Supplementary data

Figure S1. Alignment of passage 31 wt, DS and DW IFV B/Maryland/1/59 HA sequences.

B/Maryland/1/59 HA amino acid alignment:

parental strain and passage 31 wt, DS, and DW

G137R in D5 and DW

D3 ————¥YLLMVVISHADRICTGITSSNSPHVVETATOGEVNVIGVIPLITIPTESHFANLEG 56
W -XLIVLLMVVISHADRICTGITSSNSPHVVETATOGEVNVIGVIPLITIPTESHEANLEG 56
WL ITVLIMVWVTSHADRICTGITSSNSPHVVETATOGEVNVIGVIPLITTPTESHEANLEG 56
Parental ———————-XWTSHADRICTGITSSNSPHVVETATOGEVNVIGVIPLITTPTESHEANLEG 56
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D3 TOTRGELCPHCLNCTDLDVALGRFECHMGTIPSAKVSILHEVEFVI SGCFPIMHDRTEIRQ 110
oW TOTRGELCPHCLNCTDLDVALGRPK CMGTIPSAKVSILHEVEPVISGCFPIMHDRTEIRD 110
WT TOTRGELCPHCLNCTDLDVALGRPR CMGTIPSAKVSILHEVEPVI SGCFPIMHDRTKIRQ 110
Parental TOTRGKLCPHCLNCTDLDVALGRFE CMGTIPSAKVSILHEVEFVISGCFPIMHDRTEIRQ 110
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Ds LENLLEGYENIRLSTRNVINAETAPGGEPYTVG CENVINGEGFFETMAWMEEENENE 154
oW LENLLEGYENIRLSTRNVINAETAPGGEYTIVG CENVINGHGFFETMAWMEEENENE 159
WIT LENLLRGYENIRLSTRNVINAETAPGGEYTVGIBGSCENVINGEGFFETHAWAMPENENE 159
Parental LENLLEGYENIRLSTRNVINAETAPGGEPY TVGIEBSCENVINGHEGFFETHAW PR NENE 159
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TATNPLTVEVEY ICTEGE DQI TVWGFHSDDETQMVILY GDSKPOQKFTSSANGVITHYVSQ 216
TATNPLTVEVEY ICTKGEDQI TVWGFHSDDETQMVILY GDSKPQRFTSSANGVITHYVSQ 216
TATNPLTVEVPY ICTKGEDQI TVWGFHSDDETQMVILY GDSKPORFTSSANGVITHYVSQ 216
Parental TATNPLTVEVPY ICTKGE DOI TVWGFHSDDETOMVILY GDSKPORFTSSANGVITHYVSO 216
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qE0

IGGFPHQTEDEGLEQSGRIVVDY IVORPGETGT IVIQRGVLLPOEVWCASGRSEVIKGSL 272
IGGFPHOTEDEGLEQSGRIVVDY IVORPGETGT IVYQRGVLLPOEVWCASGRSEVIKGSL 272
IGGEFPHQTEDEGLEQSGRIVVDY IVOKPGRTGT IVIQRGVLLPOEVWCASGRSEVIKGSL 272
Parental IGGEFPHQTEDEGLEQSGRIVVDY IVORKPGRTGT IVIQRGVLLPOEVWCASGRSEVIKGSL 272
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PLIGEADNCLHEKY GGLNESKEFY Y TGEHAKA TGHNC PIWVETFLELANGTEYRPPAKLLEER
FLIGEADNCLHEKY GGLNKSKFY Y TGEHAKAT GNCPTWVET FLELANG RPEAKLLEER
PLIGEADNCLHEKY GGLNKSKFY Y TGEHAKATGNCPTWVET PLELANG RPPAKLLEER
Parental PLIGEADNCLHEKY GGLNKSKFY Y TEEHARA TGHC PIWVETPLELANGTH YRPPAKLLEER
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GFFCATAGFLEGGWEGMI AGWHGY TSHGAHGVAVARDLESTOEATHRKITENLNSLSELEY 3
GFFCATAGFLEGGWEGMI AGWHGY TSHGAHGVAVARDLESTOEATHRKITENLNSLSELEYV 3
3
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T GFFCATAGFLEGGWEGMI AGWHGY T SHGAHGVAVARDLESTOEATHEK I TENLNSLSELEV
Parental GFFGATAGFLEGGWEGMI AGWHGY T SHGAHGVAVARDLESTOEATHK I TENLNSLSELEV
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FNLORLSGAMDELHNE IL.ELDEKVDDLRANTISSOIELAVLLSNEGIINSEDEHLLATER 449
FNLORLSGAMDELHNEILELDEEVDDLRADTISSOIELAVLLSNEGIINSEDEHLLALER. 449
FNLORLSGAMDELHNEILELDEEVDDLRADTISSQIELAVLLSNEGIINSEDEHLLALER. 449
Parental FNLORLSGAMDELHNEILELDEEVDDLRADTISSQIELAVLLSNEGIINSEDEHLLALER. 449
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FER

