanabaena cinerea 17662 PV292143 3
10| Pseudanabaena sp. PCC 7904 M. Gugger species A
m|————— Pseudanabaena sp. PCC 6903 AF132778 species 5.4.1.1F
Pseudanabaena sp. ULC18 ‘QBLS00000000 rrnA (draft genome) species 5.4.1 E
| Pseudanabaena biceps 0153 JA TWAOOODOOOOO rrnA (draft genome) species 5.4.1.1G.
«| Pseudanabaena galeata SAG 1383 KM020003
100 'I;’seu&.au aena sp. dgh15 JF429939 %%eme%5(4 et )
100 seudanabaena S| rrn complete genome, ;
Pseudanabaena Ilpmnetlca WlLD 11 C8 0737 P g species 5.4.1.1H
Pseudanabaena sp. Chao 1811 CP101416 rrnA (complete genome)
8} Pseudanabaena sp. 19980 P 2137

——— Pseudanabaena sp. 0901 3A AB936779
Romeria victoriae CENA123 KP835528

Pseudanabaena sp. M53BS1SP1A06MG JADBWH000000000 rrnA (draft genome :gg;"ys'm
Pseudanabaena sp. M57BS1SP MG JADBWF000000000 rrnA (draft genome species 5.4.1.1H
— Pseudanabaena mucicola Ch 806 CP097329 rrnA (complete genome) (9‘; -
10| Pseudanabaena mucmola PM201405 KR91 97
Pseudanabaena mumcoa RCC10319 PQ037847

| Pseudanabaena yagii GIHE-NHR1_JAAVJL000000000 rrnA (draft genome)

%} Pseudanabaena yagii WILD-57 LC820734 4
| Pseudanabaena limnetica CHAB786 KM386855

.} Pseudanabaena limnetica CHAB792 86856
Pseudanabaena sp. PCC 7704 Dryad rrnA (draft genome)

« Pseudanabaena sp. 1a-03 FR798944 (genus)
Pseudanabaena sp. PCC 6802 PV26 5
Pseudanabaena sp. PCC 6802 _ALVK00000000 rrnA (draft genome) (s‘{;ecies 5.4.1.2B

)
=
@

o] uncultured bacterium clone OTU 3570 KX971142
I Portococcus stanieri PCC 6802 AB039016 (ref. seq.)

genus 5.4.1.2 Portococcus
(6)




FSeudariabaciia mucicoia be1Ud15 rFuUvS/o09/
| Pseudanabaena yagii GIHE-NHR1_JAAVJL000000000 rrnA (draft genome) J J
%} Pseudanabaena yagii WILD-57 LC820734
Pseudanabaena limnetica CHAB786 KM386855
.#)' Pseudanabaena limnetica CHAB792 86856
Pseudanabaena sp. PCC 7704 Dryad rrnA (draft genome)
I Pseudanabaena sp. 1a-03 FR798944 (genus)
Pseudanabaena sp. PCC 6802 PV26 5
Pseudanabaena sp. PCC 6802 _ALVK00000000 rrnA (draft genome) (s4p)ecies 5.4.1.2B

n.

X
=

8

1| uncultured bacterium clone OTU 3570 KX971142
Portococcus stanieri PCC 6802 AB039016 (ref. seq.) i
©l Portococcus lusitanicus LEGE 16609 PP490678 &type seq.) } syecnes 5.4.1.2A
%l Portococcus sanctae-mariae_UPSI_PV263564 (ref.’'seq.) (2)
wf; uncultured bacterium clone Be 057 FR667439
uncultured bacterium clone GBe_037 FR667510
uncultured bacterium clone Llo_036 FR667334 species 5.4.1.4B
uncu }ureg bacterium cIone (BiBeOBOJBFEE{GG?Z4191 f’) e
1od| Unculture: ‘Jdbicl um clone be
| uncultured bacterium clone GBe 059 FR667532 gepus 5:4.1.4 Pseudanabaenococeus
] uncultured Synechococcus clone LC05 JF733415
]| Pseudanabaenococcus habilitatus PCC 7502 PV263566 (ref.seq.)
Synechococcus sp. PCC 7502 CP003594 rrnA com lete genome) species 5.4.1.4A suborder 5.4
Pseudanabaenococcus habilitatus SAG 2 KF417! 57 (ref. seq.) ) (140)
mtSynechococcuss PCC 9635 Dryad rrnA %raft genome)

genus 5.4.1.2 Portococcus
6)

uncultured bacterﬁjm clone MPB2-5 AB630681 (genus)
uncultured bacterium clone Be 061 FR667443 (genus
uncultured bacterium clone MPB1-9 BG30391 SZQenus)
%I Pseudanabaena sp. PCC 7403 AB 0390
wol-_Tumidithrix elongata BACA0141 monospecific genus 5.4.1.3 Tumidithrix
Tumidithrix elongata BACA0141 JAZBJZOOOOOOOOO rrnA (draft genome) &)
hd uncultured bactérium clone RA_019 FN9848
wl— Cyanobacteria bacterium M5B4 PHFO00000000 rrnA (draft genome)
of Thalassoporum sp. PCC 7367 AF091108
uncultured bacterium clone HF8 KR188885
Pseudanabaena sp. PCC 7367 AB03901
1] Pseudanabaena sp. PCC 7367 CP003592 rrnB (complete genome
Pseudanabaena sp. PCC 7367 CP003592 rrnA (complete genome,
i8] Pseudanabaena sp. LEGE 11383 JQ927354
r Thalassogorum sp. LEGE 181203 PQ515112
Pseudanabaena sp. 63-1 EF110976
o Thalassogorum komareki TAU-MAC 1515 MN833625 (ref. seq.) B
r——— Geitlerinema sp. PCC 8948 M. Gugger
Limnothrix sp. CENA110 EF088338
Limnothrix p anktonica CHAB709 JQ004021
Limnothrix planktonica CHAB759 JQ004025
Persinema komarekii BG2 PX058982 (type seq.)
Limnothrix redekei 165a AJ505942
Limnothrix redekei 2LT2SS FM177 93
Jaaginema sp. I'AU- AC 2210 M 0626

monospecific genus 5.4.1.5 Thalassoporum
9)

Jaaginema sp. MAC 0210 MNO0626
¢! Limnothrix redekei LRLZ20PSL1 JAZAQFOOOOOOOOO rrnA species 5.4.2.1A
Limnothrix sp. P13C2 MBRF 00000000 rrnA (draft enome (2”1)
Limnothrix sp. PR1529 NZ LIRO00000000 rrnA raﬂ enus 5.4.2.1 Limnothrix
wj| Limnothrix sp. FACHB-1083 JACJQD000000000 rrnA draft genome) ?25)
Limnothrix sp. :ACHB -406 JACJSP000000000 rrnA raft gehome
Limnothrix FACHB- 88 JACJSNO000000000 rrnA draft genome

N Sp.
Geitlerin Illd sp PCC 9011 M. G %%
t! F CIAM 69d MKG 0000000 rrnA (draft genome)
anktonlca Ofkﬂ PX406118
L|mnot1rxsp CEN 506
w| Jaaginema sp. AU—MAC 0110 MN062656
10 lenothrlx'J) anktonica DH5 KR095583 4
Anagnostidinema amphibium CR1 OM401262 .
l’Ana no: lulllcllla cf. lemmermannii P-G_EU196637 sreCIes 5.4.2.1B
Anagnostidinema amphibium NRERC-450 NMN179486 4)
R Ana nostidinema cf. emmermannll P-SA EU196642
l)nulm)cu.u-:llum S| —AO Red KU720412
1w Geiflerinema sp. PC 8940 Gugger monospecific genus 5.4.2.2
Geitlerinema sp. PCC 7411 lljvﬂg 4)
Toq Limnothrix sp. PMC 106418 823173
%% Ingrithrix praediumpetri CALU1715 PQ480882 (type seq.i

family 5.4.2
(51)

wp| Ingrithrix praediumpetri CALU1934 PQ145754 (type seq
wpl Ingrithrix praediumpetri CALU1713 PQ480881 (type se:
Ingrithrix praediumpetri CALU1711 PQA480880 (ref. seq.
Ingrithrix praediumpetri CALU1750 PQ480883 (type seq.)
Pushkarnema curajae SN2021/02 PQ847012 ( ype seq.)
#{' Pushkarnema curajae AT2016/6 PQ484143 ( )
uncultured cyanobacterium clone AIchlchlca AL64_1_1B_03 JN825309 (genus)
wd- uncultured bacterium XM16S 4 KT201 593 (genus)
Aphanoczg)sa sp. BDU 130052 KM35024 g%
uncultured cyanobacterium clone VERDEA FJ902632 (genus)
of Petrachloros 'mirabilis ULC683 MW172408 (ref. seqz) sg es 5
" uncultured cyanobacterium clone AIchlchlca AQ1 148 JN825308 species 5.4.2.4B
%) Persinema corticola FFKU-DSST13 PZ251058
Persinema corticola FFKU-ACRSD 22 PQ733574
léllsmema skp Espin _I\rlll\',rl/730184?  ME348313 (et (sg)eciesS.A.Z.SB

ersinema komarekii clone ref. se ! !
wd| Persinema komarekii TM/S1 clone 3 chimeric MF34831 ref. seq.) species 5.4.2.3C genus 5.4.2.3 Lagosinema Persinema
Persinema komarekii CBMCmnp292 PZ092321 (type seq.
) Lagosinema tenue NGPC151 clone 4 MH295768 %
Lagosinema tenuis NGPC151 KU321243
1ol | agosinema tenue NGPC151 clone 6 MH295769 (ref. seq.)
w0) Cartusia fontana KOVACIK 1999/1-LC KJ939103 {ref seq.) Jspeciess.z.sc 1 1
wo| uncultured Cartusja sp. clone 3GSCS K18 JX127186 2
w[ Cartusia hunanes%EﬂjﬂggOO'l(\lggwgg; 6.2.3A
100 species ;
w| Elainella sp. YNP83B-MA7 OR259155 JPSSeC|e5623E ?;)""56'2'3 Cartusia
w| Elainella sp. YNP83-MA7 OR244605

Elainella ﬁ YNP83B-MA6 0R259154 S| eCIe5623D
9 Elalnelac ongqlngensm CCNUO0012 O
««| Leptolyngbya sn U937325 spemes 6 2 3B
Elainella ringii HNBGU 005 PP680

Elainella ringii HNBGU 005 ON197 98 monospecific genus 6.2.24
I Leptolyngbya sp. IPPAS B-1204 RHGL00000000 rrnA (draft genome) @)
II\_IIar‘saIma grru |nos|e JSCP1 BJ178£I’9261 EU196616

eptolyngbya foveolarum clone i

Leg%oll%gb‘}lla foveoll\anrgm %J1 c5Ione2 EU196617 Mg;)nospeclflc genus 6.2.2
° Lepto a s| -1

Ia|r¥e|?a gamgola E1 LUGLOOOOOOOO rrnA (type seq. draft genome)
Elainella saxicola E8 MG831206 species 6.2.4A

%enus 5.4.2.5 Ingrithrix Pushkarnema

} genus 5.4.2.4 Petrachloros
)

-4

ef. seq.

} species 5.4.2.3A

é
z,,

=3




“usl Elainella cnongqingensis UUNUUU I« OF&a1U/40
Leptolyngbya sp. CY-K5 KU9 7325 speC|e5623B
Elainella ringii HNBGU 005 PP680

»| Elainella ringii HNBGU 005 ON

Marsacia ferruginose JSC-1
# Leptolyngbya foveolarum P BJ1 clone 1 EU196616

Leptolyngbya foveolarum BJ1 clone 2 EU196617
! Le tolyn? ya sp. MMG-1

lainella

Elainella saxicola E8 M
«f Elainella saxicola E1 MG831205 (ref seq.)
«| Elainella saxicola E11 MG831
Leptolyngbya Sp.
fnolyngb ya sp.

