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Introduction

Puck is a computer program for analyzingadfgical and other kinship related data and a
continuation of the gradual introduction of computers in kirghigiessince the 1970s
((Hamberger, Houseman, & Grange, 2p0908)Puck is a product of the research grbip
andan outcome of the project « Informatical treatment of kinship phenomena » (« Traitement
Informatique des phénomeénes de parenté »; 2008) financed by the French National
ResearchAgency (ANR).T h e groupos wor Kk revol ved arou
epistemological reflection on empirical data collection and analysis, based on the observation that
oaparadx is at the heart of studieslanship: the marriage choices, which as timelédion of
kinship systems should be the primalject wereneglectedespeciallyin their empirical
dimension. The anthropology of kindbgman aan analysis of terminology and developed into
a sciencef rules andhorms. Ddayit appearsas a multifaced research field dealing with
representationand institutions, political strategies apdhbolic operationsstill the actual
practices that generate matrimonial netwodmntinue to occupy a marginal
positior(Hamberger et al., 2009, p. 1BMshipcamot be treated as isolated elements, the use
of a computer processing of matrimonial practroeeg fundamental

Starting from this premiséhe software allows not only to make very fine and precise
analyss of thematrimoniaktructures and céigurations of a genealogical netwbik also to
considethe quality and biases: the data procesfskigship relationshipstisusan opportunity
to consider the theoretical issues and methodological dmitesspects the individual way of
the collection and organization of field data or rectwdassess the quality of thetaset
studied

Puck accompanies the researcher throughout hisfrearkglata input to final analysis
the final analysis. It is compatible with most commonly used formats (Excel, GRdjskm
etc.),and allows to import or export filaseach of these formaRuck has been written in Java
1.6 and is continuously updated

Puck®& main functionalities:
- Management and editing of kinship networks
- Navigation through kinship networks
- Diagnostics of kinship datasets
- Census and analysiswatrimonial and other circuits and chains in kinship networks
- Transformation, segmentation and fusion of kinship networks
- Simulatiorof kinship and alliance networks

1 A presentation of the software and its issues can be found in a recentlafidté atttamizerger, Houseman, &
Grange, 2009)
2 See the website www.kintip.net.



Installation

Download

The software is free to download on the welsite.kintip.netwhere you will find the
latest version (PUCK 2.0) and eaudiees(PUCK 1.0).Puck 1.0 uses the external libraries
JFreechart and JCommons for graphicalalization and JxI for importation from and
exportation to excel fil¢amthout them the functions involving diagrams will not v@iick to
download the zip file « Lib » that contains them and put them into the same directory as the file
containinghie executable file « Puck.jar ».

Notefor Puck 1:0the external jar files may be left inside or outside the « lib » directory. For
Mac userBoweveit is recommended to put them outside the « lib » directory. Puck is contained
in an executable jar faad is started by douldkcking on the file icon.; For the treatment of
large datasets (more than 10.000 individuals) download the batch file Puck512_ bat or (for very
large datasets with more than 30.000 individuals) Puck1024_bat to augment the yoemory of
Java virtual machin@ to 512 MB or 1024 MB. Put it into the same directory as the file Puck.jar
and doublelick on its icon to start Puck.

System requirements

Make sure that your computer is goead with anadequate version of Javava is
compatible with most computers and operating systefack works on PC (Linux, Solaris,
Windows) and Mac.

Languages
Puck can be run in English, French, German, Italian and Sjanisban choose the
languageiathe tabEdit4 Preferenge$anguage

e e —

Parti : 7 5 j Cluster: ,"7
Corp Paste Coller

Gert Delete

File Add Individual Ctrl+I

File Add Origin Family Ctrl+U

File¢ Add Partner Ctrl 1P

Add Child Ctrl4K

'nd - add Family Ctrl+Maj+U

Fal Add Relation Model

Mo Find Ctri+F

~e

Additional data (0) +

Label

Fig. 1. preferences

Codes and characters

By default, Puck assumes that the file is-8Méu can choose the encodifgig4 Open
encoding

Contact

For questions regarding the software or to report a bug, please send an email to
puck.aide@yahoa.fr
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Licence

Puck is a free software, dimited under CeCILL licence (a french variant of GPL). Puck has
been depositedt the APP Agence pour la Protection des Rr&goamame®rotection Agency)
and is protected by French law.

