S1 Table. CLUSTAL O(1.2.1) NHBA p variants multiple sequence alignment

MFKRSVIAMACIVALSACGGGGGGSPDVKSADTLSKPAAPVVTEDVGEEVLPKEKKDEEA
MFKRSVIAMACIFALSACGGGGGGSPDVKSADTLSKPAAPVVSEKETEA-————-—-—-—-———
MFKRSVIAMACIFALSACGGGGGGSPDVKSADTLSKPAAPVVSEKETEA-—————-—-—-———
MFKRSVIAMACIFALSACGGGGGGSPDVKSADTLSKPAAPVVSEKETEA-————-—-—-—-———
MFKRSVIAMACIFALSACGGGGGGSPDVKSADTLSKPAAPVVSEKETEA-————-—-—-—-———
MFKRSVIAMACIFALSACGGGGGGSPDVKSADTPSKPAAPVVAEKETDA-————-—-—-—-———
MFERSVIAMACIFALSACGGGGGGSPDVKSADTLSKPAAPVVAEKETEV-—-—-—-—-—--—-——-—
MFERSVIAMACIFALSACGGGGGGSPDVKSADTLSKPAAPVVAEKETEV-———-—-—-—-—-——-—
MFERSVIAMACIFALSACGGGGGGSPDVKSADTLSKPAAPVVAEKETEV-———-—-—-—-—-——-—
MFERSVIAMACIFALSACGGGGGGSPDVKSADTLSKPAAPVVAEKETEV-—-——-—-—--—-——-—

hkoekkhkhkhkhkkhkhkhk *hkkhkrhkkhkhkhkhkrkhkhhkhkhkhkkhkrhk *hkrkkkkhkkxoxk

VSGAPQAD--TQDATAGKGGQDMAAVSAENTGNGGAATTDNPENKDEGPONDMPQONAADT
KEDAPQAGSQGQGAPSAQGGQODMAAVSEENTGNGGAATADNPKNEDE-AQNDMPONTAGT
KEDAPQAGSQGQGAPSAQGSQDMAAVSEENTGNGGAVTADNPKNEDEVAQNDMPONAAGT
KEDAPQAGSQGQGAPSAQGGQODMAAVSEENTGNGGAAATDKPKNEDEGAQNDMPONAADT
KEDAPQAGSQGQGAPSAQGGQDMAAVSEENTGNGGAAATDKPKNEDEGAQNDMPONAADT
KEDAPQAGSQGQGAPSAQGGQDMAAVSAENTGNGGAETADNPENKDEGTQNDMPQONAAES
KEDAPQAGSQGQGAPSTQGSQDMAAVSAENTGNGGAATTDKPKNEDEGPONDMPQONSAES
KEDAPQAGSQGQGAPSTQGSQDMAAVSAENTGNGGAATTDKPKNEDEGPONDMLONSAES
KEDAPQAGSQGQGAPSTQGSQDMAAVSAENTGNGGAATTDKPKNEDEGPONDMPQONSAES
KEDAPQAGSQGQGAPSTQGSQDMAAVSAENTGNGGAATTDKPKNEDEGPONDMPQONSAES

* %k % * ke ek kkkhAhkkAk kAR KAA KKK o e kek ek e kK * Ak Kk kk ek

DSSTPNHTPAPNMPTRDMGNQAPDAGESAQPANQPDMANAADGMQGDDPSA-GENAGNTA
DSLTPNHTPASNMPAGNMENQAPDAGESAQPENKPDMANAADGIQGDDPSADGENAGNTA
DSSTPNHTPDPNMLAGNMENQATDAGESSQPANQPDMANAADGMQGDDPSAGGQONAGNTA
DSLTPNHTPASNMPAGNMENQAPDAGESEQPANQPDMANTADGMQGDDPSAGGENAGNTA
DSLTPNHTPASNMPAGNMENQAPDAGESEQPANQPDMANTADGMQGDDPSAGGENAGNTA