PCC 7925 M gg species 6.2.4B
CENA112 EF088 7 _species 6.2.4C

enema singularis LEGE 06188 KR676347 (ref. seq.)
Cartusia sp. YNP70—MA2 0R259151 6 nus)
o Pegethrix convoluta GSE-PSE-MK22-07D KY078764
Pegethrix convoluta GSE-PSE-| MK38—07D KY078763
| Pegethrix indistincta GSE-TBD-MK1-07G KY078766
Pegethrix indistincta GSE-TBC-MK-07GA KY078765
Pegethrix sp. LEGE 18685 0465
Pegethrix sp. ANTMANNING1 AY493573
o Pegethrix ANTLH701
egethrix sp. CALU 1910 PX262440
8} Pegethrix sp. CALU 1911 PX262441
««| Pegethrix sichuanica CCNU0013 OP410738
«| Leptolyngbya sp 1T12c FR798935 species 6.2.5C
eptolyngbya sp. VP3-07 F 98933 S ecies 6.2.5D
o—————"Pege hrix atlantica BACA MT176728 species 6.2.2E
% Pegethrix qiandaoensis WZU0719 OR815386
| Pegethrix qiandaoensis WZU0723 PP084669
| Pegethrix bostrychoides GSE-PSE-MK47-15B KY078768 (ref. seq.)
Pegethrix bostrychoides GSE-TBD-MK4-15B KY078769
00| — t%olyn bya schmidlei GSE-PSE46-15A HQ132937
o Nt f’e eb rix o vaé:ﬁi S §EEF(§3836_15A HMO018688
100 olyngbya s|
e agtya <p. CENATS Kpa35534
100 Slamcap lus rubidus NUACC13 LC660599
% Siamcapillus rubidus NUACC14 LC660600
Drot hepatica 03-1A-1 PP962265
o Drouet hepat ca Uher 2000/2452 HM018689
100 Drot atica O3-2A-1 PP962262

1w Leptolyn bya s% MUM 11—2 KU309581
100) Droue e asp 16 61868

| Leptolyn: Ya frlglda ANTLH522 AY493575
Drouetie rida IMP-BG-625 PX647159
100 Drouetlella lurida IMP BG-625 PX647158

Drouet
#8| Drouet
Droueti

e
e
4l Drouetiel 60570
18 Drouete Fans KPABG LID- 150280 PQ589721
“ e aepl thica ACKU?(% 8 o X660562
e

a lurida ACKU964 PX660563 Etype seq.
a Iurlda ACKU968 PX660567 (type seq.
960 PX660573

Drouet
lla sp. AC|

tiell fascmulata GSE-PSE-MK29-07A KY078770 (genus)
wd| Oculatella neakameniensis Kovac|k1990/54 EU528672

Oculatella hafneriensis Hlndak 1982/12 DQ085093
Oculatella ucrainica BEA 1456B ON803470

«f Ocul neakameniensis Kovacik 1990/37 EU528671
wd————— Oculatella coburnii WJT66-NPBG6A clone P3 KF761586
Oculatella ucrainica KZ-7-1-4 KY098844

wdl Qculatella coburnii WJT36-NPbg13 HMO018687

o} Oct 1iensis ATA3-4Q-CV5 clone e KF761582
Oct mojaviensis CMT—3BRINCS7 clone PDK6-3 KF761572
Oct atacamenS|s ATA3-4Q-K0O2 KF761
1od| OcCL sp. B-28 JACJPJOOOOOOOOO rrnA (draft genome)
Oct Ieona ATE710 248001
64 Oct mojaviensis CMT-SBRINCB4 clone DK5-3 KF761571
1odf OCL dilatativagina ACT687 MK248002 species 6.2.1H
Qculat castenho zu YNP74 MA2 OR25914 }sgeues 6.2.1G
ol Ocul sp. LLi18 D 166
Oculate asubterranea SP1401 2/Zammit 2007/4 HQ917691
Ocl sp. Esc: PP849338

Qculate asubterranea VRUC 135 X84809 (ref. seql.)7
Oculatella subterranea SP301/Zamm|t 2007/2 HQ9

wd Oculatella subterranea SP1401-1/Zammit 2007/3 H0917690
«f Oculatella subterranea Dav2010/SS2- 1A KP73926
Oct kauaiensis HA4348-LM3 KF761553 s;eclesﬁZJB
6 Oculat: kauaiensis HA4348 LM1 KF417431

Qculatella cataractarum GSE-PSE-MK49-07D clone 2 KF761585
°t QOculatella cataractarum GSE PSE-MK52-07L clone 5b KF761583

sp. CENA370 KR13759

197. 98
u- Leptolyngbya sp. IPPAS B- 120%8332%-00000000 rrnA (draft genome)

5.
Saxicola E1GI§'§JGI‘0%0000000 rrnA (type seq. draft genome)

(s;))ecies 6.2.5B

species 6.2.7A
®

ég&e seq.) .
Drouetiella lurida Lukesova 1986/6 HMO018: (ref. seq.) species 6.2.7B

} species 6.2.7B
4

srecies 6.2.1F

} (sd:)ecies 6.2.1C

J

} monospecific genus 6.2.24
@)

} {g;)nospecific genus 6.2.2

species 6.2.4A
4) genus 6.2.4 Elainella
6)

genus 6.2.5 Pegethrix
(19)

species 6.2.5A
(6)

} ?zl?nospecmc genus 6.2.6 Leptolyngbya

] E?nospecific genus 6.2.28 Siamcapillus

genus 6.2.7 Drouetiella
(11)

species 6.2.7B
17)

} (s:?)ecies 6.2.1E

species 6.2.1D
6)

genus 6.2.1 Oculatella
27)

species 6.2.1A
6)

genus 6.2.18
(5)

ok Qc 7591
"%, Schizothrix cf. calcicola AM125D MG641928 .
chizothrix cf. calcicola AM125B MG641927 s‘Pecles 6.2.18A
wodl Schizothrix cf. calcicola AM116A MG641 925
chizothrix cf. calcicola AM57D MG641
%' Oct sp. LEGE 06141 JADEWOOOOOOOOOO rrnA (draft genome) species 6.2.18B
| Shackletoniella antarctica ANTG NER23

Shackletoniella antarctica ANTLH182 AY493606 ref seq)

Shackletoniella antarctica ANTLH671 AY493572 (type seq.

Shackletoniella antarctica ANTLH181 AY493607 (t

— Shackletoniella antarctica CALU 1891 PX262444 2; ge seq)

Shackletoniella antarctica ANTGENTNER25 AY4936

Shackletoniella antarctica ANTWATTS1 AY493604

uncultured cyanobacterium clone RJ051 DQ181707

188 uncultured Antarctic cyanobacterium clone Fr397 AY151735
Shackletoniella antarcfica ACKU672 OR393055 (type seq.

19 Shackletoniella antarctica ACKU671 OR393054 type seq.

Shackletoniella antarctica KL15 MK861 %ype seq

" uncultured Antarctic bacterium clone LB3—

wof Shackletoniella antarctica KL8 MK861907 cS’

%{ uncultured cyanobacterium_clone LB3-46 889

i

uncultured Antarctic bacterium clone LB3-75 AF076164
uncultured cyanobacterium clone RJ034 DQ181679

%l Cnd. curcubocaldaceae cyanobacterium XAN_1 MH708148
I Geitlerinema sp. 1 Dryad rrnA (draft enoms)

sy Cnd. curcubocaldaceae cyanobacterium XAN H708149
10| Cnd. curcubocaldaceae cyanobacterium XAN 14 MH708150

monospecific genus 6.2.9 Shackletoniella
(14)




"I uncultured Antarctic bacterium clone LB3-46 AF076165

100f
uncultured cyanobacterium_clone LB3-46 HQ188984

&ﬂﬁ uncultured Antarctic bacterium clone LB3-75 AF076164
uncultured cyanobacterium clone RJ034 DQ181679

%l Cnd. curcubocaldaceae cyanobacterium XAN_1 MH708148

I Geitlerinema sp. PCC 8501 Dryad rrnA )((draﬁsgenome

Cnd. curcubocaldaceae cyanobacterium XAN_8 MH708149

| Cnd. curcubocaldaceae cxanobacterlum XAN_14 MH708150

10 Leptolyngrbya sp. 0-77 AP017367 rrnA (com'alete geno

me!
hermoleptolyngbya oregonensis NK1-22 CP053g40 rrnA (complete genome)

"o Thermoleptolyngbya hindakiae UNIE1 OK623654
wof thermophilic Cyanobacterium 340 &¥gg3116

species 6.2.8A
(10)

10 thermop hl|lclcya|:-h-ﬂ terium
e b

3113

1ermo ya sichuanensis PKUAC-SCTC141 MF405399
e bya sichuanensis XZ-Cy5 0Q566929 species 6.2.8D
1ermoleptolyngbya sichuanensis PKUAC-SCTA181 MF405382 4
- 1hermole:pto¥yngbya sp. PKUAC-SCTA183 CP053661 rrnA (complete genome J
s Thermoleptolyngtl’aya sp. PKUAC-SCTB121 CP070366 rrnB (complete genome) species 6.2.8C
Thermoleptolyn ga sg. CENA538 KF246502 species 6.2.8B

Timaviella sp.” Esc5A PP849335 1

LTimavieIIa dunensis Us-6-3 MZ518095 species 6.2.10D
Timaviella sp. Us-6- H (6)
Leptolyngbya sp. JR_09 4 KU219710
1 L:eptolynlgbya sp. ULC165_MK280768

Timaviella obliquedivisa GSE-PSE28-08A HM018691 } (sf)ecies 6.2.10A

T
100l T

species 6.2.10D
(13)

<

Timaviella obliquedivisa GSE-PSE28-08A HQ132933

bl Timaviella obliquedivisa GSE-PSE-MK23-08B KY078772
Timaviella karstica GR13 LT634150

£l uncultured cyanobacterium clone B108208E_HQ189044
Phormidium'sp. CYN64 JQ687330 species 6.2.10C

it Timaviella sp. TGL8717 PX957073 6.2.11

D A nsie FIBEOTISH9- PV818709

Y Egbenema bharatensis i

W(T maviella radi KY07 }(sf)ec'es 6.2.10E

genus 6.2.1
(18)

} (s?)ecies 6.2.10B

ians GSE-UNK-7R 7
Timaviella radians GSE-TBD-MK6-07R KY078774
Timaviella obliquedivisa MAG-23 JCACKWO000000000 rrnA 4

18
100
18¢

10y| Egbenema sp. CY40 KY421773 :
e Sehema sp. IkmLPT16_KM438181 }(S_J,’)ec'es 6:212A
of Egbenema sp. INSTMLO1 MG753795

't uncultured cyanobacterium Alchichica_AQ1_1 _1C_09 JN825340 species 6.2.12C
w3/ Egbenema sp. RV74 KP681566 species 6.2.T:
Egbenema gypsiphylum WHSA1-1-NP3C OR126986

| Egbenema gypsiphylum WHSA1-4_NP1A OR129807 .
< Egbenema 8¥Bsi8ha,ylum YNP72-MA1 OR259152 Specles 62126
Egbenema sp. BACA0146 MT176749

14| filamentous cyanobacterium_CCP1 PVWE00000000 rrnB (draft genome)
o Egbenema sp. CHAB TP2017033 clone 03 MT488136 species 6.2.12F
fOcuIateIIaceae cyanobacterium YNP75-MA7 OR259153 (genus) .
#! uncultured cyanobacterium_clone 9B-12 JX298772 (genus) species 6.2.12G
Leptolyngbya sp. PKUAC-GDTS1-25 MG822741
Leptolyngbya sp. PKUAC-GDTS1-28 MG822732
Leptolyngbya sp. PKUAC-GDTS1-27 MG822742 species 6.2.121
tolyngbya sp. PKUAC-GDTS1-29 MG822734 (6)
10coleostomius sinensis PKUAC-SCTA174 CP113797 rrnB (complete genome
1ermocoleostomius sinensis PKUAC-SCTA174 CP113797 rrnA (complete genome,
_Albertania yunnanense SXACC0114 PQ456790
"l Egbenema sp. PKUAC-GDTS1-24 MG822743 )
Egbenema sp. PKUAC-SCTA141 MF405379 sremes 6.2.12H
Egbenema sp. PKUAC-SCTA171 MF405380 4)
Egbenema sp. PKUAC-SCTA174 MF405381
K Egbene{na‘s;i. PléUAC—GgTS1 —|1 1 dM(??chleg%m
o eptolyngbya sp. Greenlan ifi
Leptolyng%dvqysrg ree’:“andj baa3 }(rg;)nospecnfnc genus 6.2.13
u filamentous thermophile tBTRCCn 407 DQ471447

nidentifie

100

104 species 6.2.11B
(6)

o Albertania obscura BACA0713 OM732262

Albertania egbensis N14-MA1 _OR126996 } s;ecies 6.2.11F
' UIC 10 (2)

1l Leptolyngbya sp. UIC 10061 KT899569
Albertania ala 1sis KL12 MK861856
Albertania ala 1sis L1 MK861858 .
Albertania ala 1sis L11 MK861859 sg)emes 6.2.11E
Albertania 1sis T27 MK861861 (6)
| Albertania 1sis L27 MK861860
wf Albertania ala s KV23 MK861857
bertania

1S5

A sp. EcFYyy 200 KC463201 species 6.2.11C
Albertania latericola” NT4-MA3 OR126998 species 6.2.11G
Albertania sp. clone 11.1 PZ432688

Albertania sp. clone 11.2 PZ432689 )

uncultured bacterium TG-111 JQ769621 species 6.2.11D B
W' Albertania prattii YNP74-MA3 OR244603 species 6.2.11H

“I Maricoleus vaginatus WZU 0102 clone 1 OL614991 (ref. seq.)
aricoleus vaginatus WZU 0102 clone 4 OL614994 (ref. seq.

w| Maricoleus vaginatus WZU 0102 clone 3 OL614993 (ref. seq.

| Maricoleus vaginatus WZU 0102 clone 2 OL614992 (ref. seq.

Maricoleus sp. BACA0762 PP847303

@) Leptolyngbya sp. CENA364 KR137585

! Pseudanabaenaceae cyanobacterium CENA342 KT731159

16

monospecific genus 6.2.14
@)

en

a sp. KPABG 610018 ON897682

aen

a ala 1sis KL28 MK861910

den

a sp. N15-MA1A OR127005

=z

den
eni

===

DD ODD

Tildeniel|
Tildeniel

Tildeniel

a sp. ETH-LAL2-MM5 PQ057077
HA4262-AM1 OR129832

a sp.
‘ilde'?'niella alaskaensis KL16 MK861909
la sp. N14-MA5 OR126999

la sp. LHM-A MZ005303

la sp. LHM-R MZ005301

genus 6.2.8 Thermoleptolyngbya
(16)

0 Timaviella

genus 6.2.12 Egbenema
(26)

genus 6.2.11 Albertania Speos
(21)

family 6.2
(317)




9 " Pseudanaba eae carinobacterium CENA342 KT1731139 4
wf; Tildeniella sp. KPABG 610018 ON897682 ]

wft Tildeniella ala 1sis KL28 MK861910

il Tildeniella sp. N15-MA1A OR127005

woff Tildeniel nSp ETH-LAL2-MM5 PQ057077

woff Tildenie HA4262-AM1 0R129832

1a sp.