Disclaimer

THIS SOFTWARE IS PROVIDED BY THE COPYRIGHT HOLDERS AND
CONTRIBUTORS « AS IS » AND ANY EXPRESS OR IMPLIED WARRANTIES,
INCLUDING, BUT NOT LIMITED TO THE IMPLIED WARRANTIES OF
MERCHANTABILITY AND FITNESS FOR A PARTICULAR PURPOSE ARE
DISCLAIMED. IN NO EVENT SHALL THE COPYRIGHT OWNER OR
CONTRIBUTORS BE LIABLE FOR ANY DIRECT, INDIRECT, INCIDENTAL, SPECIAL
EXEMPLARY, OR CONSEQUENTIAL DAMAES (INCLUDING, BUT NOT LIMITED
TO, PROCUREMENT OF SUBSTITUTE GOODS OR SERVICES; LOSS OF USE, DATA,
OR PROFITS; OR BUSINESS INTERRUPTION) HOWEVER CAUSED AND ON ANY
THEORY OF LIABILITY, WHETHER IN CONTRACT, STRICT LIABILITY, OR TORT
(INCLUDING NEGLIGENCE OR OTHERWISE) ARISING IN ANY WAY OUT OF THE
USE OF THIS SOFTWARE, EVEN IF ADVISED OF THE POSSIBILITY OF SUCH
DAMAGE.



1. Start with Puck

a) Enter a new dataset

Note:before starting, see aldow to establish a kinship dath

It is possible to enter data directly into Pbakyou can also use a software or a format of
your choicebecaus¢he program isompatible with most popular formals do this, click on
tabFile4 newj empty netwarld save it in the directory of your choice by giving it a Réene (
A save psYou can save tliatasein different format$GED, txt, TIP, xIs, etc.).

When he dataseis created, you can begin entering: gaia creat¢hoseas individuals
familieg CTRL+MAJ+U) additional datéplace of birth, occupation, religion, date of birth, etc.)
and navigate in tliataseby clicking onndividuals and families

[ *corpus.txt3-1 - Puck -1oj x|
File Edit Reports Transform Analysis Draw Tools Windows Help
Partition: [ALL x| cluster: [+ =l "l _l Al vl ﬁﬂ"
Corpus I"di\"'dﬂsIlemFi:sl
A () ack Al «—
® )iy Choose gender 30' P
A (3) Peter g Jane ER D)
(af4) 2 Q Mary
Parmers(])) + (CtrlP)
1 14 [&..] Name [Mo]  Famy |
Add partner 1A ek @ 2
[Chidren (0), + (CtrlK)
1d [G...] Name [ Birth Death Other Parent |
Add _— |
children
Additional data-{0)>  +
Add — | Label Value
al al
additional
data
Relations (0)
Id l Type l Name l Role I Others I
Add / remove
/ individual
=
+ - Previous Next o Ind. | A s | [0))] | Q

Fig. 2: enter data

Keyboard shortcuts :

Add individual: Ctrl + |
Add Origin family Ctrl + U
Add partner Ctrl + P

Add child Ctrl + K

Add family Ctrl + Maj + U
Find: Ctrl + F



b) Import dataset

If you already have a family network, you can import it intotRaiodan read many files :
text, excel, pajek, gedcom, tip, xml and prolog fdmyairt a daaset by clickingile4 Open
and choose your fil€he data appears in the main windbis possible to open a recently used
file (File4 Open regent

c) Save and goort dataset

You can save the dataset to the format of your choice: Gdgj@kText (1 & 2node,
Type 3, TIR etc. File4 Save dsExpor). UsingFile4 Savegou save as muasinformation
exporting in .puc format.

£3 Untitled-1 - Puck =8>

Edit Repoits Transform Analysis Draw Tools Windows Help

e e 2] =1 (&) (% ()

4]

pen Recent L4

pen Recent Folder L4
Op -
Revert Ctrl+R

Fuse

Update Overwriting
Update Appending
e Ctrl+5

Save As...

Save a Copy...
Save this corpus with a different name.

Import XL51&2... Value
Expoit ODS 1.

Export XL51...

Export to Pajek...

Close Ctrl+W

Quit

Fig. 3: import and save

d) Update and mergedataset

Update

Genealogical corpuses can be updated and new supplementary information added to them
To update a corpus and add data from another dataset, Puck pgpaddfanction :Update
For safety, Puck will generate a new dataset so that the original data are not erased by mistake
and you will store the new data in a new file in the same format as the maiA datpsst
update requires a file which fulfills the stoneat requirementas the files used to load a
corpus.