KLEEMLGPSAT DIGHNGCFETHHKCNOQTCLDORIAAGTFNAGEFSLETFDSLNITARSI.NDD 509
KLEEMLGPSAT DIGHGCFETKHKCNQTCLDRIAAGTFNAGEFSLPTFDSLNITARSINDD 508
KLEEMLGPSATDIGHNGCFETKHKCNQTCLDRIARGTFNAGEFSLEPTFDSLNITARSINDD 508
Parental KLEEMILGPSATDIGNGCEFETHHECNOTCLDRIARGTFNAGEFSLETFDSLNITARSI.NDD 509
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HE0

GLDNHTILLYYSTRAASSTAVIIMIATFIVYMVSREDNVSCSICL 550
GLDNHTILLYYSTRAASSTAVIIMIATFIVYMVSREDNVSCSICL 550
T GLDNHTILLYY STAASSLAVIIMIATFIVYMVSRDNVSCSICL 550
Parental GLDNHTILLYYSTRAASSTAVIIMIATFIVYMVSREDNVSCSICL 550
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Figure S2. Alignment of passage 31 wt, DS and DW IFV B/Maryland/1/59 NA sequences.

B/Maryland/1/59 NA amino acid alignment:

parental sirain and passage 31 wt, DS, and DW

s —————————————VLLSLYV5ASLSYLLY5SDI FSETEITAPTMSLECVNVSNAQAVH &3
oW —————————————VLLSLYV5ASLSYLLYSDI FSETEITAPTMSLECVNVSNAQAVH 63
Parental TIQTLTILFLTSGGVLLSLYVSASLSYLLYSDI FSETEITAFTMSLECVNVSNAQAVH €3
WT TIQTLTILFLTSGGVLLSLYVSASLSYLLYSDI FSETEITAPTMSLECVNVSNAQAVH &3
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s HSATKEMIFLLPEPEWTY FRLSCOGSTFOKALLISPHRFGETRGNSAPLITREPFVACGE 126
oW HS3ATKEMIFLLEFEFPEWI Y PRLSCOGSTFOKALLISFHRFGETRGNSAPLIIREFFVACGE 126
Parental H3ATKEMIFLLE WIYFRLICQGSTFQKALLISFHRFGETRGNSAPLIIREPFVACGE 126
WIT HSATKEMIFLLPEPEWTY FRLSCOGSTFOKALLISPHRFGETRGNSAPLITREPFVACGE 126
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s KECRHFALTHY A20PGGY YNGTRKDENKLRHL I SVEKLGKI FTVENSIFHMRAWSGSACHD 185
oW KECRHFALTHY AAQPGEY YNGTREDENELRHL ISVEKLGKI FIVENSIFHMARWSGSACHD 185
Parental KECRHFALTHY AAQPGEY YNGTREDRNELRAL I SVKLGKI FIVENSIFHMARWSGSACHD 13
WT KECRHFALTHY A80PGGY YNGTRKDENEKLRHL I SVELGEKI FTVENSIFHMRAWSGSACHD 185
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s GREWTYIGVDGPDSDALTKIKYGEAYTOTYHSYAHNTILRTOQESACHCIGGDCYIMITDGS 245
oW GREW GVDGFDSDALIKIKYGEAYTDTYHSYAHNTLRTQESACHCIGGDCYIMITDGS 245
Parental GREW GVDGFDSDALIKIKYGEAYTDTYHSYAHNTILRTQESACHCIGGDCYIMITDGS 245