. . |Iden|ella alaskaensis KL16 MK861909

4 Tildeniella sp. N14-MA5 OR126999
Tildeniella sp. LHM-A MZ005303
Tildeniella sp. LHM-R MZ005301

Jaaginema sp. CHAB TP201501 clone 1 MT488076 " o
- Jaaggfnema sp. CHAB TP201501 clone 2 MT488077 gy ocpecific genus 6.2:20 Tildeniclla
Jaaginema sp. CHAB TP201502 clone 1 MT488078

Tildeniella sp. WUC931 ON685847
Tildeniella sp. BACA0012 MT176692

ol Jaaginema geminatum SAG 1459-8 KM019979 4
of— Tildeniella'yunnanense SXACCO117 PQ456792

Tildeniella sp. HA4199-M7 OR129831

['°°) ] monospecific genus 6.2.31 Calyptranema Tildeniella
w' Calyptranema fuscum S582 JBSLYH000000000 rrnA (ref. seq. draft genome) 2

1otorquatus andrei CMT—SSWIN NPC29 clone P1SC MK188316
1otorquatus andrei WJT54-NP 7c|oneA KJ9389

1otorquatus andrei WJT55-NPBG7 KJ939001

10otorquatus ladouxae WJT36-NPBG11 KJ939002

otorquatus sp. FI2-1HA2 KJ939005

otorquatus ladouxae WJT66-NPBG9 KJ939004

hotorquatus andrei WJT19-NPBGS5 clone P19C KC525094
Trichotorquatus coquimbo ATA2-1-CV25A KC311905

Trichotorquatus ladouxae WJTG NPBGQ clone P49F MK188330

10 { Leptolyngbya sp. FAC| JORO000000000 rrnA (draft genome)

[vs}
OO

monospecific genus 6.2.19 Trichotorquatus
(13)

=
0558580575

[
o> |
O

Trichotorquatus sp. 5 WJT32—NP GA KJ939006
Trichotorquatus sp WJT32—NPBGA clone P27A MH427710
I Leptoly n%b a sp. 21S03 JG A (gen
Leptolyng aohadu IS1 NKFP! 0(000000 rrnA (draft enomeggmu
Trlchotorquatus andrei CMT-3FSIN-| NPCSS clone P20B M 313 (genus)
Leptolyngbya sp. PCC 9013 M. Gu? gemes 6.2.22A ] genus 6.2.22
¢ Leptolyngbya compacta FG3_Rupite MG207954 species 6.2.22B (2)

} monospecific genus 6.2.26
@)

Schizothrix arenaria HA4233-MV5 clone p5BA JN385286 (genus)

1) Leptolyngbya sp. PCC 7404 M. Gugger i
Legtolgngbga SB PGC 7405 M. Gugger ;'r?:;)nospemflcgenuss.z.ﬁ Shahulinema

a geysericola RU5 R_Iil_Blte MG207955 species 6.2 ](gze)nus 6.2.23

Leptol
1 LNAA00000000 rrnA (draft genome) species 6.2.23B

ng|
Oscnla\‘orla}’es cyanobacterium™M

-

® DO

ptolyngbya sp. PCC 7924 :
;..Su% aﬁtarcnca ANTHRELICHT1 Av493590 genus 6.2:16 Gansulinema
rtolyngbya sp. WBG532 JX088103

tolyngbya sp. FACHB 16 JACJPN000000000 rrnA (draft genome)

stolyngbya sp. FACHB-8 NZ_JACJOO0000000000 rrnA (draft genome)

monospecific genus 6.2.32 Vacuolonema
(5)

Vacuolonema iberomarrocanum LEGE 07170 JADEXAOOOOOOOOO rrnA (type seq. draft genome)
‘:“ Oculatellaceae cyanobacterium LEGE 181204 PQ51511

Aerofilum fasciculatum AP3b clone 1 MT310718 (ref. seq.)
z‘l;)nospecific genus 6.2.29 Aerofilum

chocoleus desertorum ATA4-8-CV2 KF307604 1
o Trichocoleus desertorum 1-8-CV3 KF307605
chocoleus deser urum WJ 6-NPBG1 KF307620
Trichocoleus deser A2-1-CV2 KF307614
| Leptolyngbya scott | EcFYyyy 00 KC463191
«f Leptolyngbya sp. ’Albertano-Kovacik re?(n EcFnyyOOO KC463198 s_recies 6.2.17A
(13)

=

Trichocoleus desertorum ATA12 —5—K 5

w| Trichocoleus desertorum CMT-1BRIN-NPC4B KF307619

w| Trichocoleus desertorum CMT-2SZ| IN NP09 MH427711 genus 6.2.17

wf Trichocoleus sp. SNI-TA9-AZ2 OQ78 (18)

Trichocoleus desertorum ATA1-4 —CV13 KF307618

% Trichocoleus sp. TAA2-1HA2-30 HM018681

w| Trichocoleus badius CRS-1_EF429297

Trichocoleus caatingensis CATCD2 MT311250 species 6.2.17D

%} Trichocoleus desertorum FB1- 1A EU5867. gemesSZ .17B

«| Trichocoleus desertorum AS-A10 JA MPK A species 6.2.17C
Trichocoleus sp. FACHB-46 JACJODOOOOOOOOO rrnA Xdraft 3%enome) (3", e

0| Trichocoleus desertorum CMT-1FDIN-N ]

%{r Altericista sp. CCNU0014 CP137338 rrnA (complete genome) syemes 6.2.27F

1of| Altericista sp. CCNU0014 CP137338 rrnB (complete genome) (2)

1| Altericista sp. CCNU0014 OR726003

of; uncultured cyanobacterium clone Se%B -3 EF032660 specle56227E

f| uncultured bacterium clone Llo_053 cies 6.2.27D genus 6.2.27 Altericista

uncultured bacterium clone AK4DE2 09E GQ397093 ( ) (10)

i Altericista violacea CALU 1177_MT463165 species 6.2.27B

hod! Altericista variichlora CALU 1173 MT463167 species 6.2.27A

L‘U Trichothermofontia sichuanensis PKUAC-SCTB231 CP110848 rrnA (ref. seq complete genome genus)
oF— Leptolvnabva sp. hensonii MQTZ00000000 rrnA (draft aenome aenus)




Altericista sp. CCNU0014 OR726003

uncul
uncu
uncu

i6r Alter|

ot

10
00/

6

Alteri

tured cyanobacterium clone Se|
ltured bacterium clone Llo_053
tured bacterium clone AK:

4DE2 09E GQ397093 ( )
cista violacea CALU 1177_MT463165 species 6.2.27B
cista variichlora CALU 1173 MT463167 species 6.2.27A

%B -3 EF032660 specles 6.2.27E
67351 cies 6.2.27D geor;us 6.2.27 Altericista

TTrlchothermofontla sichuanensis PKUAC-SCTB231 CP110848 rrnA (ref. seq. t):omplete genome genus)

00

ﬁl: uncultured bz
10) Leptolyngbya sp. PCC 9713
| Pseudanabaena sp. PCC 9330 KJ
odosilinea calida YNP76A-MA10 OR259149

-MA7 0R259
PQ48!

100

odosilinea calida YNP83
o) Nodosilinea sp. VKM Al-498 847,
odosilinea sp. LEGE 06152 I.(J‘IJ\[())%V\QROOOOOOOOO rrnA (draft genome)

8 Leptolyngbya sp. PCC 8980
DoIyngby: pPCC 7705 KJ708582

«| Leptolyngbya s|
«| Leptolyngbya sp.

Leptolyngbya sp. hensonii MQTZ00000000 rrnA (draft genome genus

acterium clone QuartzC16 FJ230802 égenus)
KJ70856.

708555

| eptolyngbya sg PCC 9026 KJ708574

MX1 GQ848193

| Oscillatoria sp. BS594 K

| filamentous cyanobacterium CCT1 PYER00000000 rrnA
w| filamentous cyanobacterium CCT1 PYER00000000 rrnB (draft genome
Nodosilinea ramsa

«| filamentous cyano
Leptolyngbya’sp.
#) Leptolyngbya sp
Nodosilinea sp

168} 10dosﬂmeas CENA515 KF246482

O
LY.

E

10| Nodosilinea sp. 0BB1 9812 AJ639895
MO019975

draft genome

rensis LEGE 171502 PV275281

bacterium CCP1
E 06!

308

~m

KIOST-1 JQ

NA522

VA F’VW E00000000 rrnA (draft genome)

00300000 rrnA (draft genome)
F246489

w| Nodosilinea alaskaensis L32 MK861885 species 6.1.1P

| Leptolyngbya sp.

«| Phormidium tenue

4 Leptolyngbya s
_estolgngbga cr h

100 Nodosmnea s

Leptolyngbya's

100 Nodosnllnea sp 0§B

L

|eptolyngbya mar aretheana 1712 FR798934 1
6 QBLT00000000 rrnA (draft genome)
10| Pseudanabaena sp. ULC199 MK280773

«| Leptolyngbya s| PCC 7123 KJ708585
ptolyngbya sp. NIES 30 MRC

Nodosilinea cf. nodulosa LEGE 10377 JQ927349
PCC 9821 AB003168
alophila LEGE 06152 HQ832915

Nodosilinea chupicuarensis PC471 KX859298
| Nodosilinea sp. 0BB32S02 AJ639894

Nodosilinea sp. UIC 10096 KT899577
Leptolyngbya m\g:md:a LEGE 06009 JF708121

>G)

0000(():?00 rrnA (draft genome)

KC695841

EGE 06069

o[ Nodosilinea sp. LEGE 11468

H;.m- yngbya sp.

1| Leptolyngb
Leptol ngb S

P
od ua“lnegsp pF|2 2HA2 HMO018678
odosilinea sp. FACHB-13 JACJ Q000000000 rrnA (draft genome)
| Nodosilinea sp. FACHB-141 JACJFI:’POOOSOOZOOOO rrnA (draft genome)

| Nodosilinea epilithica VKM Al-

w| Leptolyngbya sp.
Leptolyngbya su

Nodosilinea conica SEV! 528667
"ot Nodosilinea sp. Rehakova 1960/20 DQ085091

«| Nodosilinea epilithica ACSSI 169 3067
odosilinea eplllthlca Kovacik 1998/7 HM018677

ga sda LEGE 07080 HM217085

KU9
| Nodosilinea sp. LEGE 07088 JADEWX000000000 rrnA (draft genome)
vuuu ilinea bljugaFt,%gACC 86J 085F

770966 (genus
i (genus)

eptolyngbya sp. PCC 9342 KJ708571

N
mb

Z:
KY

PCC 8918 KJ708576

of Nodosilinea bij ug?tla KovacislkF1386/5a EU528669 }genus
ilissima Ecl

4-5_¢1

00 KC s?emes 6.1.1G

species 6.1.1A
(12)

species 6.1.1B
5,

} species 6.1.1N
(3)

species 6.1.1C
(15)

species 6.1.1D
(6)

0 3
5| Nodosilinea nodulosa PCC 7104 AL\7/P80000000 rrnA (type seq. draft genome)

species 6.1.1E
(6)

species 6.1.1F
©)

species 6.1.15
(12)

100 Nodosilinea sp. E11 CP136520 rrnA (complete genome genus) species 6.1.1H
Leptolyngbya sp. 'CC 9324 KJ7085 } species 6.1.1Q

«| Nodosilinea sp. LEGE 07298 JADEXEOOOOOOOOO rrnA (draft ﬁenome) 2)
Leptolyngbya antarctica ULC041_ QB genome)

Leptolyngb a antarctica ANTACE1
Leptolyngbya sp.

ULCO073 Q

odosilinea igneolacustis YNP7!

odosilinea igneolacustis_YNP76A-MA5 operon 2 OR244604 2

o uslllnea S p

Leptolyngbya sp
100 Splrul|¥1 gI t
100 lyng

28

Nodosilinea sp.

