Additional Fig. Al. Sequence alignment (FASTA format) of the globin sequences of P.
marinus.

>aHb1l

~MPIVDS-—= === GSVPALTAAEKATIRTA
WAPVYAKYQSTGVD I L IKFFTSNPAAQAFFPKFQGLTSADQLKKSMDVRWHAER 1 INAVN
DAVVAMDDTEKMSLKLRELSGKHAKSFQ-VDPQYFKVLAAVIVDTVLP-—-——-————— GDA
GLEKLMSMICILLRSSY-—=-——-———— e

>aHb2a

-MPIVDT-—= === GSVAPLSAAEKTKIRSA
WAPVYSNYETSGVD I LVKFFTSTPAAQEFFPKFKGLTTADQLKKSADVRWHAER 1 INAVN
DAVVSMDDTEKMSMKLRDLSGKHAKSFQ-VDPQYFKVLAAVIADTVAA-———————— GDA
GFEKLMSMICILLRSAY === == = e

>aHb2b

-MPIVDT-—= === GSVAPLSAAEKTKIRSA
WAPVYSNYETSGVD I LVKFFTSTPAAQEFFPKFKGLTTADQLKKSADVRWHAER 1 INAVN
DAVVSMDDTEKMSMKLRDLSGKHAKSFQ-VDPQYFKVLAAVIADTVAA-———-————— GDA
GFEKLMSMICILLRSAY === = e

>aHb2c

~MPIVDT === = e e e GSVAPLSAAEKTKIRSA
WAPVYSNYETSGVD I LVKFFTSTPAAQEFFPKFKGLTTADQLKKSADVRWHAER 1 INAVN
DAVVSMDDTEKMSMKLRDLSGKHAKSFQ-VDPQYFKVLAAVIADTVAA-—-——————— GDA
GFEKLMSMICILLRSAY-————— e

>aHb5a

~MPIVDT === == — e GSVAPLSAAEKTKIRSA
WAPVYSTYETSGVD ILVKFFTSTPAAQEFFPKFKGLTTADQLKKSADVRWHAER 1 INAVN
DAVASMDDTEKMSMKLRDLSGKHAKSFQ-VDPQYFKVLAAVIADTVAA-———————— GDA
GFEKLMSMICILLRSAY-———————— e

>aHb5b

-MPIVDS-—=— == GSVAPLSAAEKTKIRSA
WAPVYSTYETSGVD I LVKFFTSNPAAQEFFPKFKGLTTADQLKKSADVRWHAER 1 INAVN
DAVASMDDTEKMSMKLRDLSGKHAKSFQ-VDPQYFKVLAAVIADTVAA-———————— GDA
GFEKLMSMICILLRSAY-———————— e

>aHb5d

-MPIVDS-—=— == GSVAPLSAAEKTKIRSA
WAPVYSTYETSGVD I LVKFFTSNPAAQEFFPKFKGLTTADQLKKSADVRWHAER 1 INAVN
DAVASMDDTEKMSMKLRDLSGKHAKSFQ-VDPQYFKVLAAVIADTVAA-———————— GDA
GFEKLMSMICILLRSAY === = e

>aHb8

-MPIVDS-— - === GSVAPLSAAEKTKIRSA
WAPVYSNYETSGVD I LVKFFTSTPAAQEFFPKFKGMTTADQLKKSADVRWHAER 1 INAVN
DAVTSMDDTEKMSMKLRDLSGKHAKSFQ-VDPQYFKVLAAVIADTVAA-—-——————— GDA
GFEKLMSMICILLRSAY—-——————— e

>aHb3

~MPIVDS === == = e e GSVAPLSAAEKTKIRSA
WAPVYSNYETTGVD I LVKFFTSTPAAQEFFPKFKGLTTADQLKKSADVRWHAER 1 INAVN
DAVVSMDDTEKMSMKLGDLSGKHAKSFQ-VDPQYFKVLAAVIADTVAA-———————— GDA
GFEKLMSMICILLRSAY-————— = e

>aHb9

~MPIVDS——— === e GSVGALSGAEKAAIADS

WKAVYSNYEEAGKAILIKFFTSNPGVQDFFPKFKGLDSADQLSKSAAVRWHAER 1 INAVN
DAVVALDDPEKLSLKLKALSKKHAQEFN-VDPQYFKVLAVNIVEGVSSANG-GLGAEAQA
AWEKFLSQVSILLKSQY-——-——-———— ===~

>aHb1l1l

~MPIVDS-—=— == GSAGALSAAEKAIITDS
WKVVYADYEAAGKAILIKFFTSNPGVQDFFPKFKGLDSADQLSKSAAVRWHAER 1 INAVN
DAVVALDDPEKQSLKLKALSKKHAQEFN-VDPQYFKVLSANVLEQVAAANG-GLSAEAQG
AWEKLLSIISILLKSQY---—=—-—————