WT GREWITY IGVDGPDSDALIKIKYGEAY TDTYHSYAHNILRTQESACHCIGGDCYIMITDGS 245
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s ASGISKCRFLEIREGRIIKEIFPAGRVEHIEECTCGFASNKTIECACRIONSYTAKRPEVE 304
oW ASGISKCRFLEIREGRIIKEIFFEGEVEHTEECTCGFASNEKTIECACRDNSYTAKRPEVE 304
Parental ASGISKCRFLEIREGRIIKEIFPAGEVEHTEECTCGFASNEKTIECACRDNSYTAKREEFVE 304
WT ASGISKCRFLEIREGRIIKEIFPAGRVEHIEECTCGFASNKTIECACRONSYTAKRPEVE 304
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s LNVETDTAEIRIMCTETY LDTPRPDDGS I TGPCESHGDEGLGGIKGGFVHQRMASKEIGEW 361
oW LNVETDTAEIRIMCTETY LDTFRFDDGS I TGPCESNGDEGLGGIKGGFVHQRMASEIGEW 361
Parental LNVETDTAEIRIMCTETY LDTFRFDDGS I TGPCESHGDEGLGGIKGGFVHORMASEIGEW 361

WT INVETDTAEIRIMCTETY LDTPRPDOGS I TGPCESHGDEGLGGIKGGFVHORMASKIGREW 361
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s YSRTMSKTERMGME LY VK Y DGDPWI D@DATAPSGVMVSMEEPGWY SFGFELEKDEKCDVEC 421
oW TSRTMSETERMGMELYVEYDGDFWI DDA AP SGVMVSMKE PGWY SFGFEIKDEEC C 421
Parental YSRTMSETERMGMELYVEYDGDFWT D@BAT AP SGVMVSMEKEPGWY SFGFEIKDEECIVEC 421
WL YSRTMSKTERMGMELYVEKYDGDPWT ALAPSGVMVSMKEPGWY SFGFEIKDEECINEC 421
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s IGIEMVHDGGEETLHSAATATYCIMGSGOLLWDTVIGVIMAL 465
oW IGIEMVADGGEETLHSARTATYCIMGSGOLLWDTVIGVIMAL 469
Parental IGIEMVHDGGEETWHSAATATYCIMGSGOLLWDTVIGVIMAL 465
WL IGIEMVADGGEETWHSAATATYCIMGSGOLLWDTVIGVIMAL 469
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Figure S3. Alignment of passage 26 wt, DS and DW IFV A/Victoria/3/75 HA sequences.

A/Victoria/3/75 HA amino acid alignment:

parental strain and passage 26 wt, DS, and DW

T10I in wt

518B6T in DS and DW

H2485 in IW

ns EXTIIALSY IFCLVFAQDLEPGNDHNSTATLCLGHHAVENGTLVETITHDQIEVINAT 40

oW METIIALSY IFCLVFAQDLPGNDHNSTATLCLGHHAVENGTLVETITHDQIEVINAT 40

Parental EXTIIALSY IFCLVFAQDLEPGNDHNNSEATLCLGHHAVENGTLVETITHDQIEVINAT 40

WL EETITXLSYIFCLVFAQDLPGNDHNSEATLCLGHHAVPNGTLVETITHDOIEVINAT 40
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ns 140