0000000 rrnA (dra
3588

BMJOOOOOOOO rrnA (draﬁgenome)
6A-MAS5 operon 1 OR2591

odosilinea qlaokuensis ZYHGY02 clone 1 PV138975
odosilinea qiaokuensis ZYHGY02
CENA546 KF246507
silinea sp. 0BB30S 892

- Leptolyn bya sp PCC 8993 KJ708564 species 6.1.1S
8 Leptolyngbya sp. PCC 8913 KJ708577 JspecnesG11I
100 0sc|IIatorlasp 1159 AJ133106 2

«f Nodosilinea jinyiensis JYHO3

[+]

one 2 PV138976 s‘{.)ecles 6.1.1L
02 AJ639

662883

PQ
BL0902 CP046155 rrnA (completeF?nome) species 6.1.1J

o eptolyngbya E
I Leptolyngbya sp c NA

aX|SS|ma SAG 25680 KMO1 9976 species 6.
PCC 9012 KJ708575 _ species 6.1.

o
1K

156 KC695850 species 6.1.22A

s Romeria sp. KLL-H-201 JQ819251
o~ uncultured bacterium clone

uncultured bacterium_clone F2020 K
°" Cyanobacteria bacterium REEB459 JAGWXDO000000000 rrnA (draft genome

Dﬁ uncultured bacterium clone SA 136 JQ738966 (2)
P-1105 SMDQ00000000 rrnA (draft genome genus)
! Leptolyngbya sp. PCC 9111 KJ708573 (genus)

om 1ongdec

oris C220

1ongdec

S
oris ( (0]

oris ( {0]

al d
al d
alo 1ongdec
lalomicronema hongaec!

oris C220

UF[L Nodosilineaceae cyanobacterium LEGE 171499 PV275279

Woods Hole a1673 KF798488
X50442

LAZT00000000 rrnA (draft genome)
CP0219831 rrnB (draft genome
CP0219831 rrnA (draft genome
CP0219832 rrnA (draft genome

monospecific genus 6.
2)

} species 6.1.1M

} (sg)ecies 6.1.1R

J genus 6.1.22 Microlinema
(2)

monospecific genus 6.1.2

@)

1.3 Haloleptolyngbya

} monospecific genus 6.1.17
@)

genus 6.1.1 Nodosilinea
(79)




8

uncultured bacterium clone SA 136 JQ738966

J@ - ST 77

‘%l Nodosilinea sp. P-1105 SMDQO00000000 rrnA (draft genome genus)

alomicronema hon
alomicronema hon
alomicrol

alomicronema hon

eCl
eCl

or

eC

@ Halomicronema sp. PCyano40 00058890
Halomicronema sp. SC an039 DQ058
*- Pseudanabaena sp. C9

Leptolyngbya ectocarpi SAG 6090 KC469
Phormidium persicinum SAG 8079 EF654085

Leptolyngbya sp. RS02 JX4

nisia turfae CCM 0082 QZCEDDOOOOOO rrnA
PQ515088

w| Leptothoe sp. LEGE 181152
x| Adonisia sp. CCMR0074 PQ536863

tothoe spongobia TAU-MAC 1015

Le Ptolynpbya sp. Gollwitz Poel EF654035
ileptolyngbya sp. LEGE 8 87 PP490694

Salllepto yngbya sp. LEGE 150 MW790920

Salileptolyngbya sp. LEGE 181194 PQ515101

Pseudanabaena sp. PCC 9015 KJ708557

Lyngbya confervoides BDU141951 JT!

ya sp. PCC 7124 KJ708584 species 6.1
Leptolyngbya sp HBC1 U249120 s4pecne561 5B
Phormidium sp. 0 (arb G2E)
Leptolyngbya sp. HBC8 EU24 weue
Halomicronema sp. CY15110 JACS
Leptolyngbya sp. L21-BG-2 KJ206339
Leptolyngbya sp. CCAP 1442/1 HE975019

Gibliniella sp. FFKU-KNST7 PZ251060

Leptolyngbya sp. PCC 9111 KJ708573 (genus)

dechloris C2206 LAZT00000000 rrnA (draft genome)
dechloris C2206 CP0219831 rrnB (draft genome
1a hongdechloris C2206 CP0219831 rrnA
dechloris C2206 CP0219832 rrnA

Nodosilineaceae cyanobacterium LEGE 171499 PV275279

KJ7! 08567
| eptolyngbya sp. PC 7375 ALVN000000008rrnA (draft genome) 1 1

_eptolyngbyaceaec anobacterlum CCMR0081 QXHD00000000 rrnA (draft genome)
«| Leptolyngbya sp. C 8 KJ7085
«| Leptolyngbya sp. PCC 8104 KJ708579

Lep u-yuguyuwucc anobac}ﬁr%? CCMR0082 QZCE00000000 rrnA (draft genome)
eptothoe sp. EHU-05/26/07-4 JAXSQVOOOOOOOOO rrnA (draft genome)

Leptothoe sp. LEGE 181152 JASA 000000000 rrnA (draﬂ genome)
rrnA (draft genome)

eptothoe sp. ISB3NOV94-8A JAXSQW000000000
ﬁconlsna turfae CCMR0081 QXHD00000000 rrnA (ref. s
! Ado

monospecific genus 6.1.17
draft genome )
draft genome

monospecific genus 6.1.4 Gibliniella Halomicronema
@)

species 6.1.6A
(18)

ype seq ) genus 6.1.6 Adonisia Leptolygbya Leptothoe
(28)

KY7
othoe spongobia TAU-MAC 1115 JA DOESOOOOOOOOO rrnA (draft genome)

6! unidentified LPP-group cyanobacterium MBIC10012 AB058209

Halomicronema excentricum Lakshadweﬂa QVFV00000000 rrnA (type seq. draft genome)
E00000000.2 rrnA (type seq. draft genome)

Ap‘ianocagsa montana BDHKU210001 JTJD000000005 rrnA (draft genome)

S 6.
0000000000 rrnA (draft genome)

} species 6.1.6B
2)

b
CpP -
| Leptolyngbya sp. P2b-2 EF372581
eptolyn Jasa. FLKBBD1 EF110975 }sfec'es“ 6C
7| F’\ﬂyll bya sp. HBC2 EU249128
w| Leptoly Jya e‘tocarpl LEGE 11474 K
«| Lepto arpi LEGE 11 479 JADEXPOOOOOOOOO rrnA (draft genome) species 6.1.6E
00 Leptot’f\oe Sp. LEGE181 13 PQ515091
| Leptothoe kymatousa TAU-MAC 1615 MH982247 species 6.1.6D
Leptothoe kymatousa TAU-MAC 1615 JADOEROOOOOOOOO rrnA (draft genome) Lg) .
%! Leptothoe kymatousa TAU-MAC 1215 KY744812 4
| Leptothoe spongobia TAU-MAC 1115 KY744811 (genus)

species 6.1.5A
(10)

genus 6.1.5 Phormidium Salileptolyngbya
(18)

} species 6.1.5B
3)

} species 6.1.5C
(3)

Gibliniella gelatinosa LEGE 181157 PQ472131 species 6.1.24B enus 6.1.24
Gibliniella gelatinosa LEGE 181227 PQ454225 species 6.1. 24é ?4

of

s

=2 £8-8

uncultured cyano
o

ptoly ngbya sp. PCC 6406 ALVV00000000

Euryhalinema pallustris AP3 MT310717
Cyanobacteria sp. ALCB 125750 MW024861
Cyanobacteria sp. ALCB 132769 MW024862

Pseudanabaena sp. PCC 9016 KJ708556

Sphaerothrix gracilis Ecp01 JASATWI

| Glbllmella gelatmosa LEGE 181224 PQ454224 species 6.1.2

rrnA (draft genome) ] Eg;:nospecific genus 6.1.7

I - Almyronema epifaneia S10 OP740690 (%% seq. draft genome,
000000000 rrnA

uncultured cyanobacterium clone PRTBB8722 HM799099

acterium_clone Alchichica_AL70_1_1C_01 JN825337

monospecific genus 6.1.20 Euryhalinema
®)

species 6.1.8A
@)

ype seq draft genome) genus 6.1.8 Alimyronema Sphaerothrix

species 6.1.8B
4

Leptolyngbyaceae c anobacterlum MACC32 0Q550416 species 6.1.8C

Leptolyngbyasdp C 8960 KJ708587
Pseudophormidium battersii NN-3-1-B MT946563
Cymato ege sp. VKM Al-383 PZ626867

P sp. CENA316 KT731137

sp. CENA317 KT731138
Phormidesmis sp. CENA335 KT731154

eptoly %byas PCC 7818 M Rﬂ
Pseudophormidium sp. ANTPENDANT3 AY493587

eptol

Dh

e:

LeptoKfngbya s’?) PCC 9412 K

Cymatolege sp. S3-4 OR103358
Synechococcus sp. PCC 7335 ABRV00000000 rrnA
midesmis rlestle i AB 12 7 KU2197

-

eptolyngbya sp LEGE 0707 M217UBO s ecies 6.1.10
ep! nyngbya foveolarum UL C QB C00000000 rrnA (draft genome) s?eclesm .10E
Jgggsrgrg (draft genome) “species 6.

. D

eptolyngbya sp. BC1307 NRTA000
erolei Ielnla fontana UCFM_HF
dodosﬂlnealesc anobacterium_ E33 PX711223
Phormidesmis priestleyi ANTLPR26 AY493585
Plectonema norvegicum F3 AF091110

Nodocilinealee cvanobacteriniim E25 PX7112925

><<:>
T

LEGE 07074 Jl;M217g78 species 6.1.9B
cf. Phormidesmis sp. EGE 1477 JADEXO000000000 rrnA (draft genome)

{

species 6.1.9A 1
®) (gge)nus 6.1.9
J species 6.1.10A

draft genome s emes 6.1.10B genus 6.1.10
8 species 6 (®)

family 6.1

order 6
(890)



D S

r

Cymatolege sj -4 OR103358
Synechococcus sp. PCC 7335 ABRVOOOOOOOO rrnA {draft genome %?:emes 6.1.10B genus 6.1.10
| — Phormldesmlsgrlestl?_}ll AB 12 7 KU219718 species 6. ®)
ptolyngbya sp. LEGE 7080 s ecies 6.1.1
ptolyngbya foveolarum ULC129 QBMC00000000 rrnA (draft genome) species 6.1.10E
eptolyngbya sp. BC1307 NRTA00000000 rrnA (draft genome) species 6.1.10D
eroleibléinia fontana UCFM_H 4596
10dosﬂ|nealesc anobacterium_ E33 PX711223
Phormidesmis priestleyi ANTLPR26 AY493585
i zlegtor}emalnorveglc%m tF3 AFOIg35 gx711225
odosilineales cyanobacterium -
Cymatolege isodiametrica TAU-MAC 1715 MN833626 fyonospecific genus 6.1.11
Cyanobacteria bacterium J06581 JBCBBK000000000 rrnA (metagenome)
Heterolelblelnla purpurascens GR LT634148
- Leptolyngbya ectocarpl SABCO12402 KX765291
Leptolyngbya sp. CALU 1919 PX262447
[‘LLeptoI ya sp. ANTL521 AY493584

y ® @ @

'I1

=

Cymatolegé spiroidea TAU-MAC 1315 KY744813 (genus)

Vasconcelosia minhoensis LEGE 07310 PP477458 (ref. seq.)

Amazoninema brasiliense CMA

I Romeria aff. gbacms LEGE 07310 JADEXGOOOOOOOOO rrnA (draft genome genus)
Amazoninema brasiliense CMAA16!

Amazoninema brasiliense CMAA1608 MF002132 monospecific genus 6.1.12 Amazoninema
Amazoninema brasiliense CMAA1602 MF002130 (ref. seq.) ®8)

Leptolyngbya sp. PCC 7406 M. Gugger

Oscillatoriales cyanobacterlum D3a "GU594028

Synechococcales cyanobacterium LEGE 00053 KU951864

M alomicronema sp. Goniastrea—1 AB257773 }s:?ecies 6.1.25A

Geminocystaceae cyanobacterium LEGE 181210 PQ515080
Halomicronema metazoicum ITAC101 GU220:

uncultured cyanobacterium clone Alchichica AQZ 1C 15 JN825328 species 6.1.25B
Pseudoacaryochloris sahariense PLM129 clone 3 MZ67736

Pseudoacaryochloris sahariense SIK83 clone 2 MZ67 365

Pseudoacaryochloris sahariense SIK2 clone 7 M2677359

Pseudoacaryochloris sahariense PLM131 clone1 MZ677369

Pseudoacaryochloris sahariense MARG63 clone 4 M2677373 (ref. seq.) species 6.1.21A
Pseudoacaryochloris sahariense SIK3 clone 3_MZ677 {3 o
Pseudoacaryochloris sahariense SIK40 clone 5 M2677363 genus 6.1.21 Pseudoacaryochloris
Pseudoacaryochloris sahariense MARG6 clone 1 M2677375 (14)

Pseudoacaryochloris sahariense PLM131 clone3 MZ677370

Pseudoacaryochloris sahariense SIK123 clone 1 MZ677366

Pseudoacaryochloris sahariense MAR65 clone 1 MZ677374 .