Note: if you use a file in text format containing only supptanyemformation on
individual&properties (so that the first block is empty), make sure that the file begins with two
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headlines (and not just one). The first headline (which may consist in a single letter) marks the
presence of the first block, the second one thehstoithe seconddck. Otherwise Puck will

read your supplementary information as basic genealogical information, and the update will fail.
These problems do not arise when you use files in tip format.

You have two choi ces:Filedhadatmemvitidgappeadingdo ov er w
the first case, data are simply appended without overwriting existing data (in this case, certain
data may not be added, for instaa father that does not cepend to the actual father). In the
second caseath are used to overwritaseng data by new ones (in this case, an individual
which appears in the update file as having no father will lose its father in the corpus).

Fusion
You can merge two datasesingFile4 Fuséo produce a new corpus by fusing the current
dataset with another data3#is requires two files :

- a second dataset to be fused with the cur

- a concordance table which serves to identify the individuals that betthgdtttdsets
(oConcordance tabled6 : this is a simple t
of individuals in the second and thetfcorpus. Individuals that appear in only one
corpus do not have to be listed in this table, and numbers heebdeordered)

Warning: meliggtwo datasets implies an automatic renumbering of individuals: individuals of th
corpus who have no double in the first corpus obtain a new identity number by adding the num
individual of the first corpus to their ol@ihisimnerbering should remain a transitory exception while
establishing a definite dataset. As a rule, individuals should have one unique identity number anc
unique corpus.

£3| Ebrei_23-10-2013.ged-1 - Puck
- e —

Edit Reports Transform Analysis Draw Tools Windows Help

New AR - 2] (=] [a]) V] [%]

Open... Ctrl+0
Open Recent 4

Open Recent Folder L4
e mm d Mois' e/ Cagli 1 QL
(7/3477)

Ctrl+R
| # £3 Fuse Inputs = B ¥ ||
adzigErwiting ] =

Update Appending File to be joined: |C:\Users\marino\Desktop\Population Marches. xls

Save Ctrl+S

3

i

Concordance table: |C:\Users\marino'\Desktop'concordance. tet. txt

3

Save As...
Save a Copy...
Import ODS 182...

Import XLS182... Cancel Launch =

Export ODS1... —
Export XLSL... d G... Name Birth Death Othe

. 5642 M [Samuel Vita/Caglif F (&)
T e 5644 A |Sabato Vita/Cagl/ Flez
Close Ctrl+W 8375 A [|Israel/Caglif F@)

‘ Quit
| I ———

Fig. 4: merge a dataset

e) Transform a dataset

It is possible to perform a number of operations from tgeal datasdb duplicate and
anonymize it (if working on a recent population and we do not want their identity apjoears) or



reduceit by eliminaing individuals whose presentse nd necessary (unmarried people,
ostructural childrethat is to say individual®@haveneither spouses nor children, etc.).

£3 Ebrei_23-10-2013.ged-1 - Puck
File Edit Reports |[Transform| Analysis Draw Tools Windows Help

A (2) David/Cagli/
@ (3) Gentile/Caglif
A (4) Jacob/Caglif
@ (5) allegra/Came

Partition: [ALL Duplicate Ctrl+D -
Anonymize by First Name
Anonymize by Last Mame
A (1) Sabato/Cagli Anonymize by Gender & 1D

Number names
Clean Attribute

d Mois e,

Redefining relations

A (5) Moisdpe/Cam =
m Marry coparents [#] (Ctri-F)
@ (=) Stella/Beeri/ Menr e s G... Name

A (%) Issia/Beerif
A (10) Raffaelle/Cz
@ (11) Diamante/D
A (12) Salvatore R
| A (13) Angelo Marg
@ (19) Rena/Mavar
A (15) MoispeMay

5| @ [Stella/Beerif
257 @ |Rerisides Reeril

' Acyclic Segments
I Marked Doubles
Structural Children

Editable fa

Reduce
Extract

urrent Segment

@ (15) Sarra/Osimo Expand Current Segment I Unmarried —

A (17) Raffacle/C2 Shrink ' Virtual Individuals | —
18) Vital i G... Mame

A (15) Vitale ezi] Reshuffling...

o42| M |Samuel Vita/Cagli/
Virtual Fieldwork... 544 M |Sabato vita/Caglif
376| M [Israel/Cadlif

@ (19) Sarra/Cadli/

A (20) Raffaelle/Cz

@ (21) Regina/f

A (77 AnnelniCanl. _—
Fig. 5: transform a dataset (reduce/extract)