oW CHNPHRILDGINCTLIDALLGDPHCDGFONEKWDLEVERSEAFSNCYEY 100

Parental i} CHNPHRILDGINCTLIDALLGDPHCDGFONEKWDLEVERSEAFSNCYEY 100

WL ELVOSSSTGEICHNNPHRILDGINCTLIDALLGDPHCDGFONEKWDLEVERSEAFSNCYEY 100
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o5 DVPDYASLRSLVASSGILEFINEGFHWIGVIQNGGSNACKRGPDI GFEFSRLENWLYKSGST 160

oW DVPDYASLRSLVASSGTLEFINEGFHWT GVIQNGGSNACKRGPDI GFFSRLAWLYESGST 160

Parental DVPDYASLRSLVASSGTLEFINEGFHWI GVIQNGGSNACKRGPDI GFFSRLNWLYESGST 160

WT DVPDYASLRSLVASSGTLEFINEGFHWI GV QNGGSHACKRGPDI GFFSRLHWLYKSGST 160
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D3 YEVONYTMPHHNDNSDELY IWGVHHPITDEKEQTDLYVQASGEVIVITERSQQT ITENVGSRE 220

oW ¥ EVONVTMPHHNDNSDELY IWGVHHPTTDKEQT DLYVOASGEVIVITERSQQT ITENVGSE. 220

Parental ¥ EVONVTMPHHDNSDELY IWGVHHPSTDEKEQT DLYVOASGEVIVITERSQQT ITPNVGSRE. 220

WL ¥TEVONVIMPHNDNSDELY IWGVHHPSTDEEQTDLYVOQASGEVIVSTERSQQTIIPNVGSRE 220
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ns PWVEGLSSRISIYWIIVEPGDILVIHNSHGHLIAPRGYFEMRTGESSIMRSDRAPTIGTICSSE 280

oW PWVRGLSSRISIYWIIVKPGDILVINSSGHLIAPRGYFEMRTGESSIMRSDAPIGTCSSE 280

Parental FWVBGLSSRISIYWI IVEPGDILVINSHGHLIAPRGYFEMRTGESSIMRSDAPTGICSSE 280

WL PWVEGLSSRISTIYWIIVEPGDILVINSHGHNLIAPRGYFEMRTGESSIMRSDRPTGTICSSE 280
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05 CITPHNGSIPNDEPEONVNEI TYGRCPEYVEQNTLELATGMENVFEKQTRGIFGAIAGETE 340

oW CITPHGSIPHDEPEONVNEI TYGACPEY VEQNTLELATGMENVEEKQTRGIFGATAGETE 340

Parental CITPHGSIPHDEEPEONVNEI TY GACPEY VEQNTLELATGMENVEEKQTRGIFGATAGETE 340

WL CITPHGSIPHNDEPEONVNEI TYGRCPEYVEQNTLELATGMENVEPEKQTRGIFGAIAGETE 340
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0s HGWEGHIDGWY GFRHONSEGTGOAADLESTQALTDOTNGKILNEVIEKTNEKFHQIEKEEFS 400

oW HGWEGMIDGWY GFRHONSEGTGOAAD TORATDOINGELNEVIEKTHEEFHQIEEEFS 400

Parental NGEWEGHMIDGWY GERHQNSEGTGOARDLESTOAATDOTNGKLNEVI EKTHEKFHQIEKEFS 400

WT HGWEGHMIDGWY GFRHONSEGTGOAADLESTOAATDOTNGELNEVIEKTHEKFHQIEKEES 400
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03 EVEGRIQDLEKYVEDTKIDLWSYNAELLVALENQHTIDLTDSEMNKLFEKTRROLRENAE 460