Pseudoacaryochloris sahariense PLM132 clone2 MZ677371 specnes 6.1.21B

I~ uncultured cyanobacterium clone GG113 chimeric JQ40442

uncultured cyanobacterium clone GG3 JQ404415 E
Pseudoacaryochloris cystiformans_SNI-TA23-BJ45 0Q784101 species 6.1.21D
Pseudoacaryochlor s a ¥ssmlae ETH24M4 clone 1 OR129824 species 6.1.21C

Insularia amadoi AL MW 024864 (re seq )

Thainema salinarum L32 clone 1 _NMN87987. 5)88 species 6.1.13A

'Il_‘ha{nfma l§a||naru||;,nc((§ENA64l\7I .(J;BYJZJOOOOO 0 rrnA (type seg. draft genome) (5") -

eptolyngbya s er : ;
Legtolgngbg‘;a SB UMPCCC 1239 K%?21 8876 ) genus 6.1.13 Insularia Thainema
ﬁ Thainema salinarum UTEX B SP44 HQ658458 &type seq.) } s;ecnes 6.1.13B

enus 6.1.25
3

o

S =§

5

Thainema salinarum UTEX B SP44 OL339349 (type seq.) p
Thainema salinarum ACKU943 PV866606 type seq ] si)emes 6.1.13C
Thainema salinarum ACKU943 PV866606 (type seq.
Krienitziella sambharensis SN2023/15 PX684462 (ref. seq.)
Leptolyngbya sp. LEGE 06070 HM217074
Leptolyngbya mycoidea LEGE 06108 H08329
Toxifilum mysidocida MYSIDO1 KX375342 éref seq.)
Kamptonema okenii SABC011902 KY80791
Leptolyngbya sp. PCC 9221 AF317507
o Leptolyngbya sp. PCC 9207 AF317506 monospecific genus 6.1.14 Toxifilum
o) ToXxifilum sp. TP201504 clone 1 MT488082 (12)
Toxifilum sp. CHAB TP201503 clone 1 MT488080
Leptolyngbya sp. CCY15 JACSW B000000000 rrnA (draft genome)
— odalep‘olyngbya sp 025 PV875209
Sodaleptolyn T54 PQ145738
Toxifilum sp L GE 06021 ON258650 .
Sodaleptolyngbya stromatolitii PMC 86614 MF579 ] monospecific genus 6.1.16 Sodaleptolyngbya
Sodaleptolyngbya stromatolitii PMC 86714 MF579918 (ref. seq.) (2)
«odi Gansulinema sp. SCI-1-BJ21 PP903790
ff Pseudanabaenaceae cyanobacterium CENA319 KT731140
Leptolyngbya sp. HA4233-MV11 OR129833 monospecific genus 6.1.23
"qi Oculatellaceae cyanobacterium N15-MA1B_OR127004 (6)
"Ji Eurychoronema bolivianum LEGE 231228 PP918021
.“:b Pseudarci)abaﬁnta o acumin ?3 SAG1532€ 3 KM019978
scillatoria acuminata i !
ET sconia apicata TBCL 2401 PV346805 (ref. seq. }’";’""s"“'f'c genus 6.1.15 Tusconia
"l Geitlerinema sp. PCC 7407 CP003591 rrnA {coméalete genome)
100 esmis communis AB 11 10 U21971
100

I
-

E

esmis communis K3C-1"PP962263
esmis communis KT5 MK861902
esmis sp. WJT24—NPBG11 KC525087

ca...aprlestleyl ANT.L61.2 JBHLFI000000000 rrnA (draft genome)
"t Phorm m priestleyi " ANTLH612 AY493582

100 e tolyr dgbya sp. HTJ2-KK1 EF654068

100~ ormidesmis molle MMA66 K

100 Phormldesmls priestleyi Bc1401 LXYROOOOOOOO rrnA (draft genome)

| Phormidium priestleyi "ANTLH AY4

wo[—— Phormidesmis priestleyi AB 12 5 KU219717

aesmis sp. JT36-NPBG5 KC 5089
lesmis pr LK057 KU2
desmis sp. LD30 5700 TP LN849930
desmis priestleyi VKM -38 PZE 26871 4
desmis priestleyi ULC007 P100000000 rrnA (draft ?enome)
desmis priestley ULCOO7 PVWGOOOOOOOO rrnA’ (draft genome
desmis priestle 007 QBMQ00000000 rrnA (draft genome
d S X262436
Ae
U
U

I

0UTUTUTUTU

species 6.3.18A
15)

N
O
(33
©~
wN
o)

genus 6.3.18 Phormidesmis
(27)

esmis sp. CA| J1906

esmis sp. CALU 1908 PX262439

1ormidesmis nigrescens_JR 09 1 KU219730 species 6.3.18B
1ormidium priestleyi ANTLH526~ AY493579 (12)
ormidium priestleyi ANTLH524 AY49357

lesmis nigrescens GL 08 3 U219721

desmis nigrescens AB_10_5 KU219

dium melanochrous DT 27JQ692233

hormideamis arciics HOR 11 2 KUS18728 i
ormidesmis arctica o ;

wr' Phormidesmis arctica HOR“11_6 KU219729 L’g;’ms"ec"'c genus 6.3.19 Apatinema

N Anatinama miitahilic KPART ATNNA1 ONRKRQ7ARR

111!'7-1-111'0_11_1—1-111-1'0




s sp. CALU 1908 PX262439
lesmis nigrescens JR 09 1 KU219730 species 6.3.18B
ormidium priestleyi ANTLH526° AY493579 (12)
ormidium priestleyi ANTLH524 AY493578
1ormidesmis nigrescens GL 08 _3 KU219721
1ormidesmis nigrescens AB”10°5 KU219714
1ormidium melanochrous D1"27JQ692233
1681 PPI!IUIIII .dealllllb nlgl}gsceH%Fl‘.lgql'Tsz Il((ll‘!l221199773248
ormidesmis arctica i :
| Phormidesmis arctica HOR“11°6 KU219729 }gf"“pem'm genus 6.3.19 Apatinema

Phormidesmis arctica MUM_11_7 KU219737 ] monospecific genus 6.3.43
1%} Phormidesmis arctica MUM_11"8 KU219738 (2)

TUUTVTUT
{

I Cyanobacteria sp. 11YB4 OK299180
100[®" Phormidesmis communis LK029 KU219731 (genus)

monospecific genus 6.3.21 Chroakolemma
Chroakolemma pellucida 718 clone 1 MF685891 (6)
1| Chroakolemma pellucida 716 clone 1 MF685889
| Chroakolemma pellucida 719 clone 1 _MF685893
o[ Leptolyngbya appalachiana_ GSM-SFF-MF60 EF429286 (genus)

| Alkalinema sp. FACHB-956 JACJRCO000000000 rrnA (draft genome) ?;;:nospecific genus 6.3.22 Alkalinema
’ Alkalinema sp. CACIAM 70d MUGGO00000000 rrnA (draft genome)

:— Leptolyngbyaceae ?*anobacterium YNP81-MA3 OR259157 (genus)
by Phorm desmis sp. WJT36-NPBG18 KJ939042 } monospecific genus 6.3.23
(©))

Phulnll.calu_m Sp. WJT66-NPBG34 KJ939044
i Phormidesmis sp. WJT36-NPBG27 KC525090

| Leptodesmis sp. GFB99 PX049118

Leptodesmis sp. ACCP0448 PX766919 ) ?;l?)rwspeclflc genus 6.3.24 Leptodesmis
Leptolyngbyaceae cyanobacterium EY05-AM2 KU161655 species 6.3.24B
Leptolyngbyaceae cyanobacterium EY05-AM1 KU161654 species 6.3.24C
eptolyngbya sp. PCC 6409 M. Gu%ger
eptolyngbya sp. Greenland 9 DQ431004
'°l Leptodesmis xinxiangensis ANU2023 clone 3 PQ047520
eptodesmis sichuanensis PKUAC-SCTA121 CP075171 rrnA7(compIete genome)

w——— Leptodesmis sichuanensis PKUAC-SCTA121 CP075171 rrnB (complete genome) monospecific genus 6.3.33
Leptodesmis sichuanensis A121 MF405378 4)
«[** Thermoleptolyngbya sp. PKUAC-SCTB121 CP070366 rrnA (complete genome)

g 88 =

I

w| Phormidium sp. CLA17 JAEVYN000000000 rrnA (draft genome) species 6.3.25C genus 6.3.25 Sivoneniella
I Leptolyngbya sp. ULC077 QBMH00000000 rrnA (draft genome) species 6.3.25B 6)

'} Schizothrix sp. GSE_PSE_10_08H KU219724 Jsi)emes 6.3.25A

% Schizothrix sp. GSE_PSE_11_08E_KU219725 (2)

*| Leptolyngbya sp. 2LT21S03 FM177494 } monospecific genus 6.3.27
@' Leptolyngbya sp. 2LT36S02 FM177495 2)
Kovacikia brockii YNP74-RH1 clone 1 OR220391 -
«f| Kovacikia brockii YNP74-RH1 clone 4 OR220393 monospecific genus 6.3.41
Kovacikia brockii YNP74-RH1 clone 3 OR220392 4)
8| Kovacikia brockii YS7-RH2 OR236707
Kovacikia sp. CALU 1929 JBXBCF000000000
| Kovacikia sp. CALU 1929 JBXBCF000000000

monospecific genus 6.3.34 Leptothermofonsia
Leptothermofonsia sichuanensis PKUAC-SCTE412 CP072600 rrnA (type seq. draft genome) }(4)

woff Leptothermofonsia sp. ETS-13 CP120836 rrnA (complete genome) Jsgecies 6.3.44A enus 6.3.44
Leptothermofonsia sp. ETS-13 CP120836 rrnB (complete genome, ) 93) i
i Leptolyngbyaceae cyanobacterium HOTMB261 JAIMBL000000000 rrnA (draft genome) 6.3.44B

Geitlerinema sp. PCC 7703 M. Gu[?ger Jmonospecific genus 6.3.29

il Leptolyngbya sﬁ. Greenland 10 431005 (2)

wil Kovacikia diezihuensis ACCP0340 PQ895252

[]

byaceae cyanobacterium CENA374 KR137
byaceae cyanobacterium CENA378 KR137599
byaceae cyanobacterium CENA355 KR137576

ikia minuta CCNU0001 CP083582 rrnA (complete genome,

wjf Kovacikia minuta CCNU0001 CP083582 rrnB (complete genome monospecific genus 6.3.42

Kovacikia minuta CCNU0001 OK110207 @)
i+ Kovacikia minuta CCNUW1 MN544285 .
wff Kovacikia anagnostidisii YS86-RH1 OR236708 ](ssemes 6.3.40A }

N 595 } monospecific genus 6.3.28 Kovacikia
(5)

=)

wjf Kovacikia anagnostidisii YS89-RH1 _OR236709 [
Kovacikia atmophytica BACA0619 OM732256 Sé)emes 6.3.40B
d 5915 } (szp)ecies 6.3.40C

genus 6.3.40
(5)

Kuvdbl\ddll_dtllu iIUI 1 YNPQO—MA1 0R2
#|' Cyanobacteriota bacterium JS3 JAVYJL000000000 rrnA
uncultured Loriellopsis sl_() clone E_KY924323 (genus)
4" Kovacikia sp. SRI-13-NA8 PZ480554
| Leptolyngbya sp. CENA372 KR137593 1
100 Leptolyn?bya sp. CENA387 KR137608
w[ Stenomitos sp. CBMCmnp617 PZ092315
Stenomitos tremulus UTCC471_AF218371
18| Stenomitos kolaenensis Pasv_RS28 KU175690
| Stenomitos hiloensis HA6792-KK3 MN152980
Stenomitos sp. YNP70-MA4 OR259159
Leptolyngbya sp. CENA375 KR137596
188 tenomitos pantisii TAU-MAC 4318 OL310663
wf Stenomitos nagquensis CSML-F035 0Q175012
Stenomitos sp. Ru-0-2 688849
w| Leptolyngbya tenuis PMC30407 GQ859652
Stenomitos’sp. O1-2A-1 PP962266
10] Ctannmitne en (Dharmidinim en Y\ CAN 270N EEREANQD H

=

species 6.3.30A
(14)

=0
IO
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Stenomitos tremulus UTCC471_AF218371

18/ Stenomitos kolaenensis Pasv_RS28 KU175690
10| Stenomi tos hiloensis HA6792-KK3 MN152980
Stenom sp. YNP70-MA4 OR259159

Le| tolyngbya sp. CENA375 KR137596

18— _Stenomitos pantisii TAU-| MAC 4318 0OL310663
wf Stenomitos nagquensis ML-F035 0Q175012
Stenomitos sp. Ru-0-2 688849

w| Leptolyngbya tenms PMC30407 GQ859652
lellulllllOS sp. A-1 P962266

] Ste oS Sp. (Phormldn. iSAG 3790 EF654082

g

species 6.3.30A
(14)

go
TO!

Ste os frigidus (Lep. r|g| a) ANTLH64B1 AY493577 ]s&)ecies 6.3.30B
8} Stenomitos frigidus (Lep. I’gda ANTREIDJ1 AY493611 (2)
w| Leptolyngbya frigida Al TL523 AY49360

lenu litos frlgl us tep T

9
ANTL53B1 AY493608 s‘PeCIes 6.3.30C
da ANTL81 AY49361 (4)
da ANTLH53B2 AY493576
X262435

tenomitos frigidus (Lep. fr

tenomitos frlgldus Le1p I

tenomitos sp. 904

'@ Stenomitos sp. C LU 1915 262442 .
Leptolyngbya nostocorum UAM 387 JQ070063 }s;emes 6.3.30D

Tildeniella nuda Zehnder 1965/U140 HMO018692

Stenomitos frigidus (Lep. frigida) CAU10 MG641931

Stenomitos fri Lep. frigida) CAU11 MG641933

Stenomitos frigidus A SsSI171 KY2 3069

1nu- Q
2

PNNNWN

g
XX

100
100

=

Stenomitos frigidus (Lep. frigi l\uANTm MG641934 Shecies 6.3.30E
18 g;enom ;os frlgldus (Lep frl % C NT11 MG641936
| Stenomitos

Stenomitos f”gldus\S\ll_e‘P frlﬁlda ANTLH5233 AY493612
Phormidesmis sp 091

Phor
Stenomitos sp. (LeWo _Iy (}1\] Fya sf )PWJT24NPBGZO P25A KF761557
Leptolyngbya sp. WJT36NPBG4_P30D KF761558 “species 6.3.30G

100

100

L monospecific genus 6.3.31 Scytolyngbya
Leptolyngbya sp. HA4215 MV1_DK KF761563

Stenomitos sp. NP77-MA4 OR259161

Stenomitos sp. YNP77-MA2 OR259160

Leptolyngbyales cyanobacterium YNP70-MA3 OR259158 (genus)
Leptolyngbya bor ana PCC 6306 ALVMOOOOOOOO rrnA (type seq. draft genome)

—— Leptoly! Fyasg PCC7410 M Gugger
Leptolyngbya sp M. Gugger
Leptolyngbya sp. PCC 7602 . Gugger

Leptolyngbya sp. PCC 7932 M. Gug g

Leptolyngbya foveolarum Komarek 1964/112 X84808
Oscillatoria'sp. 17 AB003163

Phormidium sp. 99 B003169

Plectonema calothricoides SAG 1463-4 KM019914

otolyngbya corticola CCALA 085 EF429300

tolyngbya sp. Takacova 1983/4 DQO85092

rtolyn bya tenerrima UTCC 77 EF4

ptolyngbya sp. PCC 73110 Dr ad rrnA draﬂ enome)

stolyn uya boryana IAMM 101 AP014638 rrnA (type seq. draft genome)
stolyngbya boryana dg5 AP014642 rrnA (type seq. draft genome
ptolyngbya fovéolarum VP1-08 FR79894

[ Pantanalinema sp. UIC 10102 _KT899578 } ngonospecific genus 6.3.39

®®DD®DOOMD

eptolynEbya boryana NIES-2135 AP018203 rrnA (tyé)e seq. draft genome?