>aHb10



-MPIVDS-———-——— - GSVGALSASEKAAVAGS
WKAVYANYEAAGKAVL IKFFTSNPGVQDFFPKFKGLDSADKLSKSPAVRWHAER 1 INAVN
DSVVALDDPEKQSLKLKALSQKHAYEFH-VDSQYFKVLSAT I LEQVDDANG-GLSAEGKS
GWEKLLSSICIHLKSAY - === === e -

>aHb12

-MPIVDS-—-— === GSVGEFSAAEKSLIVSA
WAPVYAKYEEAGVD I LVKFFSDNPGVQDFFPKFKGLDSADQLKKSPAVRWHAER 1 INAVN
DAVVALDDPPKLSLKLKALSKKHAQELN-VDPQYFKVLAGV ISDAVAK--—-—- SGDEKA
AVDKFLSQVVILLKFAY--— === ===

>aHb13

~MPIVDS === == = e e e GSVGAISAAEKSLIVSA
WAPVYAKYEEAGVD I LVKFFAANPEAQAFFPKFKGLDSADQLKKSPAVRWHAER 1 INAVN
DAVVALDDPAKQSLQLKALSQKHAHELN-VDPSYFKVLAGV ISDAVAK--—-—- SGDAKA
AVDKFLSQVVILLKSAY-—————— =

>aHb14

~MPIVDS—— == == — e e GSVGAISAAEKSLIVSA
WAPVYAKYEEAGVD I LVKFFAANPEAQAFFPKFKGLDSADKLKKSPAVRWHAER 1 INAVN
DAVVALDDPAKQSLQLKALSQKHAHELN-VDPSYFKVLAGV ISDAVAK-—-—-—- SGDAKA
AVDKFLSQVVILLKSAY-——— ===

>aHb7

~MPIEDT——= === GSKPDFSDEEKKAIKDS

WSGVYSEYESASSE I L IKFFVDNPSAQDFFPKFKDLDSEEKLKNSTAVRWHAER 1 INAVN
DV IWLLDEPEKNAKNLKELSEKHAVQLN-VDAKFFKVLAEL I LDKVAEKSGDSFSDSARS
AWEKLLTYICISLKVAY--————— =

>aMb1l

-MSIADS-—————— - GSAPALSGDEKSAVRDT
WKVVYPHAEDHGTT I L IKFLTENADAKKFFPKFQALKTADEMKSSPVLRDHAKRIMNS IN
DMVVALDDTNAQNAQMNGLSKKHANDFK-VDPKYFKV 1SNV ILSVIAEGLGAQFNDAAKN
GWSKLLTTTCIGLKSAF-————-———— e

>aMb2

MSAIVDS-——-———— == GSAPALSGDEKAAIKST
WPSVFAKAEDVGAEMLSRF I SSNADVKKYFPKFKD I SSQAELKSSAKVRDHAKR IMAF IN
DLVDN IDNAGAQTAKLHSLSAEHAEKFK-VDPQYFKVISNVLLD ILGETFGASFSGATRS
AWIKLLSIICIGLRSAF——— === e

>aHb6

MGALQDS——-——————— e~ G1VSSFKEDEKAALRES
WD IFNNSHQDAGVKILARF 1 INNPEAKKFFPKFKGLNTAEELQNSAEVR IHGDK1LAAVQ
QAVLDLDDPDKQKNKLKDLSKSHAQQFN-VEPAYFKTFAEVILKYVTETCGKSFTSEMRT
SWSKLLSLITIELQSAY—\——————— -

>Cygb

——————————————————————————————————————————— MEQGWLSEEEIEALQDI
WEKVFKSAEDVGV I LLVRLFTGHPASKQYFPMFKDLETADDLKASAKLRWHAGRVMGSLD
KAVRSLRKPEEL IKI1LRAVGLSHARKATPVDVKYYHILGGI IMDVLLETFKDELSPTARS
AWTKLLGTLCTEFENAYREE----—-——-———————— GVLEQAAA

>GbX1
MGCTVSTDERTGAQSSSQGQSQASRKQQQPEQQRAAGEGHQPPGPPQAPSESQRRLVRDS
WLALQCDIARVGV IMFVRLFETHPECKDVFYQFRDCEDLQKLKMNKQLQAHGLRVMSFIE
KSVARLEQECVLEQL IVEMGRKH-YKYN-ASPKYYSFVGIEFIATVQPFLQEKWTNEVED
AWQCLFRY IAAVMKRGYLEEEAASNGVYNTANYDRGQGNHGATAM