DOAANQAENNQVGGSQONPASSTNPNATNGGSDFGRINVANGIKLDSGSENVTLTHCKDKV
AQGTNQAENNQTAGSQNPASSTNPNATNGGGDFGRTNVGNSVVIDGPSQNITLTHCKGDP
AQGANQAGNNQAAGSSDPIPASNPAPANGGSNEFGRVDLANGVLIDGPSQNITLTHCKGDS
AQGTNQAENNQTAGSQONPASSTNPSATNSGGDFGRTNVGNSVVIDGPSQNITLTHCKGDS
AQGTNQAENNQTAGSQNPASSTNPSATNSGGDFGRTNVGNSVVIDGPSQNITLTHCKGDS
—————— TGNNQSAGSSDSAPASNPAPANGGGDFGRTNVGNSVVIDGPSQNITLTHCKGDS
—————— TGNNQPADSSDSAPASNPAPANGGSNFGRVDLANGVLIDGPSQNITLTHCKGDS
—————— TGNNQPADSSDSAPASNPAPANGGSNFGRVDLANGVLIDGPSQNITLTHCKGDS
—————— TGNNQPADSSDSAPASNPAPANGGSNFGRVDLANGVLIDGPSQNITLTHCKGDS
—————— TGNNQPADSSDSAPASNPAPANGGSNFGRVDLANGVLIDGPSQNITLTHCKGDS

kkk k. sk sk Lk akkk e k. ek kakikkkkKkk
CDR-DFLDEEAPPKSEFEKLSDEEKINKYKKDEQ----RENFVGLVADRVEKNGTNKYVI
CNGDNLLDEEAPSKSEFEKLNESERIEKYKKDGK-—-—--- DKFVGLVATTVKMEGINKYITI
CSGNNFLDEEVQLKSEFEKLSDADKISNYKKDG----KNDKFVGLVADSVQOMKGINQYTIT

CSGNNFLDEEVQLKSEFEKLSDADKISNYKKDGKNDGKNDKFVGLVADSVOMKGINQYTIT
CSGNNFLDEEVQLKSEFEKLSDADKISNYKKDGKNDGKNDKFVGLVADSVQOMKGINQYTIT

CDGDNLLDEEAPSKSEFDNLSESERMEKYKKDGK----SDKFTGFVADKLOMKGTNQYIT
CNGDNLLDEEAPSKSEFENLNESERIEKYKKDGK----SDKFTNLVATAVQANGTNKYVI
CNGDNLLDEEAPSKSEFENLNESERIEKYKKDGK----SDKFTNLVATAVQANGTNKYVI
CNGDNLLDEEAPSKSEFENLNESERIEKYKKDGK----SDKFTNLVATAVQANGTNKYVI
CNGDNLLDEEAPSKSEFENLNESERIEKYKKDGK----SDKFTNLVATAVQANGTNKYVI

* e ek koK Kk hhkhkkhk ook o o0 ekhkkhK .ok .« k% e ek ke ke Kk

IYKDKSASSSSARFRRSARSRRSLPAEMPLIPVNQADTLIVDGEAVSLTGHSGNIFAPEG
FYTDKP--P-—-—--- TRSARSRRSLPAEMPLIPVNQADTLIVDGEAVSLTGHSGNIFAPEG
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FYKPKP--TSFARFRRSARSRRSLPAEMPLIPVNQADTLIVDGEAVSLTGHSGNIFAPEG
FYKPKP--TSFARFRRSARSRRSLPAEMPLIPVNQADTLIVDGEAVSLTGHSGNIFAPEG
FYKPKP--TSFARFRRSARSRRSLPAEMPLIPVNQADTLIVDGEAVSLTGHSGNIFAPEG
FYKPKT--TSSARFRRSARSRRSLPAEMPLIPVNQADTLIVDGEAVSLTGHSGNIFAPEG
IYKDKSASSSSARFRRSARSRRSLPAEMPLIPVNQADTLIVDGEAVSLTGHSGNIFAPEG
IYKDKSASSSFARFRRSARSRRSLPAEMPLIPVNQADTLIVDGEAVSLTGHSGNIFAPEG
IYKDKST--SSARVRRSARSRRSLPAEMPLIPVNQADTLIVDGEAVSLTGHSGNIFAPEG
IYKDKST--SSARVRRSARSRRSLPAEMPLIPVNQADTLIVDGEAVSLTGHSGNIFAPEG

.« % * kA hkhkhkhk kA hkhkhkhhkhhkhkhhkhkhkhkrhkkhkhkhkrhkhkhkhkrkhkhkrhkkhxkhkkxkxx*x