Plasmid eptolyngbxa boryana NIES-2135 plasmid AP0182 6 rrmA (complete genome)
eptolyngbya sp. B-238 NZ JACJRNO000000000 rrnA (draft genome
eptolyngbya sp. FACHB 239 NZ JACJRM000000000 rrnA (draft genome

-— u gb! aboryana 1U 594 CP 092419 rrnA (type seq. draft genome)

F pto gi)b a sp. ABGS1 PV25

Leptolyn(L; ya angustata HHW P 5 GG

eptolyng a CENA104 EF088333

Leptolyngbya sp 402 M %g

Leptolyngbya sp. GGD JAPQKEOO 00000 rrnA (draft genome)

Leptolyngbya sp. PCC 8964 M Gugger

Leptolyngbya sp. PCC 8985
Legtolzngbga aﬁgustata UTCC473 gAqF218372

Leptolyngbya tildenae YNP77-MA3 OR259138 (genus)

Leptolyngbya crispata SEV1-11-C1 AY239599 ] monospecific genus 6.3.4
Leptolyngbya crispata SEV4-3-C6 AY239598 (2)
Leptolyngbya sp. CENA377 KR137598

midesmis sp _Npsgg 25092 } s:?ecies 6.3.30F

Neosynechococcus sphagnicola CAUP A 1101 JJML00000000 rrnA (ref. seq. draft genomé)

genus 6.3.30 Kovacikia Stenomitos
(37)

monospecific genus 6.3.1 Ar
(39)

yngbya sp. FACHB-1624 JACJOE000000000 rrnA (draﬂ genome)

yngbya boryana CZ1 CP130144 rrnA (type seq. draft genome)

yngbya sp. FAC B-1624 CP180258 rrnA (complete genome

yngbya sp. CHB-1624 CP180258 rrnB (complete genome

yngbya sp. HB-1624 CP180258 rrnC (complete genome

yngbya vaporiphila YNP69B-MA2 132

yngbya vaporiphila YNP77-MA6 OR2591 .

yngbya vaporiphila YNP69B-MA3 OR259133 monospecific genus 6.3.37
ngbya vaporiphila YNP88-MA2 OR259137 (6)

yngbya vaporiphila YNP69B-MA5 OR259134

yngbya vaporiphila YNP77-MA5 OR2 9135

ctonema sp. SAG 3890 KM019916 ég &

‘y,lrr:glgyg :B H:(E—SO_421AOBGQBPQ%V3 00000 rrnA (draft genome genus) }monospecilicgenusesz

ngbya sp. HK-03 AB694932 @
tLeptonngbya sp. NIES-3755 APQ17308 rrnA (complete genome%
Pseudanabaenaceae cyanobacterium LEGE 13415 JADEXWO00000 000 rrnA (draft genome genus)

Lep

yng

ya Phormi

family 6.3
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Oscﬂlatorla es cyanobacterlum Ep_Yyyy300 KC4

eu( Copelandiella yellowstonensns Y
00 e
e
0| Copelandiella yellowstonensis YNP30-| MA1 OR25914
! Copelan z
woj Khargia iranica KHT2 clone 1 MK839155 Sfe(:les 6. 3 36A
o Khargia iranica KHT2 clone 2 MK839156 enus 6.3.36 Khargia
o| Pseudoleptolyn: KhT2 KU926698 g S 9
ita gclfAL 9 ®

o{| Synechococcus sp.
't Romeriopsis navilis LEGE 11480 JA

0o otolyngbya sp. HA4237-

o R s s iiaay

Leptolyngbya tildenae YNP77-MA3 OR259138 (genus

3Iecto|yncbya hodgsonii ANTLPR22 AY493583 (ref. seq

| eptolyngbya crispata SEV1-11-C1 AY239599 Jmonospeclflc genus 6.3.4

Leptolyngbya crispata SEV4-3-C6 AY239598 (2)

_eptolyngbya sp. CENA377 KR137598

onilinema alkalinum CENA532 KF2464982

onilinema alkalinum ACKU939 PV866604 (type seq.)

on nema alkalinum CCIBt3284 MN334194 Yref seq.)

nema alkalinum CENA520 K

_eotolyngbya boryana FG4 Rupne M(3207953 .

Leptolyngbya sp. GSE-PSE06-07G_H Jmonospecmc genus 6.3.6

Tapinothrix clin onii GSE-PSE06-07G HQ13293 (2)

Myxacorys californica WJT24-NPBG12B MF99689 1

Myxacorys californica WJT24-NPBG17 KJ9390

Myxacorys californica CMT-1SZIN-NPC39 cl PCSQ MNO18861

Myxacorys californica WJT73-NPBG4 cl PM21A MN018859 species 6.3.7A

Myxacorys californica WJT25-NPBG1 KJ939050 (9’; -9

Leptolyngbya sp. ’Albertano-Kovacik ]q_reen EcFYyy__ 00 KC463200

Myxacorys chilensis ATA55-1-LB8

Myxacorys chilensis ATA2-1-KO14 KJ939079 (ref. seq.)

Myxacorys chilensis ATA3-9- LBZ MF996884 .

Myxacorys almedinensis SVC5B MK927051 sgecles 6.3.7B

Myxacorys almedlnenSIS SVC5A MK927052

Myxacorys sp. LEGE 18658 PP476855

Pseudophormidium americanum KT1 MK861904 species 6.3.7C 4

Pseudophormldlum sp. P52 0Q079425

tolyngbya sp. AIbertano-Kovacnk reen’ Es_Yyy1800 KC463189
22

Eg?nospecific genus 6.3.5 Monilinema

L4

Oscillatoriales cyanobacterium Ep—my 400 K04

ﬁg..

Copeland

Copeland

59142
la yellowstonensis YNP83A- MAG OR2591 srecies 6.3.38A
la yellowstonensis YNP81-MA1 0H259141 (ref seq.) (4)

?Ge)nus 6.3.38

Copelan

la thermalis YNP80B-MA3 OR259139 Sé)e0|esﬁ3388
la thermalis YNP80B-MA4 OR259140

Khargla italica 45 MK839154 species 6.3.36B
.3.36C

81 Khargia indica LBK K 1911 species

Romeria sp. LEGE 06013 832927
Romeriopsis marina LEGE 06013 MN537584 } Fpecies 6.3.11A 631
05 98 genus 6.3.
Romeriopsis navilis LEGE 11480 MN75 éa(d)e seq.) speC|es 6.3.11B ®
DEXQ 0 0000 rrnA (type seq. draft genome)
0-01B monospeCI IC genus 6
0-01B -|M018
39031

epto bya sp. GSE-PS!
Piolyndbya sb: GRE_pS

D

J monospecmc genus 6.3.12

Lzmm
=<
O’)
x
=y
$‘?

eptolyngbya sp. PCC 670 Iﬂ% (2
Pinocchia polymorpha E10 clone /3 KP640611 1
Pinocchia polymorpha E10 clone E10/4 KP640612 .
Pinocchia polymorpha E10 clone E10/2 KP640610 Sé)emes 6.3.9B
g noccn a polymorplﬂa é§K|U905E5P/\1/866605 (type seq.) (6)
nocchia polymorpha clone ! .

Pinocchia E ol yrnorppha E5 clone E5/5 KP64060 gerus 6.3.9 Pinocchia

F nocchia daecheonga FBCC-A230 M ;4;4

R 78 |sgecies 639

Fllubbldbdeb a Iy 3532 M 2 7}%

r : 2297
japhi ﬁr‘f\agfﬁm A 5 16/25 PX57 type seq.) Jmonospeciﬁc genus 6.3.46 Edaphifilum
um ginni SN2022/33 PX572938 (ref. seq% (2)
um ginni AT2016/2_? P)iﬁ%)s%}l%w 56 eq.) B
urpureum Tovel ifi
- ‘a'éllmeln’i)actron pur?ureum Tovel 3 KT819294 }?gfnospeclflc genus 6.3.13
ohya op B33 Hh157385 Spetes 63.16A
sp. speces 6.3. i

gbya sp. BN43 GQ848192 sgec_ies 6.3.16A }sgec'es 6.3.16A

epto bya sp. BX10 HM151385 specles 6.3.16A

I
Neoleoto1yngbya gaogiuensis GQSK-2 clone 2 PV911212 (ref. seq.
eoleptolyngbya gaogiuensis GQSK— clone 2 PV911212 (ref. seq.
eoleptolyngbya gaoqiuensis GQSK-2 PV911211 (ref. seq.
eoleptolyngbya gaoqiuensis GQSK-2 clone 1 PV 11211 (type seq.) .
eoleptolyngbya chanbaensis CB-4 clone 1 PV911210 étype seq. g (s‘{))eues 6.3.16B

}syecies 6.3.16A

eoleptolyngbya chanbaensis CB-4 clone 2 PV911210 (type seq
Neoleptolyngbya chanbaensis CB-4 PV911210 species 6.
828g;:m g gggﬂgﬂ::g % mggooggo monospecmc genus 6.3.14 Onodrimia

Onodrimia javanensis 28 MG000961 (ref. sec* @)

Chamaethrix vagmata F12/109 MF133444 seq. draft genome)

Leptolyngbya sp. 17M EF545607 enus

uncultured bacterium clone H4-B75 FJ20701

Oscillatoriales cyanobacterium JSC-12 AJUB00000000 rrnA édraft genome) kg;mospecific genus 6.3.15

S
O
:U

Oscillatoriales cyanobacterium JSC-12 CM001633 rrnA (draft genome)
uncultured bacterium clone EV3H06 EF470480
Arthronema africanum SAG 1289 KM019974
Arthronema africanum SAG 1289 AB115966
Arthronema africanum RCASBTAHFSO1 PZ280560 (type seq.)
Leptolyngbya sp. PCC 7114 M %%
Phormidesmis molle NIES- 2126 L 19783 (ref. seq. draft genome)
dynechococcus sp. PCC 7009 Al 945 1
ynechococcus sp. EW15 DQ2 5602
ynechococcus sp. 308806 AF317072
Synechococcus sp. BO 8801 _NQKY00000000 rrnA (draft enome)
ynechococcus sp. CCAP 1479/10 J FKRJOOOOOOO 0 rrnA (draf genome)
Synechococcus sp. CCAP1479/ 3 JAFKRI000000000 rrnA d(draﬂ genome)
Synechococcus sp. FACHB-909 JACJ JTY000000000 rrnA (draft genome)
Aphanoth 177488
Aphal | Al
Aphanothece SP CENA118 HQ380799
Microcystis holsatica NIES—43 89036
Cyanobium sp. JJ9-5 AM710361
Synechococcus sp. JA0607M GQ130144
Synechococcus sp. MI0407_GQ130145
Cyanobium sp. J 31R2 AM 0352
Cyanobium sp. 1LT47S01 F 7491 species 7.1.1J
um gracile PCC 6307 CP003495 rrnA (type seq. draft genome) (:‘fs) o
COCCUS Sp. MI0O608H Q I30

monospecific genus 6.3.17 Arthronema
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Plectolyngbya hodgsonii ANTLG21 AY493615 monospecific genus 6.3.3 Plectolyngbya

genus 6.3.7 Myxacorys
(13)

monospecific genus 6.3.8
I

Copelandiella

genus 6.3.9 Pinocchia
(14)

genus 6.3.16 Neoleptolyngbya
(10)
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Aphanothece cf. minutissima CCALA 015 CALSAC000000000 rrnA (draft genome)
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phanothece elabens NIES-42 AB001724
phanothece sr. CENA118 HQ380799
icrocystis holsatica NIES-43 D89036
Cyanobium sp. JJ9-5 AM710361
Synechococcus sp. MA0607M GQ130144
Synechococcus sp. MI0407_GQ130145
Cyanobium sp. JJ21R2 AM710352

Cyanobium sp. 1LT47S01 FM177491 species 7.1.1J
Cyanobium gracile PCC 6307 CP003495 rrnA (type seq. draft genome) (cfs) o
Synechococcus sp. MI0O608H GQ130147

Cyanobium sp. Copco_Reservoir_LC18 ASAC00000000 rrnA (draft genome)
Synechococcus sp. PCC 690

Synechococcus sp. CCY 0621 JAFKRH000000000 rrnA (draft genome)
Cyanobium sp. 1BB04S06 AJ639896

Synechococcus sp. PCC 7918 AF216947
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Synechococcus sp. BO983115 AF317078
Synechococcus sp. PCC 8966 AF448072
Cyanobium sp. JJ7-9 AM710349
Synechococcus s‘?. CCAP 1479/9 JAFKRK000000000 rrnA (draft genome)
Cyanobium sp. JJ22-10 AM710362
Cyanobium sp. JJ23-10 AM710368
Cyanobium sp. L038 PX647167
Synechococcus sg. PCC 7920 AF216948
Synechococcus sg. CCY 9618 JAFKRGO000000000 rrnA (draft genome) 4
Cyanobium sp. PCC 8975 M. Gugger
Cyanobium sp. JJ12-6 AM7103.

species 7.1.1A
Cyanobium sp. PCC 7917 M. Gug{ger ®)
Synechococcus sp. MW100C3 AY151249
NQKX00000000 rrnA (draft genome)

Synechococcus sg. MW101C3
Cyanobium sp. PCC 7923 M. Gu%%er .

