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Abstract: Microbial communities of fermented foods have provided a tool for humans to preserve and develop flavor for
long history. And they can also provide opportunities to study microbial community formation because of their reproducible
and easy-to-manipulate feature. Dry-cured ham is one of the traditional fermented products. Some of the compounds produced
during the hydrolysis and oxidation of proteins and fats in ham processing form a distinctive flavor of ham. Many microbes are
involved in this process and biochemical reactions. In this review, we describe the ham microbial communities in different
regions and their role in the formation of ham quality, and prospect the future research of ham microbiology.
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[1-3]

[4

[3,5]
(Dry-cured ham)
(6]
Iberian
Serrano Parma Light Italian
Country Bayonne Corsican

400 U
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[3,8-9]
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[10]

-25 C
10° CFU/g
Debaryomyces
hansenii Hansenula sydowiorum
Rhodotorula glutinis
Penicillium italicum Penicillium

simplicissimum
Aspergillus sydowi
Aspergillus glaucus Aspergillus flauipes
Candida

zeylanoides D. hansenii
[11]
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[12] Saphylococcu sequourm Pediococcus

urinacequi Pediococcus pentosaceus

P.italicum  P. simplicissimum

A.sydowi A.flauipes A. glaucus
[20]

[13]

Lori Parma

Candida ernobii  R. glutinis H. sydowiorum

1.2 MR A Y Bulleraalba D. hansenii

Hansenula polymor pha

Yamadazyma
Iberian triangularis Aspergillus niveoglaucus
14 comi [ D. hansenii Penicillium concentricum
Istrian 2
Virgili - ™ Jtalian
12 [22]
Alapont 17
Spanish 74 59
Penicillium commune
Penicillium chrysogenum Candida guilliermondii
(18] Saphylococcus xylosus
P. chrysogenum Penicillium cyclopium
Cladosporium herbarum (22l 2]
Saphylococcus
epidermidis Saphylococcus carnosus

S equourm S xylosus P. pentosaceus
Marinococcus halophilus

Micrococcus varians
[19]
[26]
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Micrococcaceae
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Tablel Abundant microbesin different fermentation stage

21

[27-30]

EE 5 AR AL

[31-32]

[20]

[33]

Penicillium aurantiogriseum

Penicillium camemberti

[34]

Type of ham Dominant microorganism Reference
Surface Internal
Iberian ham Penicillium [14]
Istrian ham Eurotium, Aspergillus, Penicillium [15]
Italian ham Yeast [16]
Spanish ham Penicillium [17]
Yeast [112]
Penicillium [34]
Parma ham Lactococcus Halotolerant rods [13]
Jinhua ham Mold bacteria yeast [18]
Mold Yeast [20]
Lactobacillus, Saphylococcus
Mold Yeast [19]
Lactobacillus, Saphylococcus
Mold Lactobacillus, Saphylococcus [10]
Yeast
Xuanwei ham Saphylococcus, Micrococcus mold [21]
Anfu ham Mold yeast Yeast, Lactococcus [22]
Rugao ham Cocci, Bacillus, yeast [23]
Mold Cocci, yeast [24]
Yun ham Mold Saphylococcus [25]
Jianmen ham Mold yeast [26]

Saphylococcus, Micrococcus

& 010-64807509
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. chrysogenum
[35]

P. chrysogenum

[36]

nal giovense
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[37]

[38]

Martin %9

D. hansenii

D. hansenii

[25]
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[37]

simulans S. epidermidis

Saphylococcus sar prophyticus

http://journals.im.ac.cn/cjbcn

Penicillium

[39]

179

Saphylococcus

[40] S. epidermidis S. xylosus

Saphylococcus auricularis

S. xylosus
[22,41]
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[42-43]
[10]

[44]

[45]
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[21]

P. nalgiovense

[36]
pH
[37]

[43]
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[26,46-47)
Serrano
[48-49]
[50]
Iberian
A Penicillium nordicum

Aspergillus flavus

Aspergillus niger
Al1451

DNA

[52-54]

4 K%

Saccharomyces cerevisiae
Lactococcus lactis

& 010-64807509

[14]

Spanish
D (1

(2]

A (3]

(4]

(5]

(6]

(7]

(8]

(9]

[10]

[42]
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