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Abstract: Cotton is one of the most important economic crops in the world, and developing cotton fi-
ber is a perfect experimental model for studying the mechanism of cell elongation, wall development
and cellulose biosynthesis in plants. Up to now, many genes that expressed specifically or preferen-
tially in developing cotton fiber have been isolated. In order to facilitate map-based cloning of these
genes and make them useful in cotton fiber breeding, genetic mapping was performed to chromosome
localization of these genes by experimental and Blast analysis. GACFE and GRGLP1-250 were mapped
to chromosome 6 and 19, respectively, in the [ (Emian22 X 3-79) X Emian22] BC, population. Elev-
en genes were mapped corresponding chromosomes by Blast analysis. These mapped genes are in-
volved for cotton fiber elongation and cell wall synthesis, and markers linked to these genes will be
helpful in marker assisted selection for cotton fiber length and strength.
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Table 1 Genes that specifically or preferentially expressed in cotton developing fiber and corresponding primers
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Eg® GAATGCCTACGAGTCCACTAAGC CATCACAAGAAATTAACCGCAAG [2]
H6* CAACGATCTGAGCTTGTCTCGAT TGAAACATTACAGAGCTATTGCATC [3]
Fb-B6® TGGCAGGTCCATATCACAAG GTACCAGACTCATCGTTGAATTG [4]
Racl13® ACTGAGTTATAGAGGAGCTGATGTG TTGTAATGACATGTTTGTAGGGAAC [5]
FoL2A® GATCGGTAGCCACACCGTCTC CTCCTTGTGAATTTCAGGCTTCTC [6]
ceLAP CCTCTATGGTATGGCTTTGGAGGT AAGAGTGGTCCCCAAGCTTCGTA [7]
celA2* GAGGCCATTCACGTAATTAGCT ACCATACCAAAGTGGACAGTGAC [7]
5SS3P GCTAACCTCGTAGTTGTAGGTGGT GAACTGATTCAGCCAGCTTACG 8]
ACP? CTCTCTCCAATGGCTTCTATTGCT CCAACCAACTGCGATCCTTG [9]
GhEX1® GTCTGCAACTCCATTTTCCTTG CTGGACATAGGTAGCCATCCTGT [10]
GhTual® CTGTTGCCACCATCAAGACCA CTACTCGTCAAATCTATTGCAGTCC [11]
GhTua2® GTATCAACTACCAACCACCCACTG CTAGGGTCAAATAACCACATGAATC [11]
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GhTua3® AGTGCGGTATCAACTACCAACCA GACATCGTAAGCACACTCAATCATAC [11]
GhTuat® CCATCAAGACCAAACGCACAAT ACATCCCTCAATACTCCTCCTCATC [11]
GhTua5® ACGCATTGACCACAAGTTTGATC GCATAATTTGAGAAACCTCACACG [11]
AnnGh1® GCAGGCTTATCATGCTCGTTAT TTCATCCGTTCCTCGTCTATTG [127,[13]
AnnGh2® ATGCTCATCTGGCTAATGAAGCTAC TCCAGCTCCGATCAAGGCAAGA [127,[13]
CFL1® GCTAGAAGTTGTGCTTCTGTTGGTG GGATGGACAAGTCTGTTAACGCAA [14]
F1* GATGGAGCCATATATCTGCGTCT AACTGCCAGGTAGGACAAAGAG [15]
Fg? TTGACCAAAGATACAACCGACTA CAATATCGGCCAATGCTTCTAC [15]
F6* AGTGATAAGGGAGAAGCCAGGA GAAGTGAAAACAGCTCAACAGTGAC [15]
F10* AGACACCTATGGCTGAGGCAAC CCATTATCATTAAAGACTTGAACCA [15]
F11* TGCTATCAACAAGGATTTGAAGG ACCAAACAAACATAACTCACACCTC [15]
F12b TCTCCGTGAGGGTGTTACCACT CTTCAATCCATGTCACCATAGC [15]
F14* ATAGGCATTTGGTGTTCAAGGAG GGAAGTGAAGACGCCATAGCAT [15]
F15* GCTGTGCCTAGTCCTTCTACTATG GTCTATAAGAAGAGACCAGTGATAGC [15]
F16* GAAGTGAATACCAGCATGAGAACT GTCTATAAGAAGAGACCAGTGATAGC [15]
GhExpld® CCTCAATGGTGCATTAGTCG CCAGCTTCGTTATCAACACC [16]
GhExp2* CAACATGGTGTTGATAACCG AGTTTGGTTCACTATTAGG [16]