Cyanobium sp. ULC065 QBMMOQU000000 rrnA (draft genome) species 7.1.1B

Synechococcus sp. SynAce01 CP018091 rrnA ((zpomp ete genome)

Synechococcaceae cyanobacterium MAG-AL2 JADANF000000000 rrnA (draft genome) species 7.1.1C
Synechococcaceae c&/anobacterlum MAG-AL1 JAOANEO000000000 rrnA (draft genome (5") o
Cyanobium sp. ULC082 QBMG00000000 rrnA (draft genome

Cyanobium sp. ULC084 QBMDO00000000 rrnA (draft genome

Synechococcus sp. PS845 AF448070 species 7.1.1D i

Synechococcus sp. 8F6 NQKZ00000000 rrnA (draft genome) JS{GCIES 71.1F

Synechococcus sp. CBW1108 CP060395 rrnA (complete genome) (2)

Aphanothece clathrata SAG 2399 KM020006
Cyanobium sp. JJ11-2 AM7

Synechococcus sp. 1G10 NQKW00000000 rrnA (draft genome)

Cyanobium sp. PCC 6710 M. Gug er species 7.1.1G
Synechococcus sp. BO8805 AF317073 (9") o
Cyanobium sp. PCC 6709 M. Gu%er

Parasynechococcus antarcticus WH 5701 AANO00000000 rrnA (draft genome)

Synechococcus sp. 1tu39s01 AM25922

Synechococcus sp. CBW1107_CP064908 rrnA (complete genome)

Cyanobium sp. PCC 9004 M. Gugger

Synechococcus sp. Suigetsu-Ci AB610891 | species 7.1.1H

Synechococcus sg. IR48 AF448062 @)

Cyanobium sp. PCC 6706 M. Gugger )

Cyanobium sp. JJ22K AM71036: } s;emes 7111

Cyanodictyon sp. JJCD AM710382 2)

Cyanobium sp. PCC 9001 M. Gugger

Cyanobium sp. PCC 9002 M. Gu%%er

Merismopedia sp. CENA106 EF088332 species 7.1.1K
Merismopedia tenuissima 0BB46S01 AJ639891 ") o
Synechococcus sg. CBW1004 CP060397 rrnA (complete genome)

Cyanobium sp. PCC 8943 M. Gugger

ynechococcus sp. CENA170 KC695863
ynechococcus sp. CENA180 KC695872
ynechococcus sp. CENA174 KC695866
ynechococcus sp. CENA179 KC695871
Ciimarium sp. LEGE 181226 PQ515113 (s1poe)cies 7.1.1L

Synechococcus sp. MLCB EF630354
Synechococcus se. CENA140 KC695834

Cyanobium sp. FGCU-6 JANWURO000000000 rrnA (draft genome)
Cyanobium sp. JJ2-3 AM710363

Cyanobium sp. LEGE 06068 HM217069

Cyanobium sp. LEGE 07318 HM217050

Cyanobium sp. LEGE 06113 KC469577
Cyanobium sp. NS01 CP047940 rrnA (complete genome)

Cyanobium sp. 19B10hp KX608889

Synechococcus sp. PS338 AF448068

Cyanobium sp. CENA141 KC695835
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Cyanobium sp. CENA154 KC695848 s‘i)ecies 7.1.1M
yanobium sp. CENA148 KC695842 4)
Cyanobium sp. CENA185 KC695876
Cyanobium marinum PCC 7001 ABSEO00000000 rrnA (draft genome)
Cyanobium sp. NIES-981 LT578417 rrnA (complete genome) species 7.1.10
ynechococcus sp. TAGS AF448067 (5") o
ynechococcus sp. T7cc1 AF448061
ynechococcus V?B 2LT05S01 FM177502
Ahathece sp. MW74D6 AY151242
Synechococcus sp. MW74D3 AY224200
cyanobacterium BACL30 MAG-120619 LICO00000000 rrnA (draft genome)
Cyanobium usitatum Tous PXX000000000 rrnA (draft genome)
Synechococcus sp. BO8807 AF317074
Synechococcus sp. Tous MRUD00000000 rrnA (draft genome)
Synechococcus sp. MI0607D GQ130150
Cyanobium sp. JJ9-C6 AM710379
Cyanobium sp. LB03 AY183115
Aphanothece sp. 0BB21S01 AJ639901
Vulcanococcus sp. LL NQLA00000000 rrnA (draft genome)
Cyanobium sp. PCC 7951 M. Gugger
Cyanobium sp. 0BB42S04 AJ639900 species 7.1.1Q
Cyanobium sp. 0BB24S01 AJ639897 (8)
Synechococcus sp. 0tu28s07 AM259221
nechococcus sp. MH301 AY224199
nechococcus sp. MH305 AY224198 .
nathece sp. JJ AM710351 1species 7.1.1R
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Aphanothece sp. 0BBZ1SO1 AJ639901
| Vulcanococcus s L NQL 00000000 rrnA (draft genome)
Cyanobium sp. CC 7951 M. Gu
Cyanobium sp. 0BB42S04 AJ63: 00 species 7.1.1Q
«| Cyanobium sp. 0BB24S01 AJ639897 ®)
ynechococcus sp. 0tu28s07 AM259221
™ Synechococcus sp. MH301 AY224199
i} Synechococcus sp. MH305 AY224198 .
Anathece sp. JJ M710351 si)emes 7.1.1R
®I Synechococcus sp. CENA108 EF088334
ynechococcus sp. CBW1002 CP060398 rrnA (complete genome
ynechococcus sp. CBW1006 CP060396 rrnA (complete genome (s‘{))ecies7.1.1s

ynechococcus sp. BS4 Al ...jUZbZ
ynechococcus sp. BS5 AF33
ynechococcus sp. LTW-R CP059060 rrnA (complete genome)

Synechococcus sp. NB0720 10 CP090898 rrnA Ecomplete genome}
| Synechococcus sp. A10-1-5-1 CP096032 rrnA (complete genome,

= Synechococcus sp. UBR 'AF448063
Synechococcus sp. LBB3 AF33025(
& Synechococcus sp. LBG2 AF33024!
| Cyanobium sp. Suigetsu-CR1 AB610885
| Synechococcus sp.” LA31 CP075523 rrnA (comO%Iete 3qenome
Parasynechococcus sudiatlanticus CB0101 9373 rrnA (complete genome)
@ Cyanobium sp. Sulgetsu—CRs AB610889
»| Synechococcus sp. BE0807D GQ130151

Synechococcus s OBBZZSO AJ639898
8} Anathece sp. JJ2 STR AM710383
s« Cyanobjum sp. M30B3 CP073761 rrnA (complete genome)
«s| Cyanobium sp. PCC 8939 M ﬁg
Synechococcus sp. GFB01 LFE 0000000 rrnA (draft genome)
Cyanobium sp. P C 9 M
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species 7.1.1U
(6)

wo| Synechococcus sp. MIT 595
Synechococcus sp. MIT S9509 LVHV00000000 rrnA (draft 6;

| Parasynechococcus subtropicalis WH 7805 AAOKO0000000 rrnA draﬂ genome)
Synechococcus sp. MIT S9508 _VHU 0000000 rrnA draft genome
Synechococcus sp. P1 jsolate A UCNJ00000000 rrnA (draft genome)
Synechococcus sp. P1 isolate GEYO UCNL00000000 rrnA (draft genome)

| Synechococcus sg MIT S9220 CP047958 rrnA comglete genome)
uncultured Synechococcus sp _strain not given

Synechococcus sp. A15-60 CP047933 rrnA (complete genome
=yllcm|uuubbus sp. A15-60 CP047933 rrnB complete enome
Parasynechococcus pacificus WH7803 CT9 rrnA%
% Synechococcus s| CC 9904 (WH 7803) A

. VHT00000000 rrnA édraft genome

C

complete genome)

16| Synechococcus sp. 100 CP006269 rrnG (complete genome)
wof Synechococcus sp. NIO A 202 PX316982
w0} Synechococcus sp. CCMP839 AY946244

Synechococcus sp. WH 8020 CP011941 rrnG (draft enome)

ol Synechococcus sp. MU1655 JAKUHK000000000 rrnA (draft genome)

| Parasynechococcus sudipacificus WH 8016 AGIKOOOO 000 rrnA (draft genome)
o[ Parasynechococcus benguelii CCQ311 CP000435 rrnA (complete genome)
Synechococcus sp. M16CYN AP029048 rrnA

" Synechococcus sp. M16CYN AP029048 rrnB (complete genome
1wl——— Synechococcus sp. HB1133 SDBW00000000 rrnA (draft genome)

Synechococcus sp. Minos12 AY1728i

Synechococcus sp. WH8103 LN847356 rrnA (draft gel

| Synechococcus sp. A15-28 CP047931 rrnA (com te e ome)
Parasynechococcus marearabicus WH 8109 CP006882 rrnA écomplete genome)

Synechococcus sp. P1 isolate UW69 UCNWO00000000 rrnA (draft

10| Parasynechococcus afrlcanus CC9605 CP000110 rrnA (com:plete genome)
Synechococcus sp. P1 isolate UW86 UCNU00000000 rrnA (draft genome)

Synechococcus sp. KORDI-49 CP006270 rrnA (complete genome)

Synechococcus sp. WH8002 AY172833

Synechococcus sp. KORDI-52 CP006271 rrnA (complete genome)

Synechococcus sp. WH8012 AF539812

| Synechococcus sp. P1 isolate N26 UCNMO00000000 rrnA (draft genome)

Synechococcus sp. IOCAS0402 DQ088155

Synechococcus sp.
18| Parasynechococcus nordlatlantlcus BL107 AATZ00000000 rrnA (draft genome)

ynechococcus sp. BSSGD PHQUO00000000 rrnA (draft genome
'@/ Synechococcus sp. HK01-R CP059059 rrnA (dra 0_%

——— Parasynechococcus rus R89916 AAUAO! 00000 rrnA (draft genome)
o] "' Synechococcus sp. RS9901

ynechococcus sp. 8101 CP035914 rrnA (complete genome)

ynechococcus sp. R59909 AY172819
ynechococcus sp. P1 isolate UW105 UCNNO00000000 rrnA (draft genome)
arasynechococcus e?uatorlalls RS9917 AANP00000000 rrnA (draft genome)
i# Synechococcus sp. lsolate UW140 UCOB00000000 rrnA (draft genome)
ynechococcus sp. 01 CP 035632 rrnA (complete genome) species 7.1.1AD
B’t ynechococcus sp. KORDI 30 FJ4977.