oW EVEGRIQDLEKYVEDTEKIDLWSYNAELLVALENQHTIDLTDSEMNKLFEKTRROLRENAE 460

Parental EVEGRIQDLEKYVEDTKIDLWSYNAELLVALENQHTIDLTDSEMNKLFEKTRROLEENAE 460

WI EVEGRIQDLEKYVEDTEKIDLWSYNAELLVALENOHTIDLTDSEMNKLFEKTRROLRENAE 460
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D03 DMENGCFRIYHRCDNACTGSIRNGT Y DHIVY RDEATNNRFOTKGVELESGYEDWILWISE 520

oW DMGNGCFEIYHKCDNACTGSIRNGT Y DHIVYRDEALNNRFOTEGVELESGYRDWILWISE 520

Parental DMGNGCFEIYHKCDNAC TGS IRNGT Y DHIVYRDEALNNRFOTEGVELESGYRDWILWISE 520

WI DMENGCFRIYHRCDNACTGSIRNGT Y DHIWVY RDEATNNRFOTKGVELESGYEDWILWISE 520
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b5 ATSCFLLCVVLLGFIMAACQEGNIRCHICI 550

oW ATSCFLLCVVLLGFIMAACQEGNIRCHICI 550

Parental ATSCFLLCVVLLGFIMAACQEGNIRCHICI 550
AISCFLLCVVLLGEIMWACQOEGNIRCHNEX 550
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Figure S4. Alignment of passage 26 wt, DS and DW IFV A/Victoria/3/75 NA sequences.

A/Victoria/3/75 NA amino acid alignment:

parental strain and passage 26 wt, DS, and DW

Parental @ = ——- KITTIGSVSLTIATICFIMOIATIVT IVILHFEQYECDSPANNOVMPCEPIITE 59
Ds = GSVSLTIATICFIMQIATIVI TVILHFKOYECDSPANNQVMPCEPTITE 59
D T CXSVSLTIATICFIMOIATIVI TVILHFEQYECDSPANNQVMPCEPIITE 539
wr KN A TICFIMOIATINT TVILHFKQYECDS PANNQVMPCEFPIITE 59
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Parental BNITEIVYLINITIEKEICPELVEY RNWSEPQCKITGEFAPFSKINSIRLSAGGDIWVIREE 119
s BNITEIVYLINTTIEKEICPELVEY RNWSKPQCKITGFAPFSKDNSIRLSAGGDIWVIRE 119
DW BNITEIVYLINTTIEKE ICPELVEY RNWSKPQCKITGFAPFSKDNSIRLSAGGDIWVIRE 119
WL BNITEIVYLINTTIEKEICPELVEY RNWSKPQCKITGFAPFSKDNSIRLSAGGDIWVIRE 119
L e  E LR s R S ss S S EEEE.
Parental PYVSCDPGHCY QFALGOGTTLENKHSHDTIHDRTPFHRT LIMNELGVPFHLGTROVCIAWS 179
ns PYVSCDPGHCY QP ALGOGTTLENKHSHDTIHDRTPHRT LIMNELGVPFHLGTROVCIAWS 179
D PYVSCDPGHCY QFALGOGTTLENKHSHDTIHDRTPHRT LIMNELGVPFHLGTROVCIAWS 179
WL PYVSCDPGECY QFALGOGTTLENKHSHDTIHDRTEFHRT LIMNELGVPFHLGTROVCIAWS 179
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Parental S535CHDGEAWLHVCVIGY DENATASFIYDERLVDS IGSWSONILRTQESECVCINGTICTV 239
ns S55CHDGEAWLHVCVIGY DENATASFIYDERLVDS IGSWSONILRTQESECVCINGICTV 2349
DW S55CHDGEAWLHVCVIGY DENATASFIYDERLVDS IGSWSONILRTQESECVCINGTICTV 239
WL S535CHDGEAWLHVCVIGY DENATASFIYDERLVDS IGSWSONILRTQESECVCINGICTV 2349
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Parental VMIDGSASGRADTEILFIEEGKIVHISPLSGSAQHVEECSCYPRYPGVRCICRDNWEGSN 299
ns WMIDGSASGRADTEILE IEEGKIVHISPLSGSAQOHVEECSCYFRYPGVRECICEDNWEGSN 299
DW VMIDGSASGRADTEILFIEEGKIVHISPLSGSAOHVEECSCYPRYPGVRCICEDNWEGSN 299
WL VMIDGSASGRADTEILFIEEGKIVHISPLSGSAQHVEECSCYPRYPGVRCICRDNWEGSN 299
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Parental BREVVDINVEDYSIDSSYVCSGLVGDTPRENDES S5 SYCENFNNEE GHHGVEGWAFDDGND 359
ns BEVVDINVEDYSIDSSYVCSGLVGDTPRENDRS S5 SYCENFNNEK GHHGVEGWAFDDGND 359
DW REVVDINVEDY SIDSSYVCSGLVGDTPRENDRS S5 SYCENFHNEK GHHGVEGWAFDDGND 3549
WL REVVDINVEDY SIDSSYVCSGLVGDTPRENDRS S5 SYCENFHNNEE GHHGVEGWAFDDGND 359
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Parental VWMGRTISEDSRSGYETFEVIGEWS TPNSELO INROVIVDSANRSGYSGIFSVEGKSCIN 419
ns YWMGRTISEDSRSGYETFEVIGGRNSTPHSKLOINROVIVDSANRSGYSGIFSVEGKSCIN 419
DW VHWMGRTISEDSRSGYETFEVIGGWS TPNSELQINRQVIVDSANRSGYSGIFSVEGKSCIN 419
WL VWMGERTISEDSESGYETFEVIGEWS TENSELOINROVIVDSANRSGYSGIFSVEGESCIN 419
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Parental CEYVELIRGREQETRVWWISHSIVVFCGISGTYGIGSWPDGADINLMPT 469
ns FY?EL RGREQETRU““TQHQI?;FLFTSFTYUTUSWPDGnDIﬂLMP_ 4549
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Figure SS. DS IFV in plaque assay. Confluent monolayers of MDCK cells were infected with wt
and DS IFVs and overlaid with 1:1 agar/medium to create plaques. Indicated viruses were
applied to each well at equivalent pfu (150 pfu/well) and DAS181 was included in the
agar/medium solution. Increasing concentrations of DAS181 were used (from upper left-hand