GhTUB1® GGATGGATGAGATGGAGTTCACAG CCTTCTTAGTCCCAGATCAAGCCAT [17]
Gh-BTubL® GAGTCACATGCTGCCTTCGCTT CCTCCTAAACATCACTGTGAACTGTT [18]
GhPFN1® GCTCTAGAATGTCGTGGCAAACAT CCTCCCACCTAAACAATC [19]
GRMYB109*  GACCTCGTCATTAGACTTCATAAGC TGGTCAGGAATCCAGAAAGTGTT [20]
GhKCBP* GAACATCTTACAAAAGATG TTCTCCCAACAATTGATTAGTGT [21]
GhGLP1* AGAAGACAGCCACCGAAGATGA TATTGAAATGCCGAGTCCGTTA [22]
GhCTL1® CCATTGGCTTGGGGTCTATGCTA TCCTGCCTCTTCTCTCCCAACTC [23]
GhCTL2* AGTGCCCATCATTCATCAACCCTGA CAAATCCATGAGGCTGATACTGAGC [23]
GaMYB2* CAGCATTGATGTGGACGAATTCT CCAAGGAAACATGTTAATTACAAACT [24]
GaRDL1® ATACGTTTTCATCTGACAAGTTGC CAGCTGCTATTGTATACTTTTGCA [24]
GaHOX3" ATTTCTTCAAAGATGAAAGAACTAGA GGCTCGTAAAACGGATATACAGT [24]
GhoZIPa GGAGATCGTGAAAGAGGTCG ATGCCCAAGTTGTTGGAGTC [25]
GhManA2* CAAGTGGGCGACGGCATT TGTTGGTGATCCCTTTTACGG [26]
GRACT1® CCCTTGAATATTAAATAAATAAAAAAATA TTGTGCTCAGTGGGGGTTCAACC [27]
GhKCR1® CACTTTGGGTTCTTTATCACTCTT TTTATCTTCTTCACGCCTTCAT [28]
GhKCR2® TATCCTTTCTCACCCGCTCC CACCACTTCCTC CTCCACCTC [28]
GhRLK1* GCTCTAGACGGACGAAGAAGCCCAAACT CGAGCTCAAGCAGCAGCAATCAAGGC [29]
GbFb3® GGTGCAGGATTTCCAGCAGTAG TTGCCATAATACACAAACCATCACT [30]
GbMAPK® AGAGCCCACTTGTCCATCTCCT CCATCTTAAATCTCAACACCTCCAG [30]
GhMYB25* TCGATCCTGTCACCCACAAG TTAGCAGCATCTTTAGGGTTACCA [31]
GhRDL1® GCTTGCCTAGCGCTTGCT TGGCAGCTTATAGCTCCAATATTG [31]
GRACT® CCACTTGTCTGCGACAATGG GAACACAGCCCTTGGAGCAT [31]
GhSAC25" GGCGACGACCTGCTACGT GTCTACAAAGTATTTCGCGGTGACT [31]
GRCNX® GCATTTTGCGCTTCTTGTCTT TCAGCGGCAATGCAGAGA [31]
GhFAD3® AAGCTACAAAAGCAGCGAAACC AACGGAATCGGCCCTGAT [31]
GhBDC1® CCCGAATGTGGCTCTTTTCTT TTTCAATGAAATGCAGGCTCAT [31]
GhBDC2* GCTAGCCGAGGTGAGACGAA CGATGTGGCGAAGTCAATCA [31]
GhNOD26* GACACCGGCGGGTTTAGTAG CGAAACCGCCACAAACAAC [31]
GhEF1-like*  CAGGGCAGATTGGAAATGGA GCAAACTTGACCGCAATGTG [31]
GhSPP® TGGATGCTTCAGCTCGGATA CGACAACACATTCACTCCATCA [31]
ACO® CGCCACTTGCCTGAATCTAAC TGTGAGCCCTGAGTCCCTTG [32]
ACO2® TGAGGAGAGAGGAGCCACC CCCTTAGCCCCTTGATTAGC [32]
ACO3® CACCAATGGCAAGTACAAAAGT GCAAACAACACACATCTACGA [32]
SMT1® GGAGGCGAAGAGGAAGAGAG GTTGTTTATCCCAGTGACCGA [32]
DET2® TCACTTTCTTCCTCTTTCCCTC CACCAACACTTTATCAGCCCTA [32]
GhCFE® TGTGGCGGTTAAAGATGAC GACTCAGCGACGGTTCAGA [33]
GhAPX1® TCCCTAACCTCACCTACGCT CCTTCCTTCTCTCCCGACA [34]
GhDET?2® GAAAATGGCCTCCGATCAGAC CACCGAATCAATCATATGTGGC [35]
GhPRP3* GTACCATTGCCACCTCCGATG TGTGATGGCAGAGTTCATTCTC [36]
GhPRP5* GAGAATTCTGAGAAGGAACCT TAACTGAATGACAATAATTCAAG [36]
GRHOX1® ATTTTAGATGTAGGAGAGTGA TTAGGGCCTATATAAGTTGGT [37]
GhHOX3® AGCAATGAGCGGCGAAGAT ACCATAACCCAAATCAAATC [37]
GhHOX4® AGCACAGTCCACCATCTCTT GATCATTTACATTCTTCCGAGTC [37]
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Table 2 Chromosome assignment of fiber specific/enriched genes in cotton via Blast analysis
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MGHES66 1 X 10 C3 [39]
cel A2 NAU3902 6 X 102 C5 [41]
SSS3 NAU2278 7 X 10 C6 [41]
NAU2156 2 X 10% C6 [39],[41]
NAU1272 2 X 107 Cé [417,[457,[46]
GhTual GA__Fa0004N06 4 X 107° Cl4 C23 [43]
GhTua?2 GA__Fa0004N06 1 X 10% Cl4 C23 [43]
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