100}

o111

ynechococcus sp. Minos11 AY172 807

arasynechococcus mediterranei RCC307 CT978603 rrnG (complete genome)
Synechococcus%) Minos11_CP047953 rrnA (complete genome)
nechococcus sp. M 2535 AY151233
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ynechococcus lacustris Tous PXVC00000000 rrnA édraﬂ genome)
qu orococcus marinus XMU1401 PESYOOOOOOOO rrnG (type seq. draﬁ) genome)
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1
lorococcus sp. scB241_527L22 JFLA00000000 rrnA (draft genom
1lorococcus sp. scB241-529D18 JFLOOOOOOOOO rrnA (draft genome)
Prochlorococcus sp. scB2437495L20 JFLX00000000 rrnA (draft genome)
Prochlorococcus sp. scB243”498A3 JFML00000000 rrnA (draft genome)
Prochlorococcus sp. scB241-529J15 JFLQ00000000 rrnA (draft genome)
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Prochlorococcus sp. scB243~495G23 JFLU00000000 rrnA (draft genome
orococcus sp. scB243”495K23 JFLW00000000 rrnA (draft genome;
orococcus sp. scB245a_520K10 JFNU00000000 rrnA (draft genome)
orococcus marlnus MUT415 PGOP00000000 rrnG_(type seq. draft enome)
coccus m MU1419 PHNL00000000 rrnG e{ype ' seq. draf “genome)

Proc
Proc|
Proc|
Proc|

complete genome J sgemes 7.1.1AG

Parasynechococcus marenigrum WH8102 BX548020 rrnA Stype seq. draft genome)

so[——— Parasynechococcus chillensis CC9902 CP000097 rrnA (complete genome)
RDI-36 FJ49

species 7.1.1T
(14)

species 7.1.1V
(13)

& cyanoblont of Orr?lthocercus ma nmcus Om 1 BIMP00000000 rrnA (draft genome) s?ecles71 AW
e Synechococcus s[s) CC9616 AZXL00O! 0000 rrnA (draft genome) {

species 7.1.1AF
)

species 7.1.1Y
(5)

species 7.1.1Z
(13)

| Synechococcus sp. BS55D PHQT00000000 rrnA fraft genome }s:?emes” 1AA

} species 7.1.1AB
(2)

species 7.1.1AC
(5)

species 7.1.1AE
@)

S
S¥nechococcus sp. LBP1 AF330247 monospecific genus 7.1.2
Syréechococcus sp. MW26A5 AY151234 (4)

family 7.1: (picocyanobacteria)
(307)

order 7
(341)
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1lorococcus sp. scB2417529D18 JFLO00000000 rrnA (draft genome)
lorococcus sp. scB2437495L20 JFLX00000000 rrnA (draft genome)
Prochlorococcus sp. scB243”498A3 JFML00000000 rrnA (draft genome)
Prochlorococcus sp. scB241-529J15 JFLQ00000000 rrnA (draft genome)
Prochlorococcus sp. scB243-495G23 JFLU00000000 rrnA ((draft genome)
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Prochlorococcus sp. scB243~495K23 JFLWO00000000 rrnA (draft genome)
Prochlorococcus sp. scB245a 520K10 JFNU00000000 rrnA (draft genome)
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orococcus marinus XMU1419 PHNL00000000 rrnG
orococcus marinus MIT 9301 CP000576 rrnG (type seq. draft genome)
orococcus marinus AS9601 CP00%51 rrnG (type seq. draft genome)

orococcus sp. MIT 0604 CP007753 rrnG (complete genome
orococcus marinus MIT 9215 CP000825 rrnG (type seq. draft genome)
orococcus sp. SB_JNAS00000000 rrnG (draft genome)

Prochlorococcus sp. RS01 CP018345 rrnG (draft genome

Prochlorococcus sp. RS04 CP018346 rrnG (draft genome

F-uu 1lorococcus sp. RS50 CP018344 rrnG (draft genome;
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orococcus marinus MIT 9401 JNAR0000000O rrnG
orococcus marinus MIT 3113%16 jNﬁPOgOOOOOO rrnG

orococcus marinus MIT 000000 rrnG
orococcus marinus MIT 9123 JNAKOO
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Prochlorococcus marinus MIT
Prochlorococcus marinus MIT 930
Fu.u. orococcus sp. GP2 JNAH00000000 rrnG (draft genome)
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orococcus marinus MU1417 PGON00000000 rrnG
orococcus marinus EQPAC1 _JNAG00000000 rrnG
orococcus sp. Med4 BX548174 rrnG (complete genome)
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Prochlorococcus marinus MIT 9515 CP000552 rrnG (type seq. draft genome)

Prochlorococcus sp. NATL1A CP000553 rrnG (complete genome;
Prochlorococcus sp. NATL2A CP000095 rrnG (complete genome

Prochlorococcus sp. PAC1 JGI rrnG ;draﬂ genome)

Prochlorococcus sp. MIT 0801 CP007754 rrnG (complete genome
Prochlorococcus sp. MIT 0916 CP138980 rrnG (complete genome
Prochlorococcus sp. MIT 1011 CP138983 rrnG (complete genome,
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orococcus marinus XMU1403 QJUF00000000 rrnA

orococcus sp. MIT 0602 JNAV00000000 rrnG_(draft genome

orococcus marinus SS51 JNBD00000000 rrnG

ype seq. dra

orococcus sp. LG _JGI rrnG Sdraﬂgenom
orococcus sp. SS52 JNBE00000000 rrnG (draft genome)

orococcus sp. MIT 0601 JNAU00000000 rrnG (draft genome}
orococcus marinus MIT 9211 CP000878 rrnG (type seq. dratt genome)
orococcus sp. MIT 1303 LVHK00000000 rrnA (draft genome
orococcus marinus MIT 9303 CP000554 rrnA (type seq. draft genome)
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Prochlorococcus marinus MIT 1312 LVHMO00000000 rrnA
Prochlorococcus marinus MIT 1327 LVHR00000000 rrnA
Prochlorococcus sp. MIT 1306 LVHL00000000 rrnA (draft ?enome
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Prochlorococcus marinus MIT 13 00

bacteria bacterium 150NLHA JABBYP000000000 rrnA" (dra
bacteria bacterium 150SLHB JABBYR000000000 rrnA (draft genome
»acteria bacterium 150SLHA JABBYQO000000000 rrnA

orococcus sp. MIT 0702 JNBB( 00(

orococcus sp. MIT 0703 JNBC
orococcus sp. MIT 0701 JNBA
orococcus marinus MIT 1313 LVHNOI

orococcus marinus MIT 1318 LVHOO00000000 rrnA
orococcus marinus MIT 1320 LVHP00000000 rrnA
Prochlorococcus sp. MIT 9313 BX548175 rrnA (complete genome

draft genome
rrnA (draft ge e

rrnA (draft
rrnA - (draft
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Paulinella chromatophora plastid Kawaguchi FJ184061
Paulinella longichromatophora plastid PIDHO1 KT633864

Paulinella chromatophora plastid FK0O1 FJ4569 }sgecies 7.1.6A
©)

nella chromatophora plastid

Pau chromatophora plastid Kanazawa2 FJ184059 :
Paulinelia P g Mogazrs }(s&))ecles 7.1.6B
Paulinella chromatophora plastid Kaga FJ184060

uncultured Synechococcus clone 46Fr AY190187

uncultured cyanobacterium clone 27 AY701297

Cnd. Synechococcus spongiarum clone PA05250C1 EU307458
Cnd. Synechococcus spongiarum clone L0315C2 EU307492
Cnd. Synechococcus spongiarum clone PA0599C1 EU307489

Cnd. Synechococcus spongiarum clone MB035C7 EU307488

Cnd. Synechococcus spongiarum clone PA05173C1 EU307455

>nd. Synechococcus s?on iarum clone PA05223C4 EU307477
ynechococcus elonga us PCC 6301 AP008231 rrnA (ref. seq. draft genome)
ynechococcus sp. 6311 M. Gugger

ynechococcus sP. PCC 6707 M. Gug

ynechococcus elon

ynechococcus sp. PCC 7943 AF216949
ynechococcCus sp. SM-09 JF703680
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orococcus marinus MUT415 PGOP00000000 rrnG (te{pe seq. d{l;laftf enome))
ype seq. draff genome

orococcus marinus MIT 9202 ACDW00000000 rrnG (type seq. draft genome)

orococcus marinus XMU1401E _PHNMO00000000 ri ni (type seq. draft genome)

orococcus marinus MIT 9322 JNAQO00000000 rrnG (type seq. draft genome
type seq. draft genome
type seq. draft genome
type seq. draft genome
000000 rrnG (type seq. draft genome,
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JNANO00000000 rrnG (type seq. draft genome)

L00000000 rrnG (type seq. draft genome)
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te/pe seq. draft genome
ype seq. draft genome)
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pe se#. draft genome)
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ype se(}. draft genome
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(43)
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species 7.1.3E
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IITB7 CP143859 rrnA (complete genome
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IITB3 CP143849 rrnA (complete genome
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ynechococcus elon

IITB4 CP143853 rrnA (complete genome
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Acaryochloris marina MBIC1101

Acaryochloris marina MBIC10699

2 CP003558 rrnG (complete genome)
488233

TP201 738 1 MT.

anobacteria PX377351
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(9)
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iloeomargarita ahousahtiae VI%DQ 0L708428 ]

Ynechococcus sp. C9 JALAAD000000000 rrnA Sdraft genome) species 10.2.1A
oeomargarita ahousahtiae Thaho VI4D9 C 6 rrA (complete genome) 4)
Gloeomargarita ahousahtiae VI4D! 9_ 0V696605 rrnA (complete genome)

ﬂlhf"l

«| Synechococcus sp. SH-94-5 AF28 8 cies 10.2.1
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1C_35 UN825304 Lg’) 2

uncultured cyanobacterium clone Alchichica_ AQ1_1

uncultured Gloeobacteria cyanobacterlum clone Q1 1'—GI—5 KJ636753
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Cnd. Sivonenia alaskensis IMG_3300025548 6 JGI rrnG %*pe seq. draft genome
uncultured cyanobacterium clone 290cost002-P3L-1309 391 genus env1.1.3 7
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uncultured bacterium clone AK1_27f 27r JN626489 szPecles envi
uncultured bacterium clone AK1c_40f 40r JN626528
Itured bacter um clone EMIRGE_OTU s1t2b_1346 X221840
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uncultured Gloeobacter clone Ba99 JQ650114 JS{GCIeS env1.4.4B

uncultured Gloeobacter clone R83_JQ861812 ) ?enus envi4.4

uncultured Gloeobacter sp. clone TGRWLFZ-16s-SI330 KT122310 s;ecles envi44A ({4

uncultured Gloeobacter sp._clone TGRWLFZ 16s-SI333 KT122313

Cyanobacteria bacterium SZAS LIN-5 JAFEAW000000000 rrnA (
Cnd. Melainabacteria bacterium Kalu 55_BAT3C239
uncultured bacterium clone SIBG1507° N12D2 163 B LN565896
uncultured bacterium clone SICX812 N9D3 16S B LN571580

uncultured cyanobacterium clone HG-B02 1'87 JN409246 species env2.1.1B
uncultured cyanobacterium clone HG-J0292 JN

JADJ%VKOOOO)OOOOO rrnA (draft genome)

szemes env2.1.1A enus env2.1.1
?3) family env2.1
&

%)
mnESynechococcus sp. SB0662_bin_14 VXNSO

oo

9

1
10f

Mﬂﬁ* Halothermothrix orenii H168 L22016

%+ Nostoc sp. CHAB

f

-
C

uncultured bacterium clone MLS166 J
Kamptonema cortianum NRMCF 0138 JASNGFOOOOOOOOO rrnB (draft genome)
00000000 rrnA (draft genome)
uncultured cyanobacterium clone B90201C HQ189102
- uncultured cyanobacterium clone HG- BO 116 JN409197
Brevundimonas variabilis ATCC 15255 AJ227783
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|} Fischerella thermalis WC157 NGZV00000000 rrB (type seq. draft genome)
Fischerella thermalis CCMEE 5198 NMQF00000000 rinD type seq. draft genome
81 Fischerel 1ermalis CCMEE 5273 NMQBOOOOOOOO rrnB dype seq. draft genome

Desmospo ra activa IMMIB L-12 AM940019 (type seq. draft genome)
o4l Bacillus subtilis BEST7613 AP012495 rrnE (complete genome)
Bacillus subtilis 168 D26185
Bacillus subtilis BEST7613 AP012495 rrnA (complete genome)
Cyanobacterium aponinum 0216 WMIA 000 000 rrnB (draft genome)
rythrobacter colymbi TPW 24 NR 1
Microcoleus sp RI1 1_JA UBOOUOOOOOOOO rrnA (draft genome,
Nostoc sp. CH 836 NZ JAIVFV010000329 rrnH (draft genome
Starria Z|mbabween5|s SAG 74.90 KM02
Nostoc sp. CHAB 5836 NZ JAIVFV010000313 rrnE (draft genome)
Sphingomonas gotjawalisoli SN6-9 NR 157794
Sphingomonas flavalba ZLT-5 NR 17.:53

Trichormus variabilis A2 JAERMH000000000 rrnB (type seq.)
Argonema galeatum A003/A1 JAIQZMO000000000 rrnA’ (ref. seq. draft genome)

cf. Phormidesmis sp. LEGE 11477 JADEXOOOOOOOOOO rrnB (draft genome)
S_Iplrullna subsalsa FACHB-351 rrnB ;draft genome)
richodesmium erythraeum 21-75 h m c AFtB 36A1D 4F rrnA (type seq. draft genome)
{Florldanema aerugineum_ BLCC-F46 uuu Q000000000 rrnB (type seq draff genome)
MH

Microcoleus anatoxicus PTRS2 JBBLXS )0 rrnD (dra g
Leptolym};]bya cf. ectocarpi LEGE11479 JADE uuuuuuuuu rrn (draft genome)
Escherichia coli U 5/41 NR 024570 e seq. draft g J
Microcoleus anatoxicus PTR52 JB L S000000000 rrnC (draft genome)
Rt B|II rantia desiderata FB2 X92417 (oxge seq. draft genome)
@ Nos oc sp. CHAB 5836 \{’IV\IY\FF}IOWO 77 rrnD (draft genome)

Pelomonas parva LYH1

Roseateles saccharophilus ATCC 15946 NR_115049

Roseateles depolymerans_61A ABO
- Planktothrix mougeotii LEGE 06226 JADEWU000000000 rrnB (draft genome)
Myanothece sp. G-11 7401

icrocoleus sp. MMG-10 KF157 00
1 Methyloversatllls universalis FAM5 NZ AFHG01000027
|- Nostoc sp, CHAB 5836 NZ JAIVFV010000322 rrnF (draft genome)
Coleofascmulus sp. LEGE 07081 JADEWWO000000000 rrnB (draft genome)

"f- Microcoleus anatoxicus PTRS2 JBBLXS000000000 rrnB (draft genome)
"y Microcoleus sp. ARI1-A1 JAUBVO000000000 rrnB (draft genome)

{' Nodosilinea sp. LEGE 07088 JADEWX000000000 rrnB (draft genome)

- | eptolyngbya sp. O-77 AP017367 rrnB (complete genome)

0.10

bacterial outgroup
(98)