corner of each plate going clockwise: 0, 0.0015, 0.015, 0.15, 1.5 and 15 uM).
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Table S1. HA and NA mutations identified during IFV B/Maryland/1/59 passaging

HA mutations NA mutations
Passage # wt DS DW wt DS DW
4 _ _ _ _
5 - G137R - -
6 — G137R - -
7 - G137R - -
8 — G137R - -
12 - G137R - -
13 — G137R, - -
S136T
14 - G137R, - -
S136T
18 - G137R, - W438L
S136T
19 - G137R, G137R, - W438L W438L
S136T S136T
22 V247TM G137R, G137R, S386G*, W438L W438L,
S136T S136T, D387G" deletions®
deletions”
23 V247TM G137R, G137R, S386G*, W438L W438L,
S136T S136T, D387G" deletions”
deletions?,
V1551
27 V247TM G137R, G137R, S386G", 'W438L7 W438L,
S136T S136T, D387G" L38P* A268T*
V1551
29 - G137R, G137R, S386G", W438L", W438L,
S136T S136T, D387G" L38P? A268T
V1551
34 - G137R, G137R, S386G", 'W438L% W438L,
S136T S136T, D387G" L38P* A268T
V1551

—, No mutations observed.

*Sequence heterogeneity observed for this amino acid.

HA and NA sequences from wt, DS and DW IFV B/Maryland/1/59 were compared with initial
viral stock sequence at most passages.

Mutations observed at select/representative passages are shown.