Virtual Fieldwork Yariations

Main window components( 7ransformA reduce / Extract)
- Anonymizeby First / Last Name or Gendé&rID
- Number namesdds the identity number between pareatht the original name
(e.g. oOPierre Dupont (5)6
NoteNumbered names are convenient if the corpus is exported in pajek format (pajek fil
renumbering of individuals in order to assure continuous vertex numbers. Numbered name:
keep the original numbers). If a pajek file with resibengoonach to Puck, numbers between
parentheses are automatima¥lgried into identity numbers

- Reducéd Eliminates all virtual indivifindisiduals that only serve to represent the
common parents of full siblings). Virtual individuals are individuals for whom no
information is available except for their kinship relations (and perhaps their gender, if
they are parents or spouses of agistidividuals). This reduction is recommended
for the exploratory analysis of a corpus containing fictive individuals (e.g Gender
biag.

- Reducg Unmarrieceliminateall individuals who are not married.

- Reducd Structural childrediminats all individuals who have neither spouses nor
children (the structural childrefithe kinship network)

- Reducd Marked doubtedoublesare individuals who are identical with another
individual. The individual with the lower identity number is considered as the original,
the one with the highdD number as the doubl®oubles can be marked by
substituting the origir@lidentity numberof their name. They can be eliminated
from the dataset by this function.

- Extract4 Kernelreducsthe kinship network to its kernel



- Extract4 Max. bicomponeatlucsthe kinship network to iteaximal bicomponent

- Extract4 Core: reducs the kinship network to the sum of its matrimonial
bicomponents, the core

- ExtractA bycluster size / valuereduced the network to those vertices who have a
positive cluster value in a chosen partitor e x a @ECUé (pccupation)ds
chosen, then the network is reduced only to people who have an occupation.

f) Navigatein a dataset

The main window has three talmorpusndividuaknd familyThe orpusab contains the
general information of the dataskeé Individuaksab the list of all individualghe information
aboutthem,andfamilyhe list of all familieis the datasett is possible to adspecific relations
between them

£3 *Ebrei_23-10-2013.ged-1 - Puck N . - [C="Me )
File Edit Reports Transform Analysis Draw Tools Windows Help

Partition: :ALL v:CIustEr: :‘ v[ £ ][ = ][ A ][ v ][ = ]
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i (36) Amadeo /Recanati/ chidren (3) ey
A (37) Musetto/Recanati/ Id G... MName Birth Death Other Parent
A (38) DavidMoscati/ 3| @ |Gentie/Caglif F {21) Regina//
A (39) EliajRecanat/ 19 ‘ Sarra/Caglif F (21) Regina//
A (40) DavidRecanatif 24| A |Leone/Cagli/ F (21) Regina//

A (41) Emmanuel/Recanati/
A (42) Moispe/Recanatif
@ (43) Speranza/Osima/
@ (44) AnnaRecanati/

A (45) Abraham/Recanati/ Additional data (11)
@ (46) Erunetta/Recanati/

A (47) Lazzaro/Recanati/ Label value

A (48) Isaac/Osimof BIRT -
A (45) Moise/Csimof BIRT_DATE 1550

A (50) Josef/Recanati/ BIRT_PLAC Ancona, , , r -
@ (51) Brunettajf

A (52) Leone/Recanati/ Relations (0)

A (53) Moisp=/Recanatif d Type Mame Role Others

@ (54) Benvenuta// -

LLLL=L) e Fon Q

Fig.6:d a t & sairt window

The identity section of individuals contains :

1 Thei ndi widedtilyanuniber. Each individual has a unique identity number which
serves to identify it in all contexts (such as matrimonialorngghe kinsipi section of
anot her spage andidedlly shbuld never be changelitkByg on the identity
number, a droplown menu appears showing identity numbers and the corresponding
names. By choosing an individual in this-domm menu (or directly entering its identity
number) one can jump to the chosen indivipage.

1 The individuals gendecircle for women, triangles for men and sqdarendividuals
whose gender is unknown common8symbols( for men,v for women and for
unknown).You can change the sex of individuals by clicking on the .symbol

1 The individu&@ first name and last name. When importing or exporting kinship data,
Puck identifies separate parts of names by adslashparating them. The name part
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before the first slash identifiedas first name, all other parts are displayechie 01 a st
n a méeld. However, any number of names can be distinguished by using the slash
separator. The two name fields are-emmapleting. Clicking on them opens a drop

down menu where all first and last names of the corpus are displayed, to facilitate data
entry.

