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Figure S1: Nuclear Localization Signal
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Legend:

Figure S2: Sequence alignment of CUB-2 domain homologs
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Sko: Saccoglossus kowalevskii, Tca: Tribolium castaneum, Isc: Ixodes scapularis, Hma: Hydra magnipapillata, Rno: Rattus norvegicus

Cel: Caenorhabditis elegans, Spu: Strongylocentrotus purpuratus, Bf l: Branchiostoma floridae, Hsa: Homo Sapiens, Cja: Callithrix jacchus

Ame: Alluropoda melanoleuca, Bta: Bos taurus, Ocu: Oryctolagus cuniculus, Mmu: Mus musculus, Mdo: Monodelphis domestica, Tgu: Taeniopygia guttata
Gga: Gallus gallus, Cbr: Caenorhabditis briggsae, Dwi: Drosophila willistoni, Ssc: Sus scrofa
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Figure S3: Structural similarities between CUB domain, B1 domain of neuropilin-2
and Nucleoplasmins

CUB domain of major seminal B1 domain of Neuropilin-2 Drosophila NLP-core
plasma glycoprotein psp-li (Nucleoplasmin family)

PDB: 1spp, Chain B PDB: 2qql, Chain A PDB: 1nlg, Chain A



Table S1: DALI structural hits for query CUB domain structures

Protein domain PDB code Dali Z-score
B1 domain of neuropilin-2 2qql, chain A 13.6

Class 1 collagenase 1nqd, chain A 74

Microvirus capsid protein 1cd3, Chain G 6.2

Procapsid of bacteriophage phix174

Tumor necrosis factor ligand superfamily 2hew, Chain F 6.1
member 4, OX40L

Supernatant protein factor (SPF), C-terminal 106u, Chain E 6.0
domain

Chromatin decondensation protein 1 (Crp1, 1nlq, Chain A 5.6
Nip)

Nucleoplasmin-like