B/Maryland/1/59 DW virus was initiated at passage 17 and is thus only described beyond this
point.

4212

Sequence data noted with H3 and N2 numbering schemes, as previously describe

Full sequence alignments are shown in Figures S1 and S2.



Table S2. HA and NA mutations identified during IFV A/Victoria/3/75 passaging

HA mutations NA mutations

Passage # wt DS DW wt DS DW

1 - - - -

2 - - - -

3 - - - -

4 - N126T, - -

E325K

5 - N126T - -

6 - S1861 - -

12 - S1861 - -

14 - S1861 - K210R

15 - S1861 S1861 - - K210R*

17 TI101* S1861 S1861, - - K210R?
K68R®

19 T10I S1861 S1861, - - K210R?
K68R”,
N248S*?

21 T10I S1861 S1861, - - —
K68R",
N248S

24 T10I S1861 S1861, - - -
N248S

26 T10I S1861 S1861, - - -
N248S

—, No mutations observed.

*Sequence heterogeneity observed for this amino acid.

Mutation lies in HA2 segment, all others in HA1 segment.

HA and NA sequences from wt, DS and DW IFV A/Victoria/3/75 were compared with initial
viral stock sequence at most passages.

Mutations observed at select/representative passages are shown.

AVictoria/3/75 DW virus was initiated at passage 14 and is thus only described beyond this
point.

Sequence data noted with H3 and N2 numbering schemes, as previously described.?"*

Full sequence alignments are shown in Figures S3 and S4.



Table S3. Top 20 sialylated glycan structures bound on microarray by wt and DS IFV

B/Maryland/1/59
Glycan # Glycan structure RFU
B/Maryland/1/59/wt
361 Neu5Aca2-6GIcNAcB1-4GlcNAc-Sp21 30797
362 Neu5Aca2-6GIcNAcB1-4GlcNAcB1-4GIcNAc-Sp21 16440
318 Neu5SAca2-6GalB1-4GIcNAcB1-2Manal-3(Neu5SAco2-
6GalB1-4GlcNAcB1-2Manal-6)Manf1-4GIcNAcp1-
4GIcNAcB-N(LT)AVL 3385
326 Neu5Aca2-6GalpB1-4GIcNAcB1-3GalB1-4GlcNAcB1-3Galp1-
4GIcNAcB-Sp0 2157
244 Neu5Aca2-6GalpB1-4GIcNAcB-Sp8 1988
246 Neu5Aca2-6GalB1-4GIlcNAcB1-3Galp1-4GlcNAcB-Sp0 1836
324 Neu5Aco2-6GalB1-4GIcNAcB1-3GalB1-3GIcNAcB-Sp0 1300
242 Neu5Aca2-6Galf1-4[60SO3]GIcNAcB-Sp8 1032
198 Neu5Aca2-6GalB1-4GIcNAcB1-2Manal1-3(NeuSAca?2-
3Galp1-4GIlcNAcB1-2Manal-6)Manf1-4GIcNAcP1-
4GIcNAcB-Sp12 912
214 Neu5Aca2-3GalNAcB1-4GlcNAcB-Sp0 901
340 Neu5Aca2-6Galpf1-4GIcNAcB1-2Manal-3(Manal-6)Manf1-
4GIcNAcPB1-4GIlcNAc-Spl12 880
241 Neu5Aca2-6GalNAcB1-4GlcNAcB-Sp0 839
315 Neu5SAca2-3Galp1-4GIcNAcB1-2Manal-3(NeuSAco2-
6GalB1-4GlcNAcB1-2Manal-6)Manf1-4GIcNAcp1-
4GIcNAcB-Spl12 831
282 Neu5Aco2-3GalB1-4GIcNAcB1-3GalB1-3GIcNAcB-Sp0 803
237 Neu5Aca2-3Galp1-4GIlcNAcB1-3GalB1-4GlcNAcB-Sp0 732
342 Neu5Aca2-6Galpf1-4GIlcNAcB1-2Manal-3Manf1-
4GIcNAcB1-4GlcNAc-Sp12 689
53 Neu5Aca2-6GalB1-4GIcNAcB1-2Mana1-3(NeuSAca?2-
6GalB1-4GlcNAcB1-2Manal-6)Manf1-4GIcNAcP1-
4GIcNACcB-Spl13 641
52 Neu5SAca2-6Galp1-4GIcNAcB1-2Manal-3(NeuSAco2-
6GalB1-4GlcNAcB1-2Manal-6)Manf1-4GIcNAcp1-
4GIcNAcB-Spl12 587
371 NeuAca2-3GalB1-4GlcNAcB1-3GalNAc-Spl14 528
243 Neu5Aca2-6Galp1-4GIcNAcB-Sp0 512
B/Maryland/1/59/DS
315 Neu5Aco2-3GalB1-4GIcNAcB1-2Mana1-3(NeuSAca?2-
6GalB1-4GIcNAcB1-2Manal-6)Manf1-4GIcNAcp1-
4GIcNAcB-Spl12 3700
214 Neu5Aca2-3GalNAcB1-4GlcNAcB-Sp0 3205
237 Neu5Aco2-3GalB1-4GIcNAcB1-3GalB1-4GIcNAcB-SpO 3078
373 Neu5Aca2-3Galp1-4(Fucal-3)GIcNAcB1-3GalNAca-Sp14 2773
371 NeuAca2-3GalB1-4GlcNAcB1-3GalNAc-Spl14 2655
282 Neu5Aca2-3Galp1-4GIlcNAcB1-3GalB1-3GlcNAcB-Sp0 2553
234 Neu5Aca2-3GalpB1-4GIlcNAcB1-3GalB1-4GlcNAcB1-3GalpB1-
4GIcNAcB-Sp0 2552