The window contains information the immediate (first degree) relatofesga one for
parents, one for spouses, one for children. The headline bar above a kinship section indicates also
the number of the respective relatimesnber of spouses or chéd). By clicking on the nan
one can j umps indiedua page. Jureping from\omedrelative to another in this
manner is a way to navigate through the corpus along kinship paths.

The attribute sections contain supplementary information amdifidual, which can also
be used to partition the corpus. All these attributes are exogenous p(dattesd place of
birth / marriage / death events, occupation, etc.).

Puck distinguishes three different categoriegtrdfutes and regroups them in separate
sections. All attributes are characterized by a label (for which standard individual property codes
should be used) and a value. For instance, a property vith | a b e | 00CCUG6 an
0 me r ¢ meanst tldat théndividua® occupation is that of a merchawhen importing
gedcom filesrelational properties are automatically transformed into properties of the concerned
individuals with reciprocal alter specificaikona list of standard property codes and guidelines
for personalizedroperty codeslick here

Note: even an e@® property with specification of alter and automatic attachment of a
reciprocal property to alter wispecification of ego still remains a combination of individual
propertiesand is not a relation properfhis is important when these properties are used to
partition the corpus do restrict a relational or matrimonial census to a subcorpus. Foejnstanc
search results for matrimonial riaggong individuals whose marriages lie within a certain period
may well contain marriages outside that period, if both partners have been married before or
after.

The last number of a dateaistomatically interpreted as year (importanpdditioning.

This must be taken into account when specifying events as havingdhbefoea, after, or

around a certain ye@ne and the same label cannot be used at the same time for a simple
property and for an event property. For example, the code MARR cannot be used at the same
time to indicate if a person is married (simple property) and when, where ahe wistra is

maried to (event property)dNotesd are simple properties with the only difference that they
allow entering long texts and & br eak s. The | pibmrot disgalyed andt e s
cannot be chosen or changed.

All attribute fields (with the exception radtes) contain dregown menus which allow
choosing among existing label, value, place, and date data and existing individuals (for alter). The
drop-down menu for alter contains identity numbers and names of all individuals in the corpus,
just as for kinsp relatiorentries

Search dialog box

Searching individuals by name: this can be done by entering the name or name part of the
searched individual(s) into thput field at the righbelowthed at as et 6 s (imthe n wi n
individuals / familiesection). If several individuals fit (for instance, when a familyhaame
been ent er eedtgdclicks pecnut @ospass woen oree selected individual to another,
and thus to navigate through the selected part of the corpus.

Data deletion



Use right clicky Deleto remove an individual, a kinship relationoranindividd s at t r i b
from the dataset.

g) Explore a dataset

In addition to data entry and navigation through the cotpaspassible to explore the
kinship environment of individuals:

Ascendants/ Progeniture (AnalysisA Pedigree / Progeniture)

Getting an individual ds pedigree |/ progen
entering a single number that indicates the maximal generational distance of
ascendants/descendants. The pedigree / progenitunenislisted in a tree structure. For
i nstance, entering 036 produces the tree o
grandparents.

£3 Ebrei_23-10-2013.ged-1 - Puck i Pedigree Report [ﬁ"
File Edit Reports Transform |[Analysis Drawas He
Partition: |ALL Pedigree?. Maximal generational depth:
- _ Progeniture. |
| Corpus I Individuals | Families I R Relatives... \
No comment. Kinship Chains... [ QK ] [ Cancel
Label Distances §
Kinship type: Basic Information Ctrl+B
Statistics... Ctrl+G
Partition Statistics..,
Circuit census... Ctrl+H
Differential Census...
| Synopsis

Fig. 7: Ascendants Progeniture

Relatives(AnalysisA Relatives)

Getting an individu@l relatives of a certain type: This is done by entering a structure
formula inpositional notatignjust as in the casé a matrimonialor relational censudlote,
however, that the present function is-egtered: The first individual in the chain is the
individual of the current page. Fastance, entering X X ( X ) (Bn¥I0 kinship strifig
positional notatiom)will produce the list of all cousins of the individual (with their names,
identity numbers, and exact kinship relation types).

