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Multiple sequence alignment of the precursor protein sequences belonging to the sCRP-I groups

A-l, excluding those including only one member.



20 40 60

CEMEABMGTSHANEETEGN
l

C
C
C
C
C
C
g
C
C

ISSlCllPClTSlQCCIG‘lCSSIIIC.'M.IIG

m W

IQG C‘NIP CRGHH IICCIGIICI llClQli .

=
00000000000

E
MKESHCENESEE EWNMANEEMERBNGHE KRsHGCHGRMCSEENPCCHRARCSMGKCTHGHGK

20 40 60

MIISIIIIISIIIIISIINMA NEEvQBG IIIIIIISIG =G===G CRGRPCSHESNSC CIIIIC SNGHCBENAGK

] ‘ H
RSAGHGNHRGCRGRPCSESNSCCHRHRCSNGECBNNHGE

20 40 60
| | |

w1l MEMSHCEMVENEENSEGEVEANENGEEENERNHONARRS POCEVRRCHKENQC CHGHNCSHERCNRRNG
w2 MNESHSEMVENEEUSRGEVEANEEABEENERNHQEARRSPQCRVRRCHKENCC CECHNCSERRC NRREG

Figure S2: Multiple sequence alignment of the precursor protein sequences belonging to the sCRP-I groups
K-W, excluding those including only one member.
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Figure S3: Multiple sequence alignment of the precursor protein sequences belonging to the mCRP-I groups
a-g, excluding those including only one member.
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Figure S4: Multiple sequence alignment of the precursor protein sequences belonging to the mCRP-I groups
N-v, excluding those including only one member.
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Figure S5: Multiple sequence alignment of the precursor protein sequences belonging to the mCRP-I groups
&-m, excluding those including only one member.
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Figure S6: Panel A: alignment between representative members of the mCRP-I subfamilies o and v. Panel B:
alignment between representative members of the mCRP-I subfamilies 6 and t.
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Figure S7: summary of the AlphaFold prediction scores obtained for representative members of the different

sCRP-I sequence groups.
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Figure S8: summary of the AlphaFold prediction scores obtained for representative members of the different

mCRP-I sequence groups.