142 Neu5Aca2-3GalB1-4GIlcNAcB1-2Manal-3(NeuSAco2-
3Galp1-4GIlcNAcB1-2Manal-6)Manf1-4GIcNAcP1-

4GIcNAcB-Sp12 2442
236 Neu5Aca2-3GalpB1-4GIcNAcB-Sp8 2201
361 Neu5Aca2-6GlcNAcB1-4GlcNAc-Sp21 2016
312 Neu5SAca2-3Galp1-3(NeuSAca2-3GalB1-4GlcNAcB1-

6)GalNAco-Spl4 1917
231 Neu5Aca2-3Galp1-4(Fucal-3)GIcNAcB1-3GalB-Sp8 1850

198 Neu5Aca2-6GalB1-4GIcNAcB1-2Mana1-3(NeuSAca?2-
3Galp1-4GlcNAcB1-2Manal-6)Manf1-4GIcNAcP1-

4GIcNACcB-Spl12 1802
218 Neu5Aca2-3Galp1-3(NeuSAca2-3Galp1-4)GlcNAcB-Sp8 1796
225 Neu5Aca2-3GalB1-3GIcNACcB-Sp8 1787

318 Neu5SAca2-6GalB1-4GIcNAcB1-2Manal-3(NeuSAco2-
6GalB1-4GlcNAcB1-2Manal-6)Manf1-4GIcNAcp1-

4GIcNAcB-N(LT)AVL 1769
238 NeuSAca2-3GalB1-4GlcB-Sp0 1698
235 Neu5Aca2-3Galp1-4GIcNAcB-Sp0 1695
232 Neu5Aca2-3GalB1-4(Fucal-3)GlcNAcB1-3Galf1-4GlcNAcp-

Sp8 1662
224 Neu5Aca2-3GalB1-3GIcNAcB-Sp0 1634

Information for the top 20 glycans bound by wt and DS IFV B/Marlyland/1/59 (from graphs
shown in Figure 9) is listed as the glycan number, the shorthand chemical name/structure and the

RFU observed.