3 Ebrei_23-10-2013.ged-1 - Puck \ Chins Report @‘
File Edit Reports Transform [Analysis| Draw Tools Windows He Ouiputs —
Parttion: |ALL Pedigree... ‘-0-‘ Enter kinship string (in positional notation):
Progeniture, 8 Stela/Beeri/  FH{H)FF FH(F)FF L.’ 4 |
| Corpus | Individuals | Families | R Relatives.. 18 Vitale/Beeri/  FH{H)FH FH{F)FH
3 Giuditta/Beerif FHH)FF FHIF)FF
Mo comment. - - -
ol Hiehz- 7 Giuditts/Cagl/ FHHHF FHIEHE + L
Distances
Label
Kinship type: Basic Information Ctrl+B
Statistics... Ctrl+G
Partition Statistics...
Circuit census... Ctrl+H
Differential Census...
| Synopsis

Fig. 8: relatives
Chains (AnalysisA Kinship Chains
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Getting the kinship chains to another individual. This is done by entering twoshumber
where the f §identity nomber, andsthe aecand thedcanonical dagtieied
number can be entered which specifies the maximal width of the chains, that is, the maximal
number of marriages they may conkuck lists all tracks between ago alter within specified
bounds in thelassificationf your choice.

F al
£3 Ebrei 23-10-2013.ged-1 - Puck £3 Kinship Chains Input (T
File Edit Reports Transform [Analysis| Draw Tools Windows He
Partition: :ALL Pedigree... Alter Id:
Progeniture.., -
— — Maximal Depth:
| Corpus I Individuals | Families I R Relatives...
No comment. Kinship Chains. Maximal Order:
Label Distances Chain Classification: [EOSITIONAL v
Kinship type: Basic Information Ctrl+B : .
Statistics... Ctrl+G Cancel ] [ OK ]
Partition Statistics... e 4
Circuit census... Ctrl+H
Differential Census...
Synopsis

Fig. 9: Kinship chains
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2. Dataset diagnostic

Genealogicatorporaproduced by reseami3 are not neutral objects. The genealogies
constructed from informants or sources are often incomplete and androcentered, implying an
asymmetry of relations in the netwatrks very important to detect errofsdata collection or
data entry to correct them, to know biases and eeldtie raw result§Barry & Gasperoni,

2008; Hamberger & Gargiulo, 2013; Hambergerseman, & White, 2012, p. A347) The

first step before analyzing a family data#etnsforeto establish a profile of the netwdrm

basic tools (count of the population and demographic composition, gender distribution,
genealogical depth, density) to noomplextools (family completeness, gender,bias$)only

on the overall network, but also on specific .Bytpartitioning the dataset, it is possible to
refine the analydiscussing omparts of the network.

a) Basic statistics and potential errors

Knowingthe basic information of a dataset is the starting point for an analysis of its structure
(Analysig) Basic informaflGiRL+B]). This produces amy and basic informatisach as: the
proportion of men and women or individuals of unknownttsexumber of individuals in the
dataset, the number of marriages and married individuals, fertile unions, the number components
of the network density, the genealogical depth, etc..

File Edit Reports Transform Analysis Draw Tools Windows Help

Partition: :,N_L v Cluster: :‘ -: [

Corpus | Individuals I Fami\iasl Report(8) ‘ Report(10) I Repart(11) | Report(lz)l
Target: Ebrei_23-10-2013.ged
Time spent: 142ms

Cutputs

Label Value

individuzls 8477 -
men 5112

women 3364

unknown 1

marriages 3102

unions 3102

non-single men 4058

non-single women 2948

parent-child ties 11249

fertile unions 1996 (64.35%)

co-wife relations 224

co-husband relations 179 A
companents 98 (max. 7606) 3
mean component share {agnatic) 0,05% (without singletons: 0,085%:)

mean component share {utering) 0,03% (without singletons: 0,085%)

max component share (agnatic) 1.52% (without singletons: 0.085%)

max component share (uterine) 1.20% (without singletons: 0.085%)

elementary cydes 5972

density {marriages) 0.43%

density (fiiation) 1.57%

depth 15

mean spouse number of men .07

mean spouse number of women 1.06

mean fratry size agnatic 2,11

mean fratry size uterine 2.4 -

Fig. 10: basic report information

Main basic reportinformation :

1) The number of individualdifferentiatedy gender: men/women/unknown)
2) Relations:

- The number of marriage relatioti§f¢rentiatedy gender)

- The number of parewhild relations

12



- Fertile marriages: The number of couples with children (in absolute numbers and as
percentage of total marriages)
- Cospouse relations: The number of relations betweeive® and between -co
husbands
3) Comporents
- The number of components (maximal connected subnetworks), the size of the largest
componentto know the dataset cohesion or disintegration

