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Figure S1. Predominant biological process gene ontology category terms of proteins identified in 35 dpa fiber proteome. Protein number

(y axis), biological process terms (x axis). Only predominant biological process category terms are shown in figure. (...) in x axis indicates

abbreviated term, complete names of abbreviated biological process GO terms from left to right include: secondary cell wall biogenesis

involved in seed trichome differentiation || proteolysis involved in cellular protein catabolic process || ubiquitin-dependent protein

catabolic process.
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Figure S2. Predominant cellular component gene ontology category terms of proteins identified in 35 dpa fiber proteome. Protein

number (y axis), cellular component terms (x axis). Only predominant cellular component category terms are shown in figure. (...) in

x axis indicates abbreviated term, complete names of abbreviated cellular component GO term include: intracellular non-membrane-

bounded organelle.
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Figure S3. Predominant molecular function gene ontology category terms of proteins identified in 35 dpa fiber proteome. Protein
number (y axis), molecular function terms (x axis). Only predominant molecular function category terms are shown in figure.
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Figure S4. Predominant biological process gene ontology category terms of up regulated proteins. Protein number (y axis),
biological process terms (x axis). Fiber stage comparison is indicated on the right. Only predominant biological process category
terms are shown in figure. (...) in x axis indicates abbreviated term, complete name of abbreviated biological process GO term
include: secondary cell wall biogenesis involved in seed trichome differentiation.
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Figure S5. Predominant cellular component gene ontology category terms of up regulated proteins. Protein number (y axis), cellular
component terms (x axis). Fiber stage comparison is indicated on the right. Only predominant cellular component category terms are

shown in figure.
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Figure S6. Predominant molecular function gene ontology category terms of up regulated proteins. Protein number (y axis),
molecular function terms (x axis). Fiber stage comparison is indicated on the right. Only predominant molecular function category
terms are shown in figure.
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Figure S7. Predominant biological process gene ontology category terms of down regulated proteins. Protein number (y axis),

biological process terms (x axis). Fiber stage comparison is indicated on the right. Only predominant biological process category
terms are shown in figure. (...) in x axis indicates abbreviated term, complete names of abbreviated biological process GO terms

from left to right include: aromatic amino acid family biosynthetic process || proteolysis involved in cellular protein catabolic

process.
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Figure S8. Predominant cellular component gene ontology category terms of down regulated proteins. Protein number (y axis),
cellular component terms (x axis). Fiber stage comparison is indicated on the right. Only predominant cellular component category
terms are shown in figure. (...) in x axis indicates abbreviated term, complete names of abbreviated cellular component GO terms
from left to right include: proton-transporting two-sector ATPase complex, catalytic domain || proton-transporting ATP synthase
complex, catalytic core F(1).
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Figure S9. Predominant molecular function gene ontology category terms of down regulated proteins. Protein number (y axis),
molecular function terms (x axis). Fiber stage comparison is indicated on the right. Only predominant molecular function category
terms are shown in figure. (...) in x axis indicates abbreviated term, complete names of abbreviated molecular function GO terms
from left to right include: oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor || transferase
activity, transferring alkyl or aryl (other than methyl) groups || hydrolase activity, acting on acid anhydrides, catalyzing
transmembrane movement of substances | | proton-transporting ATP synthase activity, rotational mechanism.
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Figure S10. Venn diagrams displaying number of identified cotton proteins per replicate for 10 dpa, 15 dpa, and 25 dpa fiber
extracted with phenol and the overlap of identified proteins per replicate. Venn diagrams generated using the Venny 2.1.0 tool [1].
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Figure S11. Venn diagrams displaying number of identified cotton proteins per replicate for 25 dpa fiber using four different
extraction methods (Phenol, Phenol+PCT, IEF, and IEF+PCT) and the overlap of identified proteins per replicate. Venn diagrams
generated using the Venny 2.1.0 tool [1].
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Figure S12. Venn diagrams displaying number of identified cotton proteins per replicate for 35 dpa fiber using IEF+PCT and phenol

and the overlap of identified proteins per replicate. Venn diagrams generated using the Venny 2.1.0 tool [1].
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