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<110> Applicant name

<120> Title of invention

<130> File reference

<160> Number of SEQ ID Nos i . . .
IzyALUanIoA15UNY

<170> Software B
Wunelne

<210> SEQ ID NO: x

<211> Length

<212> Type

<213> Organism

<400> Sequence /

<110> VF BIOSCIENCE
VE BIOSCIENCE

<120> New lactic bacteria strains able to improve calcium absorption and
related peptides and products

<130> VFBIO FR 01
<160> 211

<170> PatentIn version 3.5

<210> 1
<211> 23
<212> DNA

<213> primer

<400> 1

tgatgcggct catcagtgcc agc 23
<210> 2

<211> 7

<212> PRT

<213> peptide
<400> 2

Ser Glu Glu Ile Val Pro Asn
1 5
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<110> Applicant name

<120> Title of invention

<130> File reference

<160> Number of SEQ ID Nos

<170> Software

<210> SEQ ID NO:

<211> Length
<212> Type
<213> Organism

<400> Sequence

Glu Glu Ile Val Pro Asn
1 5

<210> SEQ ID NO:

<211> Length
<212> Type
<213> Organism

<400> Sequence
tgatgcggct catcagtgcc agce

<210> SEQ ID NO:

<211> Length
<212> Type
<213> Organism

<400> Sequence

VE BIOSCIENCE
VE BIOSCIENCE

New lactic bacteria strains able to improve
calcium absorption and related peptides and
products

VEFBIO FR 01

211

PatentIn version 3.5

PRT
peptide

2

23

DNA
primer

2

23

PRT
peptide

Ser Ser Glu Glu Ile Val Pro Asn

1 5
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1 Sequence Listing Information
1-1 BAT00129-PCT.xml
1-2 Vi3
1-3 Software Name WIPO Sequence
1-4 Software Version 2.3.0
1-5 Production Date 2025-03-10
2 General Information
2-4 Current application: Applicant file reference BAT00129
2-5 Earliest priority application: IP Office CN
2-6 Earliest priority application: Application number 2024102855671
2-7 Earliest priority application: Filing date 2024-03-12
2-8 Applicant name: Name Latin Bio-Thera Solutions, Ltd.
2-8zh  Applicant name HRREMHERHOERAR
2-10zh  Invention title MTROPZIGA LA BEXMFIPD- 1B FIBX S
JATT SEAREERY AR
2-11 Sequence Total Quantity 12
3-1
3-1-1 Sequence Number [ID] 1
3-1-2 Molecule Type DNA
3-1-3 31
3-1-4-1  Features Location/Qualifiers misc_feature 1..31
note = snythetic_2R primer
3-1-4-2  Features Location/Qualifiers source 1..31
mol_type = other DNA
organism = synthetic construct
3-1-5
cattgatcag cttctacaga atctcaaacg c 31
3-2
3-2-1 Sequence Number [ID] 2
3-2-2 Molecule Type AA
3-2-3 214
3-2-4-1  Features Location/Qualifiers source 1..214
mol_type = protein
organism = synthetic construct
3-2-5
DIQLTQSPSS LSASVGDRVS ITCKASQDVS TAVAWYQQKP GKAPKLLIYS ASYRYTGVPD 60
RFSGSGSGTD FTLTISSLQP EDFAVYYCQQ HYITPLTFGA GTKVEIKRTV AAPSVFIFPP 120
SDEQLKSGTA SVVCLLNNFEY PREAKVQWKV DNALQSGNSQ ESVTEQDSKD STYSLSSTLT 180
LSKADYEKHK VYACEVTHQG LSSPVTKSFEFN RGEC 214
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