- The mean share (size divided by total network size) of agnatic/uterine components
and theshare of the largest agnatic/uterine component, and the percentage of
marriages involving a member of the largest agnatic/uterine component

4) Elementary cyclesihe cyclomatic number (number of independent cycles) of the
network

5) Density Basic concept in network analydig, density of the network (number of
marriage and filial relations divided by the total number of possible relations between two
different individuals)

6) Maximal and ean depthThe mean depth of the network (computed as an average of
the mean generational depth of each indi@dordligree,caording to the formula of
CazegCazes & Cazes,98)

7) Mean number of spous@$he mean number of spouses (differentiated by gender)

8) Mean fratry siz& he mean number of (cognatic, agnatic and uterine) siblings

Common errors

To quickly find error¢including coding) that coudé contaired inthe dataset, Puck offers
to identify the most common of theRefortd Control® choose the type of error aRdports
A Controlg Special Featdoesa full report of all errors). It will be easy to cotrectataset
after having identifigubssible errors maybe due to erdoiring data entrsome of these items
(such as persons without name or gendenaatiages between sase® spouses or theen
parents and childremay actually be correct and wanted (dependisgainel sources), but they
often are due to simple errors during data entry. Puck indicates them in order to facilitate error
contr ol for the reseacaocrhreerct sbdbutp onsesvi ebereea uetrorno
true representations of the kinship network, some of these irregularities may hinder certain
functions of Puck from working correctly or necessitate a reconsideration of analytical methods.
Some errorgnay cause failure of some functionalities (for instance, cyclic descent causes
infinite loopsand crash of the programr will lead to erroneous results in others (for instance,
the presence of male mothers or female fathers causes calculatiom gr@onsatrimonial
census)
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£3 Ebrei_23-10-2013.ged-1 - Puck
File Edit [Reports| Transform Analysis Draw Tools Windows Help

Partition: List by Id v | Cluster: | =
List by First Name

1
List by Last Name

: Eg zat List by Clusters i

a y
® (5 G List Relatives 7 M
A (4 Jad List Missing Relatives (7/3477)

5) Al
" List Families by Husband
: EG; Maoi Y

: List Families by Wife | (frire=(@ (@ (crip)
3) 5te I G... MName
L 2C) Hemonyms d
A 9 sa ) L
A (10) R Controls } Special Features... E
@ (11) Diamante Da Fermo/ Sarne-Sex Spouses

A (12) Salvatore Rubino/Da Ferma/

A (13) Angelo Mordecai/Cagli/ iiathesoyMikiothier

@ (14) Rena/Mavarro/ Multiple Fathers or Mothers
A (15) Mois@e/Navarro/ Cyclic Descent Cases

@ (156) Sarra/Osimo/

A (17) Raffaelle/Cagl/ Unknown Sex Persons

A (18) Vitale Beerif MNameless Persons

@ (1) sSarra/Caali/
A (20) Raffaelle/Cagli/ )
@ (21) Regina// Auto-Marriage

" Fig. 11: errors control

Parent-Child Marriages

Main errorscontained in the dataset:

1) SameSex spouses

2) Female fathers or male mothers
3) Multiple fathers or mothers

4) Nameless persons

5) Parentchild marriages

6) Auto-marriage

7) Unknown sex persons

8) Cyclic descent cases

b) Structure analyss

After identifying error&ata entry / collection) in the dataset, the second step determines the
limits andbiases of the dataset, exploring the network morphology as a precondition for any
analysis of matrimonial census. Puck offers a wide range of analysis, accessidlgsisdm
StatisticCTRL + G) The statistiédnputs window allows five main operatiordender bias
(weight and net weightfomponen@enealogical compleAemessor chajn® Ancest or ty
choosing degredé).report window opens and displays the results in grhighsoan be opened
individually or sadeby cl i cking on oO0saveod, Thiswindowsadlsng t he
provides informationrothedistribution of properties
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£3 Statistics Inputs - — - - a L - ==
General
Gender EIAS (weight) Components Fratry Distribution [] Consanguine Chains
Gender BIAS (net weight) Genealogical Completeness [] 4 cousin Marriages (degres: | 2-5) (degres: | 2-%)
Partition Diagrams Criteria
Label Parameter Type Spedific Data Cumulation Filter Value Filter Size  Clear
- Raw - (none) [None = | [Mone = | [None |
- Raw - {none) Mone - |Mone « | None
- Raw - (none) [None = | [Mone = | [None = |
- Raw - {none) Mone - |Mone « | None
- Raw - {nane) [None = | [Mone = | [None |
- Raw - {none) Mone - |Mone « | None
- Raw - {nane) (None = | [Mone = | [None = |
Split Partition Criteria
- Raw - (none) None | [Mone = |[None
[ Mean Cluster Values
l Clear l l Cancel ] l Launch l
—— = u