NYRYLTYGAEKLSGGSYALSVQGEPAKGEMLAGTAVYNGEVLHFHMENGRPSPSGGRFAA
NYRYLTYGAEKLSGGSYALSVQGEPAKGEMLAGTAVYNGEVLHFHTENGRPYPTRGRFAA
NYRYLTYGAEKLPGGSYALRVQGEPAKGEMLAGAAVYNGEVLHFHTENGRPYPTRGRFAA
NYRYLTYGAEKLSGGSYALSVQGEPAKGEMLAGTAVYNGEVLHFHTENGRPYPSRGRFAA
NYRYLTYGAEKLPGGSYALRVQGEPSKGEMLAGTAVYNGEVLHFHTENGRPSPSRGRFAA
NYRYLTYGAEKLSGGSYALRVQGEPAKGEMLAGTAVYNGEVLHFHTENGRPYPSRGRFAA
NYRYLTYGAEKLPGGSYALRVQGEPAKGEMLAGTAVYNGEVLHFHTENGRPYPTRGRFAA
NYRYLTYGAEKLPGGSYALRVQGEPAKGEMLAGTAVYNGEVLHFHTENGRPYPTRGRFAA
NYRYLTYGAEKLSGGSYALSVQGEPAKGEMLAGTAVYNGEVLHFHTENGRSYPTRGRFAA
NYRYLTYGAEKLSGGSYALSVQGEPAKGEMLAGTAVYNGEVLHFHTENGRSYPTKGRFAA

hhkrxhkkhkhkhkhkhkkhkhk *hkkhkrkhkk Khhkhkkhkkoekhkhkhkhkrkhkkeoehkhkhkhkrhkhkrhkhkx *kkx * o kk kKK

KVDFGSKSVDGIIDSGDDLHMGTQKFKAVIDGNGFKGTWTENGGGDVSGREFYGPAGEEVA
KVDFGSKSVDGIIDSGDDLHMGTQKFKAAIDGNGFKGTWTENGGGDVSGREFYGPVGEEVA
KVDFGSKSVDGIIDSGDDLHMGTQKFKAAIDGNGFKGTWTENGSGDVSGKEFYGPAGEEVA
KVDFGSKSVDGIIDSGDDLHMGTQKFKAAIDGNGFKGTWTENGSGDVSGREFYGPAGEEVA
KVDFGSKSVDGIIDSGDGLHMGTQKFKAAIDGNGFKGTWTENGGGDVSGKEFYGPAGEEVA
KVDFGSKSVDGIIDSGDDLHMGTQKFKAAIDGNGFKGTWTENGGGDVSGREFYGPAGEEVA
KVDFGSKSVDGIIDSGDDLHMGTQKFKAAIDGNGFKGTWTENGGGDVSGREFYGPAGEEVA
KVDFGSKSVDGIIDSGDDLHMGTQKFKAAIDGNGFKGTWTENGGGDVSGREFYGPAGEEVA
KVDFGSKSVDGIIDSGDDLHMGTQKFKAAIDGNGFKGTWTENGGGDVSGREFYGPAGEEVA
KVDFGSKSVDGIIDSGDDLHMGKQKFKAAIDGNGFKGTWTENGGGDVSGREFYGPAGEEVA

Ak rhkkhkhkhkhkhkkhkhkhkhkhkhkkhdx Khhkkhk hhkhkkhkx K(rxhkkrhkkhkrkhkkhkhkkhhkhx *hkkhkhkhkoerkhkkhkkx *xk*xx*

GKYSYRPTDAEKGGFGVFAGKKEQD 497
GKYSYRPTDAEKGGFGVFAGKKEQD 481
GKYSYRPTDAEKGGFGVFAGKKEQD 488
GKYSYRPTDAEKGGFGVFAGKKEQD 492
GKYSYRPTDAEKGGFGVFAGKKEQD 492
GKYSYRPTDAEKGGFGVFAGKKEQD 425
GKYSYRPTDAEKGGFGVFAGKKEQD 427
GKYSYRPTDAEKGGFGVFAGKKEQD 427
GKYSYRPTDAEKGGFGVFAGKKEQD 425
GKYSYRPTDAEKGGFGVFAGKKEQD 425

khkrkhkkhkhkkhkhkkkhkkhkkhkkhkkkhkkkkhkkxkxk
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