Fig. 12: Satistics Inputs

File Edit Reports Transform Analysis Draw Tools Windows Help
Partition: | ALL - | Cluster: |= - | [ £ ] [ = ] [ A ] v [ + ]
| Corpus I Individuals I Families I Report(1) I Report(2) | Report(3) I Report(4) | Report(5) I Report(6) | Report(7) ‘
Qutputs F
Gender BIAS (weight) Gender BIAS (net weight) Components Genealogical Completene
h=] S — 3 - z £
B 100“ ] | e T g 5.0\ B[S
d g —_— 250 5 B N |
= =] - So5 \ @ S0 N
e 1 2 3 456 7 8 9 = g e — — g—' by 7] ]
Generational Distance 5 1 2 3 4 5 6 7 B 9 Q G SR § 0
—Uterine Ancestor known Generational Distance g 0102 1 2345 10 2030 100 25
— Agnatic Ancestor Known — Only Uterine Ancestor known = BT Gen| |
Agn. and Ut, Ancestar known — Only Agnatic Ancestor Known — Agnatic — Uterine — Overal —
Fratry Distribution Ancestor Chains (degree=3)
% 600 \ EHee
2 4001 S 2,000
S o0
z- S 1,000
25 510 oD 10.0 0
Size
— Uterine — Agnatic
Gender BIAS (weight)
Aor L) u A Aand U Ciff
1 6559.0 71.79 99,71 715 -27.92
2 4335.0 53.55 96.65 50.2 -43.1
3 3380.0 41,83 91.01 132.84 -49.18 -
4 11 r
Close Save

Fig. 13: report window (statistics)

Gender bias

There are two types of analysis for gender(Béasy & Gasperoni, 2008; Hamberger &
Daillant, 2008, p. 45)

- Agnatic/uterine weight: the number of individuals for whom the agnatic/uterine/the
agnatic and the uterine linear ascendant of a given degree is known, as a percentage of
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individuals for whom the agnatic or the uterine ascendant of that degree is known. This is
the firstmeasure of the agnatic or uterine bias of the corpus.

100

NN @ omoo o
[=T =T =

%% Individuals
[ISTT TV TC R S ST, BT, [ Y
S o S 4o

[T
cowuoc oo

1.0 1.5 20 25 cffel 2 4.0 csl S = 6.0 65 7.0 75 80 85 9.0
Generational Distance

— Uterine Ancestar Known — Agnatic Ancestor Known Agn. and Ut. Ancestor Known

Fig. 14: gender bias (weight)

- Agnatic/uterine net weight: the number of individuals for whom only the
agnatic/uterine ascendant of a given degree is known, as a percentagialsimoliv
whom the agnatic/uterine ascendant of that degree is known. Another measure of the
agnatic or uterine bias thle corpusare: this tool measures the interdependence and
interconnection of genealogical knowledgye more curves are close to one another the
higher is the interdependence, the more they are apart the more they become
autonomousthat is to say thate know the agnatic or uterine unisexual lines. If curves
are low, it means that there is interconnection

Note: it is important to analyze the gender bigsaoiitions(eg, depending on tigeneration or
the age of birthof individuals)Partitioning is particularly useful focusingon a part of
networls .

%4 Individuals

1.0 15 2.0 2.5 2.0 F 4.0 S 5.0 53 6.0 L7=1 7.0 7.5 8.0 8.5 9.0
Generational Distance

|— Only Uterine Ancestor Known — Only Agnatic Ancestor I\nc--.'-‘-nl

Fig. 15: gender bias (net weigth)
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Components

It is the distribution of agnatic/uterine components (connected subnetworks made up
entirely by paternal/maternal ties) according to their size: the abscissa of the diagram indicates
the relative size of components (as a percentage of total networkeseesjag = number of
individuals), the ordinate indicates the relative frequency of components of given size (as a
percentage @hetotal number of components).

Fig. 16: components

Genealogical completeness
It is the percentage of known ascendants (agnatic, uterine and overall) by generation.

Fig. 17: genealogical completeness

Fratry distribution:
It is the distribution of agnatic amigrine fratries (sibling groups) according to their size.

17





























































































